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RESUMO

SILVA, Carlos Eduardo Assis; M.Sc.; Universidade Estadual do Norte Fluminense
Darcy Ribeiro; fevereiro de 2025; EFEITOS DO PRE-TRATAMENTO DE
MATURACAO COM AgNO; NA REGULACAO DE FITOHORMONIOS E NO
PERFIL PROTEOMICO DURANTE A DIFERENCIACAO DE EMBRIOES
SOMATICOS DE CANA-DE-ACUCAR (Saccharum spp.) Orientador: Dr. Vanildo
Silveira; Conselheiros: Dra. Virginia Silva Carvalho e Dr. Vitor Batista Pinto.

A embriogénese somatica em cana-de-acUcar frequentemente utiliza o acido 2,4-
diclorofenoxiacético (2,4-D), uma auxina sintética essencial para a inducao de calos
embriogénicos. No entanto, 0s mecanismos moleculares associados a
embriogénese somatica induzida pelo 2,4-D residual ainda sao pouco
compreendidos, especialmente o papel da biossintese do etileno nesse processo.
Dessa forma, este estudo investigou os efeitos do pré-tratamento de maturacao
com cloreto de cobalto (CoCl,) e nitrato de prata (AgNOs), durante a embriogénese
somatica em cana-de-acucar. Calos embriogénicos foram induzidos em meio de
cultura MS suplementado com 10 uM de 2,4-D. Apés trés ciclos de subcultura (21
dias/ciclo), os calos foram submetidos a um pré-tratamento de maturacdo sem
reguladores de crescimento vegetal e suplementado com 0,5 e 5 yM de AgNO; ou
CoCl, por 21 dias no escuro, sendo posteriormente transferidos para condi¢cées de
maturacdo. A partir disso, foram realizadas analises protedmicas comparativas,
bem como a quantificacdo de fitohormbnios e poliaminas nos tratamentos com

AgNO; a 0,5 e 5 uM e no tratamento controle. Os resultados mostraram que o CoCl,
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ndo afetou significativamente a formacdo de embrides sométicos. Por outro lado, o
AgNO; a 0,5 uM aumentou o numero de embrides de 40,1 para 65,5 por calo e 0
conteudo de matéria seca para (0,02158 g), acompanhado por um aumento nos
niveis de é&cido abscisico (ABA) e acido indol-3-acético (IAA) ao final do pré-
tratamento de maturagédo. No entanto, a maior concentracdo de AgNO; (5 uM)
provocou a reducdo no numero de embrides somaticos para 15,62, reduziu os
niveis de ABA, afetou a sinalizacdo da auxina, possivelmente de forma
independente da via de sinalizacédo do etileno, além de causar oxidacao nos calos.
No tratamento que promoveu o maior numero de embrides somaticos (0,5 pM
AgNOs), foi observada a regulacéo de proteinas relacionadas a replicacao do DNA,
como (PCNA2; Sspon.07G0038270-1D) e (MCM2; Sspon.06G0034800-1D), e
proteinas envolvidas no metabolismo da metionina e cisteina, como (MS1;
Sspon.02G0031860-3C) e (SAM2; Sspon.03G0015850-1A). Ambas as
concentragcbes de AgNO; promoveram um aumento nos niveis de (ACO1-2;
Sspon.03G0042170-2D), sugerindo um mecanismo de feedback na percepcao do
etileno. Os resultados indicam que a concentracdo de 0,5 uM de AgNO; aumenta
o numero de embrides formados em cana-de-agucar (cv. SP-80-3280). No entanto,
concentracOes elevadas apresentam efeitos deletérios, ressaltando a necessidade
de estudos adicionais para elucidar se os efeitos do nitrato de prata ocorrem de

forma independente da sinalizac&o do etileno.

Palavras-chave: Espectrometria de massas; Embriogénese somatica; Crosstalk

hormonal; Protebmica Bottom-up.
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ABSTRACT

SILVA, Carlos Eduardo Assis; M.Sc.; State University of the North Fluminense
Darcy Ribeiro; february 2025; EFFECTS OF MATURATION PRE-TREATMENT
WITH AgNO3; ON PHYTOHORMONE REGULATION AND PROTEOMIC PROFILE
DURING SUGARCANE (Saccharum spp.) SOMATIC EMBRYO
DIFFERENTIATION; Advisor: D.Sc. Vanildo Silveira; Committee Members: D.Sc.
Virginia Silva Carvalho and D.Sc. Vitor Batista Pinto.

Somatic embryogenesis in sugarcane often relies on 2,4-dichlorophenoxyacetic
acid (2,4-D), a synthetic auxin essential for the induction of embryogenic calli.
However, the molecular mechanisms associated with somatic embryogenesis
induced by residual 2,4-D remain poorly understood, particularly the role of ethylene
biosynthesis in this process. Therefore, this study investigated the effects of
maturation pre-treatment with cobalt chloride (CoCl;) and silver nitrate (AgNO3)
during somatic embryogenesis in sugarcane. Embryogenic calli were induced on
MS culture medium supplemented with 10 uM 2,4-D. After three subculture cycles
(21 days each), calli were subjected to a maturation pre-treatment without plant
growth regulators and supplemented with 0.5 and 5 yM AgNO; or CoCl, for 21 days
in the dark, followed by transfer to maturation conditions. Comparative proteomic
analyses were performed, along with quantification of phytohormones and
polyamines in treatments with 0.5 and 5 yM AgNO; and the control. Our results
showed that CoCl, did not significantly affect somatic embryo formation. In contrast,

0.5 uM AgNO; increased the number of embryos from 40.1 to 65.5 per callus and
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the dry mass content to 0.02158 g, accompanied by an increase in abscisic acid
(ABA) and indole-3-acetic acid (IAA) levels at the end of the maturation pre-
treatment. However, the higher AQNO; concentration (5 pyM) led to a reduction in
the number of somatic embryos to 15.62, decreased ABA levels, and disrupted
auxin signaling, possibly independently of the ethylene signaling pathway. It also
caused callus oxidation. In the treatment that promoted the highest number of
somatic embryos (0.5 uM AgNOs), was observed the regulation of proteins related
to DNA replication, such as PCNA2 (Sspon.07G0038270-1D) and MCM2
(Sspon.06G0034800-1D), as well as proteins involved in methionine and cysteine
metabolism, such as MS1 (Sspon.02G0031860-3C) and SAM2
(Sspon.03G0015850-1A). Both concentrations of AQNOs; increased the levels of
ACO1-2 (Sspon.03G0042170-2D), suggesting a feedback mechanism in ethylene
perception. These results indicate that 0.5 yM AgNO3 enhances somatic embryo
formation in sugarcane (cv. SP-80-3280). However, higher concentrations have
deleterious effects, highlighting the need for further studies to elucidate whether the

effects of silver nitrate occur independently of ethylene signaling.

Keywords: Mass spectrometry; Somatic embryogenesis; Hormonal crosstalk;

Bottom-up proteomics.



1 INTRODUCAO

A cana-de-agucar (Saccharum spp.), pertencente a familia Poaceae, € uma
cultura de grande relevancia mundial devido ao seu amplo uso nas industrias de
alimentos e bioenergia (Figueroa-Rodriguez et al., 2019). Reconhecida por sua alta
eficiéncia na producdo de biomassa, a cana-de-acUcar permite a obtencdo de
diversos produtos de alto valor agregado, como acucar, etanol, acido aceético,
butanol e racdo animal (Malik et al.,, 2024). No entanto, seu genoma hibrido e
poliploide altamente complexo torna o melhoramento convencional um processo
desafiador e demorado, frequentemente exigindo anos para a obtencdo de
cultivares elite (Arruda, 2012).

Nesse contexto, a embriogénese somatica tem se destacado como uma
solucdo biotecnoldgica estratégica, possibilitando ndo apenas a micropropagacao
em larga escala de plantas geneticamente uniformes, mas também a regeneracao
de plantas em protocolos de transformacéo genética (Ellis, 1995; Heringer et al.,
2018). Além disso, essa técnica permite a producdo de sementes sintéticas,
oferecendo uma abordagem inovadora e eficiente para superar os desafios
associados a propagacdo convencional, contribuindo para o desenvolvimento
sustentavel da cultura (Gray et al., 1991).

Durante os protocolos de indugdo da embriogénese somatica, € comum o
uso do &cido 2,4-diclorofenoxiacético (2,4-D), um herbicida sintético com efeito
auxinico (Jiménez, 2005). Nesse cenério, 0 2,4-D atua de forma semelhante a uma

auxina natural, induzindo genes responsivos as auxinas, € mesmo em baixas



concentracfes pode estimular a biossintese de etileno (Fehér, 2015). Por outro
lado, o etileno induzido por doses mais elevadas de auxinas exégenas pode levar
a clivagem de xantofilas, promovendo a biossintese do &cido abscisico (ABA)
(Hansen e Grossmann, 2000). Vale destacar que a reducdo ou até mesmo a
retirada do 2,4-D sé&o etapas essenciais para a formagao e o desenvolvimento dos
embrides soméaticos, uma vez que concentracbes elevadas ou exposicdo
prolongada podem afetar negativamente esse processo, reduzindo os niveis de
PAs livres e a abundancia de proteinas como LEA, MBD e oleosinas, que sao
importantes para a embriogénese somatica. (Passamani et al., 2020).

Na embriogénese somatica da cana-de-acUcar, foi demonstrado que os
niveis residuais de 2,4-D afetam negativamente a formacao de embrides somaticos.
A inclusédo de uma etapa sem 2,4-D antes da maturacdo resulta em um aumento
significativo no nimero de embrides somaticos, acompanhado por uma elevacao
no conteudo de ABA (Reis et al., 2021). Aléem disso, essa abordagem reduziu os
niveis de ACC, um precursor direto da biossintese de etileno, sugerindo que a
remocao do 2,4-D pode influenciar diretamente a regulacdo dos niveis de etileno
(Reis et al., 2021).

Este estudo abriu caminho para novas investigactes sobre a regulacao do
etileno na formacdo de embrides somaticos em cana-de-acucar, especialmente
considerando que a melhoria da embriogénese somatica, mediada pela inibicao da
percepcao do etileno pelo nitrato de prata, ja foi observada em diversas espécies
(Roustan et al., 1990; Fuentes et al., 2000; Martin, 2004; Manokari et al., 2022). No
entanto, os mecanismos moleculares subjacentes a esse processo ainda sao pouco
compreendidos, destacando a necessidade de estudos para elucidar esses
processos.

Bai et al. (2013) demonstraram que a formacédo de embrides somaticos em
Arabidopsis requer a expressao localizada dos genes YUCCA e a regulacao
negativa da biossintese de etileno. Os autores mostraram que a aplicacdo de 1-
aminociclopropano-1-carboxilato (ACC), um precursor do etileno, ou o uso de
mutantes que superexpressao a via do etileno, ETHYLENE-OVERPRODUCTION1
(ETO1), interrompeu o desenvolvimento dos embribes somaticos. Ademais,
mutantes CONSTITUTIVE TRIPLE RESPONSE 1 (ctrl), que apresentam
sinalizacdo exacerbada de etileno, também inibem a indugdo dos embribes

somaticos (Bai et al., 2013).



Dessa forma, o presente estudo teve como objetivo investigar o papel do
etileno na diferenciacdo de embrides somaticos de cana-de-acuUcar, utilizando
cloreto de cobalto (CoCl,, um inibidor da biossintese de etileno) e nitrato de prata
(AgNO3, um inibidor da sinalizacao do etileno). No entanto, apenas os tratamentos
com nitrato de prata apresentaram diferencas significativas e foram submetidos a
analise prote6bmica, quantificacdo hormonal e determinacdo de poliaminas

enddgenas livres



2 OBJETIVOS

2.1. Objetivo geral

Avancar na compreensao dos efeitos do pré-tratamento de maturacdo com AgNOs
e CoCl,, durante a diferenciacdo de embrides somaticos de cana-de-agucar da
cultivar SP-8032-80

2.2. Objetivos especificos

a) Determinar o efeito de diferentes concentracbes de AgNOz e CoCl> no
nuamero de embrides somaticos e no incremento de matéria fresca e seca,

b) Identificar proteinas diferencialmente acumuladas associadas aos efeitos do
pré-tratamento de maturacdo com AgNOs durante a formacdo de embribes
somaticos e sua participacdo em processos bioldgicos e vias metabdlicas;

c) Quantificar os niveis de hormbénios vegetais associados efeitos do pré-
tratamento de maturacdo com AgNOs3 durante a formagdo de embrides
somaticos;

d) Determinar os niveis de poliaminas enddgenas livres influenciados pelos

efeitos do pré-tratamento de maturacdo com AgNOs3.



3 REVISAO BIBLIOGRAFICA

3.1. Cultura da cana-de-acucar

A cana-de-acucar é uma cultura comercial de grande relevancia mundial,
pertencente a familia das Poaceae (Welker et al., 2015), que possui importancia na
industria alimenticia e de bioenergia (Figueroa-Rodriguez et al., 2019). Sua origem
remonta-se a antiguidade no Sul e Sudeste Asiatico (Singh et al., 2015), e sua
domesticacao e cultivo inicial remetem a varias regides como india, China e Papua-
Nova Guiné (Grivet et al., 2004). Esta cultura ocupa uma posicédo de destaque na
economia brasileira, sendo de extrema importancia na producdo de acucar e
biocombustiveis (Lakshmanan et al., 2005). O Brasil, como lider mundial na
producéo desse cultivo (Cursi et al., 2022), é responsavel por mais de 40% da safra
mundial (Lin et al., 2024). No entanto, o 3° levantamento da safra 2024/25 estima
uma producao de 678,67 milhdes de toneladas, representando uma queda de 4,8%
em relacdo a safra anterior, devido as condi¢des climaticas adversas (Conab,
2024).

A cana-de-acucar tem sua produtividade desafiada por diversos fatores
biéticos como microrganismos e nematoides, e por fatores abidticos como
alcalinidade de solo, seca, salinidade do solo e estresse hidrico (Gupta et al., 2023).
Diante dessa problematica, os programas de melhoramento de cana-de-acucar
vém, ao longo dos anos, centrando esforcos na obtencéo de cultivares cada vez

mais aprimoradas, com alto teor de sacarose, resistentes a doencas e tolerantes



ao estresse (Singh et al., 2015). Contudo, a complexidade gendmica da espécie
Saccharum spp., resultante do cruzamento entre as espécies S. officinarum e S.
spontaneum, apresenta um desafio considerdvel para o seu melhoramento
genético.

A complexidade do genoma, com nimeros cromossdmicos distintos (2n = 80
e 2n = 40 a 128) nas espécies parentais, culmina em uma variacao significativa nos
hibridos resultantes, com genomas variando de 2n =100 a 130 (D’Hont et al., 1996).
Este cenario, caracterizado por poliploidia e aneuploidia, aliado a propagacéo
vegetativa convencional, impde desafios ao processo de melhoramento genético,
por meio do pareamento aleatério dos cromossomos durante o cruzamento e na
formacdo de recombinantes que interferem na distribuicdo de alelos favoraveis e
nao favoraveis (Arruda, 2012).

O melhoramento da cana-de-acucar € um processo longo que envolve a
selecdo de individuos superiores com alelos favoraveis na geracao F1, que pode
levar de 10 a 14 anos para a producéo de uma cultivar comercial (Snyman et al.,
2011). As cultivares modernas sdo oriundas de hibridos poliploides complexos,
obtidos por meio da hibridiza¢éo interespecifica entre as espécies S. officinarum e
S. spontaneum (Piperidis et al., 2010). O complexo genoma dos hibridos faz com
gue cada cruzamento realizado seja um evento Unico e aleatdrio, impondo um
severo desafio para o seu aprimoramento (Grivet e Arruda, 2002). Diante dessas
dificuldades, as técnicas de transformacgao genética emergem como uma estratégia
viavel para o melhoramento dessa cultura (Lakshmanan et al., 2005).

Um dos pré-requisitos essenciais para o0 processo de transformacéo
genética é o estabelecimento de protocolos eficientes que permitam a regeneracao
de plantas in vitro (Arruda, 2012). Sendo assim, a embriogénese somatica em cana-
de-acucar tem sido amplamente investigada (Lakshmanan, 2006), dada a sua
relevancia na regeneracao de plantas transformadas e na producdo de mudas em
larga escala (Snyman et al., 2006; Bello-Bello et al., 2018), o que tem contribuido
significativamente para os avancos no melhoramento genético e na biotecnologia
aplicada a cultura da cana-de-acucar.

Os primeiros estudos sobre transformacdo genética em cana-de-agUcar
surgiram na década de 1980, tendo como objetivo a obtencdo de mudas resistentes
a canamicina (Chen et al., 1987). Com os avancos nas técnicas de transformacao

genética e a otimizacdo dos protocolos de regeneragéo de plantas in vitro, tornou-



se possivel o desenvolvimento de diversas variedades geneticamente modificadas,
visando resisténcia a estresses biéticos (Arvinth et al., 2010; Zhu et al., 2011; Weng
et al.,, 2011) e abidticos (Wang et al., 2005; Zhang et al., 2006), aumento da
producdo de energia (Zale et al., 2016), modificacéo do teor de acucar (Groenewald
e Botha, 2008), entre outras melhorias agronémicas.

No Brasil, a primeira cana-de-acUcar transgénica foi aprovada para
comercializacdo em 2017 pela Comissdo Teécnica Nacional de Biossegurancga
(CTNBIio). A variedade CTC20BT, desenvolvida pelo Centro de Tecnologia
Canavieira (CTC), confere resisténcia a broca-da-cana (Diatraea saccharalis)
(CTNBio, 2019). Em 2018, a variedade CTC9001Bt foi aprovada para
comercializacdo, apresentando resisténcia a mesma praga que a CTC20Bt.
Embora ambas compartiihem o mesmo mecanismo de defesa contra a broca-da-
cana (Diatraea saccharalis), a CTC9001Bt apresenta melhor eficacia (Oliveira et
al., 2022).

3.2. Aspectos gerais da embriogénese somatica

A cultura de tecidos vegetais consiste na cultura asséptica de células,
tecidos, 6rgdos e seus componentes sob uma condicdo ambiental controlada in
vitro (Thorpe, 2007). A origem da ideia remonta aos estudos de Haberlandt em
1902, quando ele propds cultivar artificialmente células vegetais isoladas, o que o
levou a introduzir o conceito de totipoténcia (Krikorian e Berquam, 1969). O
emprego da cultura de tecidos vegetais permite ndo apenas a propagacao
comercial de plantas de interesse agronémico e espécies ameacadas de extin¢cao
(Sharma et al., 2010; Sharma et al., 2016), mas também possibilita diversos
estudos na area da bioguimica, biologia vegetal e biotecnologia agricola,
contribuindo para o entendimento do desenvolvimento vegetal (Thorpe, 2007).
Dentre as técnicas de cultura de tecidos vegetais, a embriogénese somatica
emerge como a mais estudada, porém ainda permanece como uma das menos
compreendidas (Fehér, 2015).

A embriogénese somatica é uma abordagem pela qual os embribes
somaticos sdo formados a partir de uma Unica célula ou conjunto de células
somaticas (Zimmerman, 1993). Esse processo baseia-se no principio da

totipoténcia celular, no qual é possivel regenerar uma planta completa a partir de



uma unica célula somética (Vasil e Vasil, 1972). A inducdo da embriogénese
somatica requer condi¢des especificas e diversos fatores influenciam na resposta
da competéncia embriogénica como a espécie, a origem do explante, o meio de
cultura, o tipo e concentracao dos reguladores de crescimento utilizados, as fontes
de nitrogénio e carbono (Nic-Can et al., 2015).

A embriogénese somatica pode ser dividida em duas etapas (Osorio-

Montalvo et al., 2018), sendo a etapa de inducéo necessaria para desdiferenciacéo,
totipoténcia e aquisicio da competéncia embriogénica e a etapa de
desenvolvimento para formacdo do embrido somatico, que € morfologicamente
diferente entre Liliopsida e Magnoliopsida (Osorio-Montalvo et al., 2018).
Os embribes somaticos produzidos durante a embriogénese somatica sao
geneticamente idénticos a planta matriz e durante sua formacéao podem seguir duas
rotas distintas: a direta, na qual os embrides formam-se a partir da superficie dos
explantes, e indireta, caracterizada pela formacao de calos antes da diferenciacéo
em embribes somaticos (Fehér et al., 2003; Fehér, 2015). A embriogénese
somatica indireta € uma via muito requerida, devido a formacdo de calos
embriogénicos que apresenta melhores resultados na utilizacdo de técnicas de
transformacéao genética como biobalistica e via Agrobacterium (Arruda, 2012). Além
disso, os embrides somaticos tém a capacidade de serem regenerados em plantas
completas para a producdo de mudas, tém potencial aplicacdo na producao de
sementes sintéticas e podem ser empregados em pesquisas sobre eventos
morfologicos, fisioldégicos, moleculares e bioquimicos (Quiroz-Figueroa et al.,
2006).

3.3. Embriogénese somatica em cana-de-acucar

A embriogénese somatica para a cultura da cana-de-acucar representa um
grande potencial para 0 aumento da producéo e reducdo de custos, superando a
propagacdo vegetativa convencional (Heringer et al., 2017). O primeiro trabalho
com regeneracao de calos de cana-de-acUcar surgiu no final da década de 60, em
gue explantes como &pices de brotacdes, folhas e inflorescéncias foram
acondicionados em meio de cultura contendo 2,4-D, no qual permitiu a formacao
de calos com competéncia para formacao de brotos e raizes in vitro (Heinz e Mee,

1969). Nesse sentido, diversos trabalhos ao longo dos anos buscaram estabelecer



protocolos de alta eficiéncia na regeneracdo de cana-de-agucar in vitro e
compreender os mecanismos moleculares por tras da regulacdo desse processo
(Lakshmanan, 2006).

Na busca por protocolos mais eficientes que levem a regeneracao de um
maior numero de embrides soméaticos de gendtipos de cana-de-acucar comercial,
estudos testando diferentes concentracdes de 2,4-D e adi¢cdo de varios tipos de
PGRs ao meio de cultivo mostraram que a aquisicdo da competéncia embriogénica
€ dependente do gendtipo em cana-de-acucar (Kaur e Kapoor, 2016; Jamil et al.,
2017). O 2,4-D é PGR mais utilizado para inducdo da embriogénese somatica em
cana-de-acUcar e sua retirada do meio de cultura para regeneracdo dos embrides
somaticos € essencial (Jiménez, 2005). Tendo em vista que, longos periodos de
subcultivos com 2,4-D afetam o metabolismo das poliaminas, por meio do aumento
das concentracdes de putrecina (Put) e espermidina (Spd). Além disso, alteram a
expressao de proteinas essenciais para a embriogénese somatica, incluindo a late
embryogenesis abundant protein (LEA), a heat shock protein Hsp90, oil body-
associated protein 1A e methyl-CpG-binding domain, ocasionando a diminui¢cdo na
competéncia embriogénica (Passamani et al., 2020).

Seguindo nesta linha de raciocinio, o trabalho de Reis et al., (2021) contribuiu
grandemente para otimizacédo do protocolo de embriogénese somatica em cana-
de-acucar, tendo em vista que a adicdo de uma etapa de pré-tratamento sem 2,4-
D aumentou significativamente o niumero de embribes somaticos por meio do
aumento do conteudo de ABA e diminuicdo dos niveis de ACC e 2,4-D residual.
Além disso, proteinas associadas ao acumulo de reservas de armazenamento,
como vicilina, lectina e globulinas, foram acumuladas no tratamento livre de 2,4-D
(Reis et al., 2021).

Na etapa de inducéo da embriogénese somatica ocorre a formacao de calos
embriogénicos que apresentam caracteristicas como células arredondadas,
ndcleos proeminentes, citosol pequeno, auséncia de grandes vacuolos e estruturas
globulares bem-organizadas (Silveira et al., 2013). Em contrapartida, ha formacao
de calos ndo embriogénicos que diferem morfologicamente dos calos
embriogénicos por possuirem células dispersas, alongadas e vacuoladas, néo
formando embrides somaticos (Silveira et al., 2013).

Estudos protebmicos mostraram que, em calos embriogénicos, em meio de

cultura com carvédo ativado 1,5 g. L' ocorreu a expresséo de proteinas Unicas
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relacionadas a atividade do metabolismo celular e defesa celular contra estresse
bidticos e abidticos, esse grupo inclui as proteinas como BURP domain-containing
protein, dehydrogenase-like protein, nitric oxide synthase (NOS) interacting
protein, callose synthase 1 catalytic subunit, UDP-sugar pyrophosphorylase-like, 3-
deoxy-d-arabino heptulosonate-7-phosphate synthase e cation transport protein
chac (Heringer et al., 2015). Enquanto, em calos ndo embriogénicos na mesma
condicdo ocorreu a expressao de proteinas Unicas com atividade de ligacdo a
lipidios e cromatina, que podem interagir com outras proteinas para bloquear sinais
externos e impedindo respostas a estimulos, nesse grupo estdo as pleckstrin
homology domain-containing protein 1, e a MYB-like DNA-binding domain
containing protein (Heringer et al., 2015). Além disso, dados fosfoproteémicos
demonstraram a regulacao de fosfoproteinas relacionadas a inducéo do ABA e de
respostas ao estresse biotico em calos embriogénicos (Almeida et al., 2020).
Enquanto em calos ndo embriogénicos foi observado a regulacéo de fosfoproteinas
relacionadas a regulacdo negativa do ABA, sugerindo a participacdo de
fosfoproteinas de resposta ao ABA na competéncia embriogénica (Almeida et al.,
2020).

A fim de compreender a regulacdo da embriogénese somatica em cana-de-
acucar abordagens protedmicas e fosfoprotedmicas tém sido utilizadas para
identificar proteinas e fosfoproteinas relacionadas a esse processo (Xavier et al.,
2022). Analises protedmicas ja foram empregadas na embriogénese somatica da
cana-de-acuUcar, revelando uma associacdo entre um maior numero de proteinas
de bombas H+ e a aquisicdo da competéncia embriogénica (Passamani et al.,
2018). Aléem disso, por meio de analise protebmica, observou-se uma maior
abundancia de proteinas relacionadas a metilacdo do DNA, com possivel papel na
diferenciacdo e desdiferenciacdo de calos embriogénicos de cana-de-acucar
submetidos a tratamentos com diferentes comprimentos de luz WmBARfR
(Heringer et al., 2017). Outro trabalho destacou o papel da poliamina putrescina na
aquisicdo da embriogénese somatica em cana-de-acucar, promovendo a
acumulacdo de proteinas como arabinogalactanas, peroxidases, proteinas de
choque térmico, glutationa S-transferases e proteinas 14-3-3, as quais estao

relacionadas a embriogénese somatica (Reis et al., 2016).
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3.4. Regulacédo da embriogénese somética

Um dos principais fatores que influenciam no processo da embriogénese
somatica sdo os reguladores de crescimento vegetal (PGRs), que incluem
substancias sintéticas ou horménios vegetais (Gaspar et al.,1996). Dentre esses,
0s principais envolvidos nas respostas da embriogénese somética incluem as
auxinas, citocininas, giberelinas, acido abscisico (ABA) e etileno (Jiménez, 2005).
O 2,4-D, um herbicida sintético, com efeito, auxinico, € o regulador de crescimento
vegetal (PGR) mais comumente utilizado para a indugdo da embriogénese
somatica em plantas (Fehér et al.,2003). Durante esse processo, 0 2,4-D
desencadeia respostas ao estresse, reprogramacdo da expressdo genética,
traducdo de proteinas, alteracbes nos niveis hormonais, regulacéo epigenética e
modificacdes pos-traducionais, promovendo a transicdo celular para um estado
embrionario (Fehér, 2019). No entanto, sua retirada na etapa de desenvolvimento
€ necessaria para formac¢ao dos embrides somaticos (Jiménez, 2005).

Com a retirada do 2,4-D, ha um aumento na sintese de auxinas endogenas
na regiao periférica do calo, impulsionado pela expressao dos genes YUCCA (YUC)
(Bai et al., 2013). Em seguida, ocorre a producdo da proteina PINFORMED1
(PIN1), responsavel por direcionar o efluxo de auxina para os aglomerados de
células periféricas (Su et al., 2009). Por outro lado, nas regides com menores niveis
de auxinas enddgenas, ha a inducédo da expressdo do gene WUSCHEL (WUS),
promovendo a formacédo do meristema radicular (Su et al., 2009).

Além das auxinas, as citocininas sédo reguladores importantes em sistemas
embriogénicos, elas atuam em processos como divisdo celular, regeneracao,
inducdo de brotos e juntamente com as auxinas determinam o destino celular na
embriogénese somatica (Asghar et al., 2023).

O ABA é um hormbnio que pode ser induzido por tratamentos com auxina,
por meio da regulacdo da enzima 9-cis-epoxicarotendide dioxigenases e seu
percursor xantoxal (Hansen e Grossmann, 2000). Sua importancia na
embriogénese somatica foi demonstrado por meio do uso da fluridona, um forte
inibidor da biossintese do ABA, em que a formacdo dos embrides somaticos
juntamente com a biossintese local e o transporte de auxina foram inibidos (Su et
al., 2013).
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As giberelinas sdo conhecidas por serem antagonicas ao ABA, promovendo
a germinacdo (Shu et al.,, 2018), além disso, alguns trabalhos mostram sua
eficiéncia na embriogénese somética (Rudus et al., 2002; Shu et al., 2018).

O etileno é um hormdnio gasoso que durante a embriogénese soméatica pode
ser induzido por tratamento auxinicos, por meio da regulacdo da enzima sintase de
1-aminociclopropano-1-carboxilico (ACCS) (Santner et al., 2009), e pode até
mesmo desencadear a biossintese do ABA (Hansen e Grossmann, 2000).

Dentre os muitos genes regulados durante a embriogénese somatica, a
familia de genes SOMATIC EMBRYOGENESIS RECEPTOR-LIKE KINASE
(SERK) desempenha um papel crucial em processos que incluem
diferenciacao/transdiferenciacdo e totipoténcia celular (Pilarska et al., 2016).
Estudos anteriores destacam um aumento na expressao dessa familia de genes
em células embriogénicas de Arabidopsis thaliana (Hecht et al., 2001). Além disso,
pesquisas adicionais demonstraram que essa familia de genes apresenta
expressdo diferencial especifica em resposta a diferentes reguladores de
crescimento (Singh e Sinha, 2017).

Outras familias importantes de genes envolvidas na embriogénese somatica
incluem as familias LEAFY COTYLEDON (LEC), WUS e BABYBOOM (BBM).
Esses genes desempenham papéis fundamentais em processos como fotossintese
(Pelletier et al., 2017), estabelecimento do meristema apical do caule (Ikeda et al.,
2009) e regulacdo da totipoténcia (lrikova et al., 2012). Além disso, genes
identificados como marcadores de identidade embriogénica, como BBM e LEC,
foram detectados em embrides somaticos de cana-de-aglcar, com o gene BBM
apresentando alto nivel de expressao nas fases iniciais da embriogénese somatica
e 0 gene LEC demonstrando altos niveis de expressao ao longo de toda a fase
(Maulidiya et al., 2020).

3.5. Vias de biossintese e sinalizacao de etileno

O etileno é um horménio vegetal gasoso que é sintetizado e liberado pelos
tecidos vegetais das plantas, sendo formado por uma molécula simples (Cz2Ha) e de
baixo peso molecular (Arshad e Frankenberger, 2002; Neves et al., 2021). Este
hormdnio influencia desde a promocao do crescimento vegetal até a senescéncia

da planta a depender da concentragao (Igbal et al., 2017).
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A biossintese do etileno se da por meio da conversdo da metionina em
etileno, sendo intermediada por trés reagbes enzimaticas subsequentes, na
primeira reagdo, a metionina é convertida em S-adenosilmetionina (SAM) pela
enzima SAM-sintetase (SAMS), na segunda reacdo o SAM € convertido em ACC
pela enzima ACC-sintetase (ACS) e, por fim, a enzima ACC-oxidase degrada o
ACC liberando o etileno (Figura 1) (Wang et al., 2002).

Na ultima reacao enzimética conduzida pela ACC oxidase € gerado, além do
etileno, o CO; e cianeto, em seguida o cianeto sofre uma reac¢do quimica catalisada
pela enzima B-cianoalanina sintase para formar o 3-cianoalanina a fim de controlar
a toxicidade causada por este composto (Wang et al., 2002). O SAM é o principal
doador de metil nas plantas sendo responsavel pelas reacdes de metilacdo que
causam modificacdes em lipidios, proteinas e acidos nucléicos, além disso, € usado
como substrato para diversas vias bioguimicas, incluindo as vias de biossintese de
poliaminas e etileno (Ravanel et al., 1998). A enzima ACS além de produzir ACC,
ela também converte o SAM em 5-metiltioadenosina (MTA) que posteriormente
pode ser convertida em metionina permitindo que ocorra a sintese continua de
etileno sem a necessidade de acumulo de metionina, este processo é chamado de
ciclo de Ciclo de Yang (Figura 1) (Bleecker e Kende, 2000).
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Figura 1: Visdo geral esquematica da biossintese de etileno e da via de sinalizacao
candnica. Adaptado de Neves et al. 2021.

Apds a biossintese do etileno sdo desencadeadas inUmeras vias de
sinalizac&o que provocardo uma resposta biolégica especifica nos tecidos vegetais

(Johnson e Ecker, 1998). Em Arabidopsis thaliana foram identificadas cinco
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iIsoformas de receptores de etileno, sendo elas ETHYLENE RESISTANT1 (ETR1),
ETR2, ETHYLENE INSENSITIVE4 (EIN4), ETHYLENE RESPONSE SENSOR1
(ERS1) e (ERS2) (Neves et al., 2021). No entanto, o ETR1 foi o primeiro receptor
identificado e clonado em Arabidopsis thaliana (Bleecker et al., 1988; Chang et al.,
1993). Essas isoformas apresentam poucas diferencas estruturais entre si, sendo
gue todas possuem, em sua porcdo N-terminal, trés a-hélices transmembranares
contendo um ion cobre Cu*, que formara o sitio de ligacdo do etileno (Lacey e
Binder, 2014). A localizacdo desses receptores de etileno em espécies como
Arabidopsis, meldo e tabaco, se concentra em sua maioria no reticulo
endoplasmatico, no entanto, é possivel que estes estejam localizados em outras
membranas celulares (Chen et al., 2002; Grefen et al., 2008).

Para que ocorra a ligacéo do etileno nos receptores, localizados no RE, é
necessario a presenca de um ion metalico Cu*, que atua como cofator permitindo
uma ligacdo especifica e de alta afinidade do etileno aos seus receptores
(Rodriguez et al., 1999). O principal componente da sinalizac&o do etileno € o CTR1
gue interage diretamente com os receptores na membrana (Shakeel et al., 2015).
A via de sinalizacéo do etileno em plantas tem inicio com a modificagdo quimica da
proteina CTR1, que funciona como uma quinase no reticulo endoplasmatico,
adicionando grupos fosfato ao EIN2 (Neves et al., 2021). Estudos proteémicos das
respostas ao etileno em Arabidopsis revelaram que na auséncia deste hormonio, a
porcdo C-terminal do EIN2 é alvo de fosforilagcdo em varios residuos de Serina e
Treonina, enquanto essa modificacdo ndo ocorre na presenca do etileno (Qiao et
al., 2012).

Na presenca do etileno, a fosforilacdo do EIN2 € inibida, levando a clivagem
proteolitica de sua porcdo C-terminal, o que permite sua liberacdo do reticulo
endoplasmatico e sua translocacéo para o nucleo (Neves et al., 2021). No ndcleo,
o EIN2 clivado ativa uma série de eventos moleculares, como ativacédo de fatores
de transcricdo EIN3 e o seu homodlogo EIL1, que resultam em expressao génica
diferencial e em resposta ao etileno, desempenhando um papel essencial no
crescimento, desenvolvimento e adaptacéo das plantas ao ambiente (Ju e Chang,
2015; Binder, 2020).
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3.6. Modulacgéo do etileno e o efeito na embriogénese somatica

Diversos estudos tém realizado a modulagdo do etileno por meio de
inibidores de biossintese ou sinalizacdo, bem como fontes exdgenas de etileno,
com objetivo de compreender o seu papel nos inimeros processos fisiol6gicos
(Igbal et al., 2013; Schaller e Binder, 2017). O cloreto de cobalto (CoClz) € um
inibidor da biossintese do etileno e sua acéo se da por meio da inibicdo da enzima
ACO (Yu e Yang, 1979). Essa enzima pertence a superfamilia de dioxigenases
dependentes de 2-oxoglutarato e requer ferro como cofator para catalisar a
conversdo de ACC em etileno (Kawai et al., 2014). Entretanto, os ions de cobalto
competem com o ferro pelo sitio ativo da enzima, resultando na reducdo ou até
mesmo na supressao da sintese de etileno (Dilley et al., 1993). Além do CoCl>
existem outros inibidores que atuam inibindo a biossintese de etileno como, o
aminoetoxivinilglicina (AVG) e o acido aminooxiacético (AOA) (Amrhein e Wenker,
1979).

O nitrato de prata (AgNOs) & um inibidor da agéo do etileno e tem como alvo
os receptores de etileno (Schaller e Binder, 2017). Os receptores de etileno e suas
isoformas possuem um dominio altamente conservado que precisa de um cofator
Cu* para recepcao do etileno, dessa forma o AgNO3z consegue inibir a acdo do
etileno por meio da substituicdo do Cu* pela Ag*™ blogueando a sinalizacdo do
etileno (Binder et al., 2007; Lacey e Binder, 2014). Além do AgNO3z é muito comum
0 uso de tiossulfato de prata (STS) para inibir acao do etileno (Neves et al., 2021).

Além do uso de inibidores de etileno € muito comum o uso de outros agentes
gue aumentem a sintese e acdo do etileno como o ACC sintético e o ethephon
(ETH). O precursor ACC tem sido uma estratégia muito utilizada no cultivo in vitro,
pois aumenta a biossintese do etileno pela acdo da enzima ACO, que
consequentemente, aumentara a producédo de etileno (Lirssen et al.,, 1979). O
acido 2-cloroetilfosféonico conhecido como ethephon pode causar respostas
semelhantes a de tratamentos com etileno exdégeno, por esse motivo € muito
utilizado para aumento dos niveis de etileno (Yang, 1969). O local de atuacao de

cada modulador esta representado na Figura 2
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Figura 2. Diagrama esquematico de alguns dos principais moduladores do etileno
e seus pontos de acdo. Adaptado de Neves et al. 2021.

O efeito da inibicdo da biossintese do etileno na embriogénese somatica foi
demonstrado no trabalho de Roustan et al. (1989), onde os tratamentos com
suspensdes celulares de cenoura tratados com cloreto de cobalto apresentaram
um aumento significativo na quantidade de embrides somaticos. Além disso,
medicdes de etileno confirmaram que o niumero de embrides aumentou devido a
diminuicdo da producao de etileno, j& quando tratados com ETH (69,2 e 692 uM)

foi verificado a diminui¢do no numero de embrides sométicos (Roustan et al., 1989).
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O estudo de Nautiyal et al. (2023) examinou o papel do cloreto de cobalto,
um inibidor da biossintese do etileno, e do nitrato de prata, um inibidor da acéo do
etileno na embriogénese somatica de Azadirachta indica A. Juss (Neem),
observando que concentracdes crescentes tanto de CoCl. quanto de AgNOs
resultaram em uma reducdo significativa na regeneracdo de embrides somaticos.
Por outro lado, o CoCl; foi mais eficiente na inibicdo da embriogénese somatica
sugerindo seu papel na inibicdo da producdo enddgena de etileno, uma vez que
afeta negativamente a capacidade de regeneracao dos tecidos (Nautiyal et al.,
2023).

Fuentes et al. (2000) trabalhando com cinco genotipos de Coffea canephora
(café robusta) submetidos a tratamentos com nitrato de prata, observaram que nas
concentracbes de 30 e 60 uM ocorrem altas taxas de formacOes de embrides
somaticos, mas quando submetidos a elevadas concentracdes de nitrato de prata
(150 e 300 pM) houve reducgéo na formacéo de embrides somaticos. Essa queda
na formacéo de embrides somaticos pode estar relacionada a toxicidade do nitrato
de prata e ndo ao efeito inibitorio na percepcao do etileno (Fuentes et al., 2000)

Estudo realizado com explantes foliares de (Solanum betaceum) tamarilho
mostrou que o uso de nitrato de prata ou AVG promove a formacgéo de calos nao-
embriogénicos, e o uso do ETH promove a formacdo de calos embriogénicos
durante a etapa de inducao (Neves, 2018). Apos a transferéncia dos calos para um
meio de cultura livre de auxina e enriquecido com nitrato de prata ou AVG foi
observado um aumento na formacao de embrides somaticos, em contrapartida, na
presenca do ETH ocorreu o bloqueio do desenvolvimento (Neves, 2018).

No entanto, o trabalho de Mantiri et al. (2008) mostrou que a promocéo do
etileno pode ser favoravel para a embriogénese somatica na espécie de Medicago
truncatula, em que o uso de 10 puM de ACC e 100 puM de metilglioxal bis
(guanilhidrazona) (MGBG) apresentaram melhores taxas na inducéo de embrifes
somaticos. Esses tratamentos também influenciaram no aumento da expressao de

genes relacionados a sintese de ACS e ACO (Mantiri et al., 2008).
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4. MATERIAL E METODOS

4.1. Material vegetal

Segmentos nodais contendo gemas de cana-de-acucar (Saccharum spp.)
variedade SP-8032-80 foram coletados, individualizados e colocados em bandejas
plasticas contendo substrato Plantmax® (DDL Agroinduastria, Paulinia, SP, Brasil).
Em seguida, foram mantidos em casa de vegetacéo por aproximadamente 60 dias

para a brotacdo, até que as plantas atingissem cerca de 45 cm de altura.

4.2. Inducédo e obtencéo de calos embriogénicos

O processo de inducéo e obtencdo de calos embriogénicos foi baseado na
metodologia descrita por Passamani et al. (2018). Plantas com aproximadamente
45 cm de altura foram coletadas e desinfestadas em camera de fluxo laminar. A
etapa de desinfestacdo consistiu na remocéo das folhas maduras e no selamento
das extremidades dos rolos foliares com parafina, seguido da imersdo do material
em solucdo contendo alcool etilico 70% (Sigma-Aldrich, St. Louis, EUA) por 1
minuto. Em seguida, o material foi imerso em solucdo de hipoclorito de sédio
comercial a 50% (Qboa®, Anhembi S/A, Sao Paulo, Brasil), contendo de 2 a 2,5%
de hipoclorito de sddio, por 30 minutos. A etapa foi finalizada com trés lavagens

consecutivas em agua tipo 2, desionizada e autoclavada.
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A partir do cilindro central asséptico, foram realizadas cortes transversais de
aproximadamente 2 a 3 mm, e os discos resultantes foram inoculados em tubos de
ensaio (150 x 25 mm) contendo 10 mL de meio de cultura MS (Murashige e Skoog,
1962) (Phytotechnology Lab, Overland Park, EUA), suplementado com 20 g L™ de
sacarose, 2 g L™ de Phytagel® (Sigma-Aldrich) e 10 yM de 2,4-D (Sigma-Aldrich).
O pH do meio de cultura foi ajustado para 5,8 e autoclavado a 121°C por 15
minutos. Os tubos contendo os explantes foram mantidos no escuro a 25 + 1°C por
45 dias. ApOs esse periodo, os calos embriogénicos e ndo embriogénicos foram
selecionados com base em suas caracteristicas morfologicas, conforme
estabelecido por Silveira et al. (2013) Os calos ndo embriogénicos foram
descartados, enquanto os calos embriogénicos foram transferidos para placas de
Petri (90 x 15 mm) contendo 20 mL do mesmo meio de inducdo e submetidos a
trés ciclos de subcultura de 21 dias no escuro a 25 + 1°C, visando a multiplicacao

do material vegetal.

4.3. Pré-tratamento de maturacdo com inibidores de etileno em calos

embriogénicos

Apos a terceira subcultura, os calos foram transferidos para o pré-tratamento
de maturacao, em meio de cultura MS isento de reguladores de crescimento vegetal
(PGRs), suplementado com 20 g L™ de sacarose e 2 g L™ de Phytagel. O pH do
meio de cultura foi ajustado para 5,8 antes da autoclavagem a 121°C por 15 minutos
(Reis et al., 2021). Nitrato de prata (AgNOs; Merck, Darmstadt, Alemanha) ou
cloreto de cobalto (CoCl,; Sigma-Aldrich, St. Louis, MO, EUA) foram adicionados
aos demais meios de cultura nas concentracdes de 0,5 e 5 yM em camera de fluxo
laminar. O meio de cultura sem inibidores de etileno foi considerado o controle. O
experimento foi conduzido em delineamento inteiramente casualizado (DIC),
contendo cinco tratamentos com seis repeti¢cdes, sendo cada repeticdo composta
por uma placa de Petri contendo quatro calos embriogénicos, cada um com 250 mg

de matéria fresca (MF). As placas foram mantidas no escuro a 25+1°C por 21 dias.
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4.4. Maturacgéo de calos embriogénicos

ApoOs 21 dias de pré-tratamento de maturacdo com AgNO3z, CoCl, e condigdo
sem inibidores (controle), os calos embriogénicos foram transferidos para o meio
de cultura de maturagéao, isento de PGRs e inibidores de etileno, composto por meio
de cultura MS suplementado com 30 g L™ de sacarose e 2 g L™ de Phytagel. As
placas foram mantidas no escuro por sete dias e, em seguida, transferidas para
uma sala de crescimento com fotoperiodo de 16 horas de luz (GreenPower TLED
20-W WmB; Koninklijke Philips Electronics NV, Amsterdam, Holanda), intensidade
luminosa de 55 pmol m™2 s™ e temperatura de 25+1°C, até completar 42 dias de
cultivo. Seis placas por tratamento foram utilizadas para analises morfologicas aos
0, 28 e 42 dias de maturacdo. Ao final dos 42 dias, foi realizada a contagem do
namero de embrides somaticos formados e mensurada a matéria fresca (MF) e
matéria seca (MS). A avaliacado da matéria fresca foi realizada em um experimento
com cinco repeti¢cdes por tratamento, sendo cada repeticdo composta por quatro
calos de 250 mg, totalizando 1000 mg por repeticdo. Para determinacao da matéria
seca, foram padronizados 300 mg por repeticdo de cada tratamento, e os calos
foram secos em estufa a 60°C por 48 horas. O percentual de matéria seca foi
calculado com base na diferenca entre a massa inicial (antes da secagem) e a
massa final (ap0s a secagem). Os dados foram submetidos a analise de variancia
(ANOVA) (P<0,05) e ao teste de médias SNK a 5% de probabilidade, realizados no
software R verséo 4.4.1 (R CORE TEAM, 2024) e no pacote Agricolae (Mendiburu,
2019).

Com base nos dados obtidos, foram realizadas analises protedmicas,
guantificacdo de horménios (ACC, IAA e ABA) e quantificacdo de poliaminas

enddgenas nos tratamentos controle, 0,5 yM AgNO; e 5 uM AgNOs.

4.5. Andlise protedmica

4.5.1 Extracao e digestao de proteinas

A analise protedmica foi realizada nos tratamentos controle, 0,5 yM AgNO;

e 5 uM AgNO; ao final da fase de pré-tratamento de maturacdo. Trés réplicas
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biolégicas (300 mg de matéria fresca) de calos embriogénicos de cada tratamento
foram utilizadas. As amostras foram maceradas em nitrogénio liquido e transferidas
para microtubos de 1,5 mL para extracdo e digestdo de proteinas. As amostras
foram extraidas adicionando 1 mL de tamp&do composto por 7M de Ureia (GE
Healthcare, Freiburg, Alemanha), 2M de Tioureia (GE Healthcare), 2% de Triton X-
100 (GE Healthcare), 1% de Ditiotreitol (DTT, GE Healthcare), 1 mM de Fluoreto de
Fenilmetanosulfonila (PMSF, Sigma-Aldrich). A quantificacdo de proteinas foi
realizada utilizando o método de Bradford (Bradford, 1976) (Bio-Rad Laboratories,
Hercules, CA, EUA).

Todas as amostras foram analisadas comparativamente utilizando a
estratégia de protedmica shotgun label-free. As amostras foram precipitadas pelo
meétodo metanol/cloroférmio para remover interferentes (Nanjo et al., 2012). Apos a
precipitacdo das proteinas, as amostras foram ressuspensas em uma solucéo de
7M de ureia/2M de tioureia. As proteinas foram digeridas com tripsina (V5111;
Promega, Madison, WI, EUA; proporc¢éao final 1:100 enzima:proteina) utilizando a
preparacado de amostras assistida por filtro (FASP) (Millipore, Billerica, MA, EUA)
(Burrieza et al., 2019). Os peptideos foram secados a vacuo e solubilizados em 50
ML de uma solucdo contendo 5% (v/v) de acetonitrila (Thermo Fisher Scientific,
Waltham, MA, EUA) e 0,1% (v/v) de acido férmico (Sigma-Aldrich) em agua de grau
para espectrometria de massas (MS) (Sigma-Aldrich). A concentracéo de peptideos
foi estimada medindo-se a absorbancia a 205 nm utilizando um espectrofotdmetro
NanoDrop 2000c (Thermo Fisher Scientific, Waltham, EUA).

4.5.2 Analise de espectrometria de massa

Na analise por espectrometria de massas foi utilizado um sistema de
cromatografia liquida de ultra eficiéncia, nanoAcquity UPLC M-class (Waters,
Manchester, Reino Unido), acoplado a um espectrémetro de massas Synapt G2 Si
(Waters, Manchester, Reino Unido), equipado com uma fonte de ionizacdo por
electrospray (ESI)-MS/MS. Foram carregados 2 ug de peptideos em uma coluna
de pré-concentracdo C18 (100 A, 5 um, 180 pm x 20 mm, 2D; Waters) a um fluxo
de 5 yL min'! por 3 minutos, seguida pela transferéncia para uma coluna analitica
em fase reversa HSS T3 (100 A, 1.8 um, 75 pm x 150 mm; Waters) a um fluxo de

400 nL min! e mantida aquecida a 45°C. Na separacéo dos peptideos foi utilizado
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um gradiente binério, com a fase mével A composta por 4gua MS, com 0,1% de
acido férmico, e fase movel B composta por acetonitrila contendo 0,1% de acido
férmico. O gradiente comecou com 5% da fase B, aumentando para 40% até 92
minutos, e de 40% para 99% até 96 minutos, permanecendo em 99% até o minuto
100. Posteriormente, a fase B foi reduzida novamente para 5% até o minuto 102 e
mantida nessa propor¢ao até o final da corrida, aos 118 minutos.

O espectrometro de massas foi operado em modo positivo de alta resolucao
(modo V) e aquisi¢do de dados independente (DIA) com uma resolucéo de 35.000
FWHM em mobilidade i6bnica (HDMSE). No modo de alta energia, a energia de
colisdo foi ajustada de 25 a 55 V. A voltagem do cone foi ajustada para 40 V,
enquanto a voltagem da capilar foi mantida a 2800 V. A pressao do gas de
nanofluxo foi de 0,5 bar, o fluxo de gas de purga foi ajustado para 150 L h* e a
temperatura da fonte foi mantida a 100°C. Nos parametros do analisador tempo-
de-voo (TOF), o tempo de varredura foi ajustado para 0,5s em modo continuo,
cobrindo uma faixa de massa de 50 a 2000 Da. O padréao de calibragdo externa
utilizado foi o [Glul]-fibrinopeptideo B humano (Waters) a 100 fmol pL?, e a
aquisicdo da massa de bloqueio foi realizada a cada 30 segundos. Espectros de

massas foram adquiridos e analisados utilizando o software MassLynx 4.1 (Waters).

4.5.3 Analise de dados protedmicos

Os dados espectrais de protedmica MS/MS foram processados e a base de
dados foi pesquisada utilizando o software ProteinLynx Global SERVER (PLGS)
v.3.02 (Waters) contra o banco de proteinas de S. spontaneum AP85-441 (Zhang
et al.,, 2018) (versdo do banco de dados: disponivel em: Ensembl plants -
v20190103). As configuracBes para o processamento dos dados brutos incluiam
um limiar de energia baixa de 150 (contagens), limiar de energia alta de 50 e
intensidade minima de 750. Além disso, a andlise foi realizada com os seguintes
parametros: até 2 clivagens perdidas, pelo menos 3 ions fragmentados por
peptideo, no minimo 7 ions fragmentados por proteina, pelo menos 2 peptideos por
proteina, modificacGes fixas de carbamidometilacdo e modificacfes variaveis de
oxidacdo e fosforilacdo. A taxa de falso positivo (FDR) para a identificacdo de
peptideos e proteinas foi definida com um maximo de 1%, com um comprimento

minimo de 6 amino&cidos para os peptideos. As quantificacdes label-free foram
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realizadas usando a abordagem de quantificagdo TOP3, seguida por normalizagéo
multidimensional implementada no software 1ISOQuant v.1.7 (Distler et al., 2014).
Os critérios para identificar proteinas foram: FDR de 1%, pontuacédo do peptideo
maior que 6, comprimento minimo do peptideo de 6 aminoacidos e pelo menos 2
peptideos por proteina.

Para garantir a precisdo dos resultados, apenas proteinas detectadas em
todos os trés replicados biolégicos ou ausentes (no caso de proteinas Unicas) foram
incluidas na analise de acumulacédo diferencial. Proteinas com um teste t de
Student significativo (bilateral; variancias iguais; p < 0.05) foram classificadas como
up-regulada se o log2 de razéo entre tratamentos (fold change, FC) fosse maior que
0,6, ou down-regulada se o Log> FC fosse menor que -0,6. A anotacao funcional foi
realizada  automaticamente usando o  software = OmicsBox V3.0
(https://www.biobam.com), complementada por anotacdo manual no UniProtKB
(https://www.uniprot.org). Ortologos de Arabidopsis de proteinas diferencialmente
acumuladas (DAPs) foram utilizados para analise de enriquecimento (p-valor <
0,05) de processos biologicos, funcbes moleculares e vias KEGG (Kyoto
Encyclopedia of Genes and Genomes) na ferramenta Metascape (Zhou et al.,
2019). Eles também foram usados para prever redes de interacdo via STRING
v12.0 (Szklarczyk et al., 2021), além de identificar quinases, fatores de transcricao
e reguladores transcricionais utilizando o software iTAK (http://itak.feilab.net/cgi-
bin/itak/index.cgi) (Zheng et al., 2016). Para desenvolver a rede de interacdo
proteina-proteina, priorizou-se as proteinas que se acumularam ou tiveram sua
abundancia reduzida no tratamento com 0,5 pM de AgNO;, aquelas que se
acumularam ou tiveram sua abundancia reduzida no tratamento com 5 pM de
AgNO; e aquelas que se acumularam em ambos os tratamentos, enriquecendo vias
associadas a embriogénese somatica. O pacote Mfuzz foi utilizado para analise de
agrupamento dos DAPs (p < 0,05 e Log2 FC > 0,6 ou <-0,6) em pelo menos uma
comparacao entre as diferentes concentracdes dos tratamentos com nitrato de
prata (Kumar e Futschik, 2007).

4.6. Quantificacdo de horménios vegetais

Para a quantificacdo de hormoénios vegetais, trés repeticdes biologicas (250

mg de massa fresca por amostra) de calos embriogénicos ao final do pré-


https://www.biobam.com/
https://www.uniprot.org/
http://itak.feilab.net/cgi-bin/itak/index.cgi
http://itak.feilab.net/cgi-bin/itak/index.cgi

25

tratamento de maturacéo foram coletadas para os tratamentos controle, 0,5 uM e 5
MM de AgNO;. A extracdo hormonal foi realizada seguindo o protocolo de Silveira
et al. (2004), com modificagdes. As amostras foram maceradas em nitrogénio
liguido e homogeneizadas em 1,5 mL de tampéo de extragdo contendo 80% de
etanol (Merck) e 1% de polivinilpirrolidona (PVP, Sigma-Aldrich) em microtubos de
2 mL. Os extratos foram sonicados por 10 minutos e vortexados por 10 minutos a
4°C, seguidos de centrifugacdo a 16.000 x g por 10 minutos a 4°C. Os
sobrenadantes foram coletados e secos a vacuo a 45°C até aproximadamente 20%
do volume inicial (300 uL). Os extratos secos foram ajustados para um volume de
500 uL com agua Milli-Q, e o pH foi ajustado para 3,0 utilizando acido acético a
30% (v/v) (Sigma-Aldrich). Para o fracionamento dos horménios vegetais, 1 mL de
éter etilico (Sigma-Aldrich) foi adicionado a cada amostra e vortexado para separar
as fases organica e inorganica. Os tubos foram congelados em nitrogénio liquido
por 10 segundos, e a camada organica (ndo congelada) foi entdo transferida para
um novo microtubo de 1,5 mL e completamente evaporada sob vacuo a 45°C. As
amostras secas foram ressuspendidas em 200 pL de uma solucdo 90:10 de
agua:metanol (grau MS; Tedia, Fairfield, USA), filtradas atraveés de filtros de seringa
PVDF de 0,2 uym (13 mm; Kinesis Ltd., Cambridgeshire, UK) e transferidas para
vials para analise por espectrometria de massa.

A cromatografia liquida e a espectrometria de massas (LC-MS/MS) foram
realizadas utilizando um sistema Acquity UPLC I-Class FTN (Waters, Manchester,
UK) conectado a um espectrometro de massa triplo quadrupolo, equipado com uma
fonte de ionizacgéo por eletrospray (ESI) dual ortogonal de alto desempenho Z-spray
(Waters). Os metabdlitos foram separados injetando 10 yL da solugéo recuperada
da extracdo em uma coluna BEH C18 (1,7 um, 2,1 x 50 mm) mantida a 40°C, com
uma taxa de fluxo de 300 pL min™. O gradiente binario utilizou agua grau LC-MS
com 0,01% de &cido férmico e metanol grau LC-MS com 0,01% de acido formico
como eluentes. A eluicdo por gradiente iniciou com 10% de metanol por dois
minutos, aumentando linearmente de 10% para 90% aos seis minutos, e depois
para 100% aos sete minutos. O gradiente foi reduzido novamente para 10% durante
50 segundos e mantido em 10% até o experimento ser concluido aos nove minutos.
Para a aquisicdo por espectrometria de massa, foi utilizado um nebulizador
pressurizado com gas nitrogénio a 7 bar, um fluxo de dessolvatacéo de 1000 L h™

e uma taxa de fluxo de cone de 150 L h™. A temperatura de dessolvatacéo foi
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ajustada para 650°C, a temperatura da fonte foi 150°C e a voltagem do capilar foi
3 kV. No espectrémetro de massa em tandem (MS/MS), utilizou-se gas argbnio
como géas de colisdo com uma pressao de 0,8 kgf cm? na célula de colisdo. A
aquisicdo foi programada para operar no modo de monitoramento de reagdes
multiplas (MRM), com voltagem do cone, energia de colisdo e massas de precursor
e fragmento especificas para cada horménio estudado. Os espectros de massa
foram adquiridos utilizando o software MassLynx v4.2 (Waters), com espectros
metabolémicos suavizados por médias de dois pontos. As areas dos picos de acido
abscisico (ABA), acido l-aminociclopropano-1-carboxilico (ACC) e &cido indol-3-
acético (IAA) foram estimadas a partir de uma curva padrao em concentracdes de
0 a 200 pg, utilizando o software TargetLynx XS (Waters). As médias das trés
repeticdes bioldgicas por tratamento foram analisadas estatisticamente pelo teste
SNK, determinando diferencas significativas entre as médias ao nivel de 5% de

probabilidade.

4.7. Determinacao de poliaminas endogenas livres (PAS)

A determinacédo de poliaminas livres seguiu o protocolo descrito por (Aragao
et al., 2017). As poliaminas enddgenas livres foram determinadas ao final do preé-
tratamento de maturacao no controle e nos tratamentos com 0,5 uM de AgNO; e 5
MM de AgNOs;. Trés repeticdes bioldgicas (200 mg de matéria fresca) de calos
embriogénicos de cada tratamento foram maceradas em acido perclérico a 5%
(Merck, Darmstadt, Alemanha). Apos incubacédo a 4°C por 1 hora, as amostras
foram centrifugadas a 20.000 x g por 20 minutos na mesma temperatura. O
sobrenadante resultante foi coletado para a analise das poliaminas livres, que foram
derivatizadas com cloreto de dansila (Merck). A identificacdo e quantificacdo das
poliaminas foram realizadas por cromatografia liquida de alta eficiéncia (HPLC;
Shimadzu, Kyoto, Japao) utilizando uma coluna de fase reversa Shimadzu Shin-
pack CLC ODS C18 (5 um).

O gradiente cromatografico foi estabelecido com a adi¢cao progressiva de
acetonitrila absoluta (Merck) a uma solucdo aquosa contendo 10% de acetonitrila
(pH ajustado para 3,5 com acido cloridrico, Merck). O gradiente iniciou com 65%
de acetonitrila nos primeiros 10 minutos, aumentando para 100% entre 10 e 13

minutos, e sendo mantido em 100% de 13 a 21 minutos, com um fluxo constante
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de 1 mL min™* a 40°C. A deteccéo das poliaminas foi realizada por um detector de
fluorescéncia configurado para excitacdo a 340 nm e emissdo a 510 nm. As &reas
e 0s tempos de retencédo dos picos das poliaminas foram comparados com padrdes
comerciais de Putrescina (Put), Espermidina (Spd) e Espermina (Spm) fornecidos
pela Sigma-Aldrich. As médias das trés repeticdes bioldgicas por tratamento foram
analisadas estatisticamente utilizando o teste SNK para determinar diferencas

significativas entre as médias ao nivel de 5% de probabilidade.
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5. RESULTADOS

5.1. Efeitos do pré-tratamento de maturacdo com AgNO; e CoCl, na
diferenciacéao e no desenvolvimento de embrides somaticos de cana-de-

acucar

Apos 21 dias de pré-tratamento de maturacdo com inibidores de etileno, os
calos foram transferidos para o meio de cultura de maturacao, livre de AgNO; e
CoCl,, e mantidos sob luz para promover a diferenciacdo dos embrides somaticos.
Os aspectos morfolégicos dos calos foram avaliados aos 0, 28 e 42 dias de
maturacao (Figura 3f). No tempo 0, ndo foram observadas diferencas visuais
significativas na morfologia dos calos, que apresentavam caracteristicas uniformes
de coloracdo amarelada e estrutura compacta (Figura 3: A, D, G, K e N). Apés 28
dias de maturacao, ja havia sinais de diferenciacdo, com o aparecimento de pontos
de clorofila e pigmentos de antocianina na superficie dos calos (Figura 3: B, E, I, L
e 0). Ao final de 42 dias de maturacdo, foi possivel observar a formacdo de
embribes somaticos nos tratamentos controle, 0,5 uM CoCl, e 5 uM CoCl, (Figura
3: C, F e J). No tratamento com 0,5 pM de AgNO;, houve um numero
significativamente maior de embrides somaticos (Figura 3: M). No entanto, no
tratamento com 5 uM de AgNO3, observou-se uma menor formacdo de embrides
somaticos, bem como altos niveis de oxidacdo nos calos, possivelmente devido a

fitotoxicidade do nitrato de prata (Figura 3: P).
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Figura 3. Aspectos morfolégicos dos calos embriogénicos de cana-de-acucar
durante a fase de maturacao. A-C Controle; D-F 0,5 uM CoCl,; G-J 5 uM CoCl,; K-
M 0,5 uM AgNOs; N-P 5 uM AgNO3. TO =0, T28 = 28 e T42 = 42 dias de maturacao.

Os embrides somaticos foram avaliados quanto ao numero de embrides e
ao aumento da matéria fresca e seca ao final de 42 dias de maturacao (Tabela 1).
Os tratamentos contendo CoCl, nas concentracdes de 0,5 e 5 uM néo diferiram
estatisticamente do controle em relagéo ao numero de embriées somaticos, ao teor
de matéria fresca e seca. Por outro lado, o tratamento com AgNO3; 0,5 uM resultou
em um aumento significativo no nimero de embriées soméaticos, atingindo 65,5, e
no incremento de matéria seca (0,02158 g), sendo estatisticamente superior aos
demais tratamentos, embora ndo tenha apresentado diferencas significativas no
incremento de matéria fresca (Tabela 1). Em contraste, o tratamento com AgNO3; 5
MM apresentou uma redugdo significativa no nimero de embrides somaticos (15,6)
entre os tratamentos, com excecao do tratamento com CoCl, 5 uM, ndo mostrando
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diferenca estatistica em relagdo ao controle e aos tratamentos com cloreto de
cobalto quanto ao incremento de matéria fresca e seca (Tabela 1).

Tabela 1. Avaliacdo dos efeitos de diferentes concentracdes de AgNO; e CoCl, no
desenvolvimento de embrides somaticos de cana-de-agucar

Tratamentos Numero de Matéria fresca (g) Matéria seca (Q)
embrides
Controle 40,1 b 4,8090 a 0,01732 b
AgNO3 0,5 65,5a 4,5408 a 0,02158 a
AgNO3 5 15,6 c 4,6386 a 0,01526 b
CoCl2 0,5 46,4 b 5,1434 a 0,01740 b
CoCl25 31,1bc 4,4094 a 0,01812b

Efeitos de diferentes concentracdes de AgNO3; e CoCl, no desenvolvimento de
embribes somaticos de cana-de-acucar ao longo de 42 dias. Valores seguidos por
letras diferentes diferem pelo teste de médias SNK a 5% de probabilidade. n=6 para
namero de embrides e n=5 para contetdo de matéria fresca e seca. Coeficiente de
variacdo (CV) para o numero de embrides = 54,45%. CVmatéria fresca = 9,42% €
CVmatéria seca= 17,56%.

Devido as diferencas estatisticas encontradas nos tratamentos contendo
AgNO; 0,5 e 5 UM em comparacgao ao tratamento controle, esses dois tratamentos
e o controle foram selecionados para analises adicionais de protedmica,

guantificacdo de hormdnios e poliaminas endégenas livres.

5.2. Analise protedmica de calos embriogénicos de cana-de-aclUcar sob

diferentes concentracdes de nitrato de prata

Para avancar na compreensao dos mecanismos moleculares envolvidos nos
efeitos do pré-tratamento de maturacdo com AgNO3, foi realizada uma abordagem
protedmica bottom-up. Um total de 2.258 proteinas foram identificadas. Apos a
analise protebmica comparativa, 448 proteinas foram identificadas como
diferencialmente reguladas em pelo menos uma comparacdo entre as diferentes
concentracfes de AgNO; ao final do pré-tratamento de maturacdo (Apéndice).

A analise de agrupamento revelou seis clusters que permitiram uma melhor
separacdo dos padrbes de acumulacdo proteica ao final do pré-tratamento de
maturacdo (Figura 4). O Cluster 1 incluiu 98 proteinas que apresentaram



31

acumulacdo semelhante nos tratamentos com AgNOs;, independentemente da
concentracdo (0,5 e 5 uM). O Cluster 2 identificou 45 proteinas com redugdo na
acumulacgao, especificamente no tratamento com 0,5 pM de AgNO;. O Cluster 3
agrupou 64 proteinas que se acumularam especificamente no tratamento com 0,5
MM de AgNOs. O Cluster 4 destacou 90 proteinas cuja abundéancia foi reduzida no
tratamento com 5 UM de AgNOs;. Por outro lado, o Cluster 5 reuniu 62 proteinas
qgue apresentaram aumento na acumulagdo no tratamento com 5 pM de AgNOs.
Finalmente, o Cluster 6 incluiu 89 proteinas que apresentaram maior abundéancia
no tratamento controle.
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Figura 4. Resultados da andlise comparativa dos dados protedmicos ao final do pré-
tratamento de maturacdo. A andlise de agrupamento revelou que seis grupos permitiram
uma melhor separa¢do dos padrfes de acumulo de proteinas: proteinas com acumulo
semelhante nos tratamentos com AgNOs;, independentemente da concentracéo (0,5 e 5
UM) (Cluster 1); proteinas com acumulo reduzido especificamente no tratamento com
AgNO; 0,5 uM (Cluster 2); proteinas que acumularam especificamente no tratamento com
AgNO; 0,5 uM (Cluster 3); proteinas cuja abundancia foi significativamente reduzida no
tratamento com AgNO; 5 uM (Cluster 4); proteinas que apresentaram maior acumulo no
tratamento com AgNO; 5 puM (Cluster 5); e proteinas com maior abundancia no tratamento
controle (Cluster 6).
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Tabela 2. Proteinas diferencialmente acumuladas associadas a modulacdo da
sinalizac&o do etileno no calo embriogénico de cana-de-aglcar e seus respectivos
ortélogos em Arabidopsis thaliana. A andlise estatistica e funcional dos dados
protebmicos comparativos identificou proteinas potencialmente envolvidas na
diferenciacdo do calo embriogénico em embrides somaticos, moduladas em
resposta a sinalizacao do etileno

ID da proteina BLAST Top Hit Ort6logos de Cluster
Arabidopsis
Sspon.06G0034800-1D DNA replication licensing MCM2 2
factor MCM2
Sspon.04G0008080-1A Adenosine kinase 2 ADK2-2 3
Sspon.03G0008370-4D Phosphoethanolamine N- NMT1 3
methyltransferase 1
Sspon.04G0011260-2B Acetyl-coenzyme A ACS 1
synthetase
Chloroplastic/glyoxysomal
Sspon.07G0038270-1D Proliferating Cell Nuclear PCNA2 3
Antigen
Sspon.02G0004290-2 Scarecrow-like protein 32 SCL32 3
Sspon.06G0006520-3C Cell division control CDC48D 4
protein 48 homolog
Sspon.01G0052050-1C Trifuncional UDP-glicose RHM1 3
4,6-desidratase/UDP-4-
ceto-6-desoxi-D-glicose
3,5-epimerase/UDP-4-
ceto-L-ramnose-redutase
RHM2
Sspon.02G0031860-3C Methionine Synthase MS1 4
Sspon.03G0015850-1A S-Adenosylmethionine SAM2 2
Synthase 3
Sspon.03G0042170-2D 1-aminocyclopropane-1- ACO1-2 1
carboxylate oxidase 1
Sspon.04G0016140-1A peroxiredoxina-2E-2, PRXIE 5
chloroplastic-like
Sspon.01G0052180-1C Chain A, L-ascorbate APX1 5
peroxidase
Sspon.05G0020230-1A probable indole-3-acetic GH3.1 5
acid-amido synthetase
GH3.8
Sspon.01G0041400-1B BR-signaling kinase 2 BSK2 5
Sspon.04G0017510-4D Cullin-associated CAND1 4
NEDDB8-dissociated
protein 1
Sspon.03G0034420-1B  ATP-citrate synthase beta ACLB-2 1

chain protein 1

5.3. Andlise funcional de dados protedmicos

A analise de enriguecimento de ontologia génica revelou que, ao final do pré-
tratamento de maturacdo, o tratamento que aumentou o numero de embribes
somaticos e o incremento de matéria seca (AgNO; 0,5 pM) apresentou
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enriguecimento no processo bioldgico de catabolismo celular. No contexto das vias
do KEGG, o metabolismo de alanina, aspartato e glutamato, o metabolismo do
carbono e a biossintese de aminoacidos se destacaram como as Unicas vias
enriquecidas (Figura 5). Por outro lado, no tratamento que reduziu o nimero de
embrides soméaticos (AgNO; 5 uM), as proteinas acumuladas foram enriquecidas
apenas em duas vias do KEGG: metabolismo do carbono e biossintese de
aminoacidos. Além disso, as proteinas com acumulacgéo reduzida neste tratamento
foram enriquecidas no processo metabdlico de aminoacidos modificados, nas vias
do KEGG do metabolismo do carbono, biossintese de aminoacidos e fixacao de
carbono pelo ciclo de Calvin, bem como nas funcdes moleculares de ligagdo ao
NAD e atividade de liase (Figura 5). As proteinas acumuladas nos tratamentos com
AgNOs;, independentemente da concentracdo, enriqueceram o processo biolégico
de catabolismo celular e, em termos de vias do KEGG, as mais enriquecidas foram
metabolismo do carbono, biossintese de aminoacidos, metabolismo de glicoxilato
e dicaboxilato, e o proteossomo. As fungdes moleculares mais enriquecidas foram
a atividade de liase e a ligagdo ao NAD (Figura 5).
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Figura 5. Andlise de enriquecimento de ontologia génica (processos bioldgicos e funcées
moleculares) e vias do KEGG, destacando os grupos de proteinas diferencialmente
acumuladas em resposta as diferentes concentra¢des de AgNO; ao final do pré-tratamento
de maturacdo. O tratamento que promoveu 0 maior numero de embrides soméaticos (0,5
UM AgNO3) mostrou enriquecimento no processo catabdlico celular biolégico e nas vias do
KEGG Metabolismo do carbono, Metabolismo de alanina, aspartato e glutamato e
Biossintese de aminoacidos. Em contraste, o tratamento que impactou negativamente a
formacédo de embrides somaticos (5 UM AgNO;) mostrou enriquecimento limitado as vias
do KEGG Metabolismo do carbono e Biossintese de aminoacidos. As proteinas
acumuladas nos tratamentos com AgNO;, independentemente da concentracéo,
enriqgueceram 0 processo catabdlico celular. Nas vias do KEGG, destacaram-se
metabolismo do carbono, biossintese de aminoacidos, metabolismo de glicoxilato e
dicaboxilato, e o proteossomo. As funcdes moleculares mais enriguecidas foram atividade
de liase e ligagdo ao NAD.
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5.4. Rede de interacdo proteina-proteina

Os dados da analise funcional e da acumulacdo diferencial de proteinas
foram utilizados nos seguintes cenarios: proteinas que acumularam ou tiveram sua
abundancia reduzida no tratamento com 0,5 uM de AgNOj;, associadas a um
aumento no numero de embrides; proteinas que acumularam ou tiveram sua
abundancia reduzida no tratamento com 5 pM de AgNOs3, que resultaram na
reducdo do numero de embrides somaticos; e proteinas que acumularam em
ambos os tratamentos ao final do pré-tratamento de maturacdo. As sequéncias
FASTA das proteinas foram analisadas no STRING para prever interacées
proteina-proteina. A andlise revelou uma rede funcional composta por proteinas
envolvidas em varias vias metabdlicas, incluindo metabolismo do carbono,
metabolismo do piruvato, replicacdo do DNA, metabolismo de cisteina e metionina,
e metabolismo de acgucares amino e nucleotideos de acucares (Figura 6).
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Figura 6: A rede de interacdes proteina-proteina foi construida com proteinas
diferencialmente acumuladas (DAPSs) reguladas por diferentes concentracdes de
AgNO; (0,5 e 5 uM) ao final do pré-tratamento de maturacao. Utilizando o STRING
v.12.0, a andlise foi realizada com proteinas de Saccharum officinarum baseadas
nos ortdlogos de Arabidopsis thaliana. As proteinas foram agrupadas por vias do
KEGG, com a seguinte codificacdo de cores: vermelho (metabolismo de carbono),
rosa (metabolismo de cisteina e metionina), verde (metabolismo do piruvato), roxo
(replicagdo do DNA) e amarelo (metabolismo de agucares amino e nucleotideos de
acucares). A rede foi gerada com confianca meédia, definida por um valor de
interacéo > 0,4.
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5.5. Alteragdes no perfil hormonal de calos embriogénicos de cana-de-agucar
sob diferentes concentragdes de nitrato de prata

A andlise dos hormonios livres revelou que os tratamentos com 0,5 e 5 M
de AgNO3; modularam os niveis de ABA e IAA de forma distinta em relagdo ao
controle ao final do pré-tratamento de maturacéo (Figura 7). Nao foram observadas
diferencas significativas nos niveis de ACC entre os tratamentos com AgNO; a 0,5
e 5 uM e o tratamento controle (Figura 7a). Quanto ao ABA, o tratamento com 0,5
MM de AgNO; resultou em um aumento significativo nos niveis desse horménio
guando comparado aos outros tratamentos (controle e 5 uM de AgNOs). Por outro
lado, o tratamento com 5 uM de AgNO; levou a uma reducéo significativa nos niveis
de ABA em relacdo aos outros tratamentos (Figura 7b). Em relacdo ao IAA, o
tratamento com 0,5 pM de AgNO; mostrou um aumento significativo nos niveis
desse horménio em comparacao ao controle. No entanto, o tratamento com 5 uM
de AgNO; ndo apresentou diferencas estatisticas em comparacao com o controle

ou com o tratamento com 0,5 uM de AgNO; (Figura 7c).
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Figura 7. Niveis dos horménios livres e do precursor (ACC) nos tratamentos
controle, AgNO3 0,5 pM e AgNO; 5 pM ao final do pré-tratamento de maturacéo.
Niveis de ACC (a), ABA (b) e IAA (c). Médias seguidas por letras diferentes séo
significativamente diferentes de acordo com o teste SNK (Student-Newman-Keuls)
(P<0,05). MF = Massa Fresca. CVacc = 29,16%; CVaea = 15,08%; e CVipa =

11,59%.
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5.6. Determinacdo de poliaminas enddgenas livres em calos embriogénicos

de cana-de-agucar sob diferentes concentragfes de nitrato de prata

O conteudo total de poliaminas livres endégenas nao variou
significativamente em resposta ao tratamento com AgNO; nas concentracdes de
0,5 e 5 uM ao final do pré-tratamento de maturacao (Figura 8a). Da mesma forma,
nao foram identificadas diferencas estatisticas nos niveis de Putrescina (Figura 8b),
Espermidina (Figura 8c) e Espermina (Figura 8d) entre os tratamentos avaliados.
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Figura 8. Determinacdo dos niveis de poliaminas livres enddgenas (ug g-! de
matéria fresca) nos tratamentos controle, 0,5 yM AgNO; e 5 yM AgNO; ao final do
pré-tratamento de maturacao. Nivel total de poliaminas livres (a), putrescina (Put)
(b), espermidina (Spd) (c), espermina (Spm) (d). Médias seguidas por letras
diferentes sao significativamente diferentes de acordo com o teste SNK (Student-
Newman-Keuls) (P<0,05). CVtota = 20,12%; CVpyut = 19,93%; CVspa = 22,28%; e
CVspm = 28,62%.
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6. DISCUSSAO

6.1. O pré-tratamento de maturacdo com AgNO3 na concentracéo de 0,5 uM
otimiza a embriogénese somatica em cana-de-agcUcar por meio do

aumento dos niveis de ABA e alteracdes no perfil protedmico

Os ions de prata sdo amplamente reconhecidos na literatura como potentes
inibidores da acéo do etileno, competindo com os ions de cobre pelos sitios ativos
dos receptores presentes nas membranas. Essa substituicdo do cofator de cobre
bloqueia os receptores em uma conformacao que reprime permanentemente as
respostas ao etileno (Kumar et al., 2009). No presente estudo, a adi¢cdo de 0,5 uM
de AgNO; como pré-tratamento de maturagao resultou em um aumento significativo
no nimero de embrides somaticos e promoveu um maior acimulo de matéria seca
nos calos embriogénicos (Tabela 1). Esses resultados estdo em conformidade com
os relatos de varias espécies de plantas, como Andrographis paniculata (Martin,
2004), Coffea canephora (Fuentes et al.,, 2000), Daucus carota (Roustan et al.,
1990) e Phoenix dactylifera (Khayri & Bahrany, 2001; Khayri, 2004).

Nessas espécies, 0 uso de nitrato de prata demonstrou aumentar
significativamente a formacao de embrides somaticos e, em alguns casos, a massa
do calo, resultados que corroboram os observados neste estudo. No entanto, 0s
mecanismos moleculares subjacentes a eficiéncia do nitrato de prata na

diferenciacdo de embriGes sométicos permanecem pouco explorados.
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Altos niveis de ABA durante as fases intermediarias da embriogénese
somatica favorecem o acumulo de reservas de armazenamento, COmo
carboidratos, proteinas e lipidios, conforme relatado por Finkelstein e Gibson,
(2002). No presente estudo, o maior acumulo de ABA observado no final do preé-
tratamento de maturacdo contribuiu significativamente para o aumento da matéria
seca no tratamento com 0,5 uM de AgNO; (Figura 7b). O efeito promotor do nitrato
de prata sobre os niveis endégenos de ABA ja foi demonstrado anteriormente
durante a maturacdo de embrides soméaticos de Picea glauca (Kong e Yeung,
1995).

O papel positivo do ABA na embriogénese soméatica de cana-de-acucar foi
evidenciado pela inclusdo de um pré-tratamento de maturagdo sem reguladores de
crescimento. Essa estratégia aumentou os niveis de ABA, favoreceu a formacéo de
um maior numero de embrides somaticos, promoveu um aumento significativo na
massa fresca e reduziu os niveis de ACC, sugerindo uma possivel diminuicdo na
sintese de etileno (Reis et al., 2021).

Altos niveis de ABA foram acompanhados por um aumento significativo de
IAA no tratamento com 0,5 uM de AgNO3;, em comparacdo com o tratamento
controle, no final do pré-tratamento de maturacao (Figura 7c). O IAA desempenha
um papel essencial na diferenciacao celular e no estabelecimento da polaridade em
embribes somaticos, regulando os padrdes de divisdo celular e a organizacdo dos
tecidos (Nic-Can e Loyola-Vargas, 2016). O transporte polar de auxina é crucial
para a formacdo de gradientes hormonais que guiam o desenvolvimento
embrionario, incluindo a formacdo de meristemas apicais e outras estruturas
fundamentais (Winnicki, 2020). Em Arabidopsis, nas primeiras fases da formacéo
de embriBes somaticos, o0 ABA desempenha um papel fundamental na mediacéo
da biossintese e transporte de auxina, de modo que o uso de fluridona, um inibidor
da biossintese de ABA, impactou negativamente tanto os niveis de IAA quanto sua
distribuicdo, comprometendo o desenvolvimento embrionario (Su et al., 2013).

No tratamento com 0,5 uM de AgNO;, foi observada a acumulacdo da
proteina Phosphoethanolamine N-methyltransferase 1 (NMT1Z,
Sspon.03G0008370-4D), caracteristica do grupo 3 (Figura 4). A enzima NMT1
catalisa trés reacfes de metilacdo na via de biossintese da fosfatidilcolina, um
fosfolipidio de membrana que desempenha um papel crucial como substrato para

varias enzimas modificadoras de acidos graxos (Chen et al., 2018). Além disso, a



40

fosfatidilcolina esta envolvida na biossintese de lipidios de reserva e age como uma
molécula sinalizadora lipidica (Bates e Browse, 2011).

Em Arabidopsis, a perda funcional do NMT1 impacta drasticamente a
manutencdo do meristema apical radicular (RAM) e o transporte polar de auxina,
destacando a importancia dessa enzima na manutencdo e integridade das
membranas celulares, bem como no funcionamento correto das proteinas PIN,
responsaveis pela distribuicdo de auxina (Zou et al., 2019). Dada a importancia do
NMTL1 na integridade celular e no transporte de auxina, é possivel que o aumento
dessa enzima no tratamento com 0,5 uM de AgNO; tenha contribuido para o melhor
desenvolvimento dos embrides sométicos, promovendo uma distribuicdo mais
eficiente de IAA. Essa distribuicdo otimizada pode ter favorecido os processos de
diferenciacao celular e a organizacéo dos tecidos, aspectos fundamentais para o
desenvolvimento embrionario.

Nos sistemas vegetais, os fatores de transcricio GRAS desempenham
papéis fundamentais em diversos processos biolégicos, incluindo o
desenvolvimento da planta, transducdo de sinal do fitochrome A, padronizagéo
radial das raizes e brotos, manutencéo dos meristemas e transducéo de sinal de
giberelina (Bolle, 2004; Guo et al., 2017; Waseem et al., 2022). No tratamento com
0,5 uM AgNO3, a proteina Scarecrow-like protein 32 (SCL32; Sspon.02G0004290-
2), pertencente a familia GRAS, foi identificada com o padrdo de acumulo
caracteristico do cluster 3 (Figura 4).

Membros da familia GRAS de proteinas desempenham papéis essenciais
na embriogénese somatica em varias espécies. Em Lilium pumilum, estudos
mostraram que o silenciamento do Ipu-miR171 e a superexpresséo de LpSCL6-Il e
LpSCL6-1 promoveram o acumulo de amido e aumentaram a expressao de genes
relacionados ao ciclo celular, criando condi¢cBes favoraveis para o desenvolvimento
de embrides somaticos (Yan et al., 2022). De maneira semelhante, durante a
embriogénese somatica de Picea glauca, calos cultivados em meio de cultura
contendo polietilenoglicol (PEG) mostraram maior formacdo de embrides
somaticos, acompanhados de um aumento na expressao do gene SCARECROW,
membro da familia GRAS, indicando sua contribuicdo para a diferenciacéo
embrionéria (Stasolla et al., 2003).

Embora o papel especifico da proteina SCL32 ainda n&o tenha sido relatado

na embriogénese somatica, as funcbes de outros membros da familia GRAS em
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processos relacionados a embriogénese somatica sugerem, na presente pesquisa,
gue a proteina SCL32 pode estar envolvida na promogédo de uma diferenciacao
mais eficiente dos embribes somaticos de cana-de-agUcar em resposta ao
tratamento com 0,5 uM de AgNO;. Esta hipétese reforca a importancia de investigar
mais a fundo o papel da SCL32 na regulacdo da embriogénese soméatica em
sistemas vegetais.

A proteina Proliferating Cell Nuclear Antigen (PCNA2; Sspon.07G0038270-
1D) desempenha um papel fundamental em processos celulares essenciais, como
replicacdo do DNA, remodelacdo da cromatina, reparo do DNA, controle do ciclo
celular e coesdo das cromatides irmds, por meio de interagbes com proteinas
envolvidas em varias vias metabdlicas (Strzalka e Ziemienowicz, 2011). A PCNA2,
presente no tratamento com 0,5 uM de AgNO; e exibindo o padrdo de acumulo
caracteristico do cluster 3 (Figura 4), mostrou uma interacao predita com a proteina
cell division control protein 48 homolog (CDC48D; Sspon.06G0006520-3C) (Figura
6), observada exclusivamente nos tratamentos em que a formacédo de embrides
nao foi prejudicada, ou seja, no controle e no tratamento com 0,5 uM de AgNO3;
(cluster 4). Além disso, a PCNA2 também mostrou uma interacédo predita com a
proteina DNA replication licensing factor MCM2 (MCM2; Sspon.06G0034800-1D),
gue apresentou uma reducdo no acumulo no tratamento com 0,5 uM de AgNO3,
caracteristica do cluster 2 (Figura 4).

A PCNA2 foi primeiramente identificada na embriogénese somatica de Vitis
vinifera (Marsoni et al., 2008) e posteriormente em Larix principis (Zhao et al., 2015),
com maior acumulo em calos embriogénicos em comparacdo aos calos nao
embriogénicos. A CDC48D, por sua vez, tem funcbes essenciais no controle da
divisdo celular, diferenciacdo e crescimento celular vegetal, sendo crucial para o
desenvolvimento e sobrevivéncia das plantas (Park et al., 2008).

Além disso, em estudos de padronizacdo de embrides de Arabidopsis, foi
demonstrado que a CDC48A interage diretamente com a chaperona WOX2. Ambas
as proteinas co-localizam no nucleo, e a perda de funcdo de CDC48A resulta em
defeitos semelhantes aos observados na auséncia de WOX2, prejudicando a
iniciacdo das células-tronco protodérmicas e o desenvolvimento do meristema
apical (Gong et al., 2024). Considerando o papel fundamental dessas proteinas nos

processos de divisdo celular, pode-se sugerir que a interacdo entre elas
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desempenha um papel critico na regulacdo de processos-chave envolvidos na
formacdo de embrides sométicos.

A MCM2 esta envolvida na replicacdo do DNA, atuando como parte do
complexo helicase que desenrola a forquilha de replicacéo, facilitando a separacao
das fitas de DNA durante o processo de replicagdo (Costa e Onesti, 2008). Sua
superexpressdo em plantas transgénicas de Arabidopsis aumenta o nimero de
células-tronco na columela da raiz e ativa genes relacionados a proliferacéo celular,
como AtCYCB1;1. No entanto, esse processo compromete o crescimento das
plantas, inibe a endoreduplicacdo e causa um desequilibrio entre proliferacédo e
diferenciacdo, com células-tronco supernumerdrias incapazes de se diferenciar
adequadamente (Ni et al., 2009). Com base nisso, sugere-se que a PCNAZ2 regula
0s niveis de MCM2 no tratamento com 0,5 uM de AgNO3;, promovendo o controle
da proliferacdo celular e permitindo uma diferenciacdo adequada dos embrides
somaticos.

Foi observado um padréo de acumulo da enzima trifuncional UDP-glucose
4,6-dehydratase/UDP-4-keto-6-deoxy-D-glucose 3,5-epimerase/UDP-4-keto-L-
ramnose-reductase RHM2 (RHM1; Sspon.01G0052050-1C) no cluster 3 (Figura 4).
Essa enzima desempenha um papel fundamental na biossintese de UDP-B-L-
ramnose, que € um precursor essencial dos principais componentes da parede
celular, como rhamnogalacturonan | (RG-1) e rhamnogalacturonan Il (RG-11) (Usadel
et al., 2004; Oka et al., 2007).

Durante a embriogénese somatica, alteracdes na estrutura e composicao da
parede celular desempenham um papel essencial na manutencao da forma celular,
organizacao da arquitetura e direcionamento dos planos de divisdo (Smertenko e
Bozhkov, 2014). Essas mudancas nao apenas regulam processos morfogénicos
internos, mas também facilitam a comunicacdo com células adjacentes, permitindo
a transmissao de sinais pelo apoplasto e promovendo a inducdo e maturacdo da
embriogénese em células vizinhas (Smertenko e Bozhkov, 2014). Nesse contexto,
esta pesquisa sugere que a acumulacdo de RHM1 no tratamento com 0,5 uM de
AgNO; pode ter desempenhado um papel central na facilitacdo da reorganizacéo
celular necessaria para a formacdo de embrides somaticos de cana-de-acucar.
Além disso, essa acumulacédo pode ter aprimorado a comunicacao intercelular por
meio do apoplasto, promovendo a transmisséo eficiente de sinais cruciais para a

inducdo e o desenvolvimento dos embrifes em células adjacentes.
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A methionine synthase (MS1; Sspon.02G0031860-3C) e a S-
adenosylmethionine synthase 3 (SAM2; Sspon.03G0015850-1A), ambas enzimas
essenciais envolvidas na sintese de metionina e do precursor metabdlico S-
adenosilmetionina (SAM), foram identificadas interagindo entre si (Figura 6). Essas
enzimas desempenham papéis fundamentais na producao de etileno e poliaminas
(Ravanel et al., 1998) e, mais recentemente, na regulacao dos niveis de metilacao
do DNA (De-la-Pefia et al., 2015). No tratamento com 0,5 puM de AgNO; e no
controle, a enzima MS1 apresentou maior abundancia, correspondendo ao perfil de
acumulacao caracteristico do cluster 4 (Figura 4). Em contraste, a enzima SAM2
mostrou menor abundéancia no tratamento com 0,5 uM de AgNO3, em concordancia
com o perfil de acumulacé&o do cluster 2 (Figura 4). Esses resultados sugerem que
0 pré-tratamento de maturacdo com 0,5 uM de AgNO; pode regular os niveis de S-
adenosilmetionina, uma proteina envolvida na metilagdo do DNA.

Foi observada uma interacdo prevista entre SAM2 e a Adenosine kinase 2
(ADK2-2; Sspon.04G0008080-1A) (Figura 6), que apresenta um perfil de
acumulacéo no cluster 3 (Figura 4). A ADK2-2 desempenha um papel crucial na
reciclagem da adenosina, um produto gerado pela hidrolise da S-
adenosilhomocisteina (SAH), que € um potente inibidor de metiltransferases
(Pereira et al., 2007). Esse processo contribui para a manutencéo do equilibrio no
ciclo de metilacdo, permitindo a regeneracdo da S-adenosilmetionina (SAM) e
garantindo a continuidade das reacfes de transmetilacdo essenciais para diversas
funcdes celulares (Moffatt et al., 2002).

Portanto, pode-se postular que a reducdo dos niveis de SAM é uma
estratégia para controlar o equilibrio nos processos de metilacdo, evitando
excessos que poderiam comprometer a diferenciacédo celular. Por outro lado, o
aumento da ADK2-2 pode ser uma forma de compensar a diminuicdo de SAM,
garantindo que o ciclo de reciclagem da metilacdo continue funcionando
corretamente, o que é essencial para a manutencdo de outros processos
dependentes de metilacdo. Esse ajuste no metabolismo da metilagdo pode ser
fundamental para regular a proliferacdo e diferenciacdo celular durante a
embriogénese somatica, assegurando a adequada formacdo dos embrifes

somaticos.
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6.2. Efeitos do pré-tratamento de maturagcdo com AgNO;3 no perfil protedmico

A via de biossintese do etileno come¢a com a conversdo da metionina em
S-adenosilmetionina (SAM), catalisada pela enzima SAM sintetase. Em seguida, a
SAM é convertida em 1-aminociclopropano-1-carboxilato (ACC) pela a¢cdo da ACC
sintase (ACS), e o ACC é finalmente transformado em etileno pela enzima ACC
oxidase (ACO) (Wang et al., 2002). Esse processo desempenha um papel crucial
na regulacao dos processos fisiolégicos e no desenvolvimento das plantas (Ecker,
1995). Neste estudo, ndo foram observadas diferencas significativas nos niveis de
ACC entre os tratamentos com 0,5 e 5 uM de AgNO; e o controle (Figura 7a).
Considerando que o ACC é o precursor imediato do etileno, esses dados indicam
gue o nitrato de prata, nas concentracdes utilizadas, nao interferiu na via
biossintética do etileno. No entanto, o efeito promotor do nitrato de prata nos niveis
de etileno durante a embriogénese somatica ja foi relatado em outras espécies
vegetais, como Picea glauca (Meskaoui et al., 2000), Daucus carota (Roustan et
al., 1990) e Glycine max (Santos et al., 1997). Segundo Kende, (1993), esse efeito
indutor do nitrato de prata na biossintese do etileno resulta de uma resposta de
feedback negativo, desencadeado pela reducdo ou supressdo na percepcao do
etileno.

Apesar de néao ter sido observado um aumento significativo nos niveis de
ACC nos tratamentos com nitrato de prata, os resultados protedmicos indicam que
houve uma resposta de feedback devido ao aumento no acumulo da proteina 1-
aminocyclopropane-1-carboxylate oxidase 1 (ACO1-2; Sspon.03G0042170-2D),
cujo padrao de acumulo corresponde ao cluster 1 (Figura 4). Esse aumento sugere
gue, durante a resposta de feedback, os niveis dessa proteina sao elevados na
tentativa de compensar a inibicdo da sinalizacéo do etileno pelo nitrato de prata.

O etileno e as poliaminas compartilham a SAM como substrato comum em
suas vias de biossintese (Dias et al., 2010). Essas vias sdo competitivas, e a
producédo de poliaminas pode atuar inibindo a sintese ou a acao do etileno (Hu et
al., 2006). Apesar dessa relacdo competitiva, os tratamentos com AgNO; nas
concentragfes utilizadas neste experimento ndo alteraram significativamente os
niveis totais de poliaminas (Figura 8a), putrescina (Figura 8b), espermidina (Figura

8c) e espermina (Figura 8d).
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O metabolismo da acetil-CoA desempenha um papel fundamental no
balanco energético celular e nas vias biossintéticas, impactando a formacgéo de
reservas de energia e componentes estruturais em embrides somaticos (Wurtele e
Nikolau, 1992; Pietrocola et al., 2015). A interacdo entre Acetyl-coenzyme A
synthetase chloroplastic/glyoxysomal (ACS; Sspon.04G0011260-2B) e ATP-citrate
synthase beta chain protein 1 (ACLB-2; Sspon.03G0034420-1B), com um padrao
de acumulo correspondente ao cluster 1 (Figura 4), observada nesta rede de
interacéo, reflete o efeito do nitrato de prata na compartimentalizacao e integracao
do metabolismo da acetil-CoA durante a embriogénese somatica (Figura 6). Ambas
as enzimas desempenham papéis cruciais na formacdo da acetil-CoA, mas em
compartimentos distintos: ACS no plastidio e ACLB-2 no citosol (Fatland et al.,
2000; Lin e Oliver, 2008).

ACLB-2 converte citrato em acetil-CoA e oxaloacetato no citosol, suprindo
vias metabdlicas secundarias, como a sintese de flavonoides, ceras e isoprenoides,
gue séo essenciais para a defesa e adaptacao das plantas (Fatland et al., 2002).
Por outro lado, ACS catalisa a formacdo de acetil-CoA a partir de acetato no
plastidio, fornecendo um substrato direto para a biossintese de acidos graxos e
lipidios, especialmente durante o desenvolvimento das sementes (Schnurr et al.,
2002). Esse efeito pode ter sido particularmente relevante para o desenvolvimento
dos embrides somaticos e o acumulo de reservas no tratamento com 0,5 uM de
AgNO3, uma vez que concentracdes mais elevadas, como 5 uM de AgNO3, podem

comprometer esses efeitos devido a sua toxicidade.

6.3. O pré-tratamento de maturacdo com AgNOjz; na concentracdo de 5 uM
afeta a diferenciacdo dos embrides somaticos devido aos efeitos
fitotoxicos, reducdo dos niveis de ABA e regulacdo da sinalizacdo de

auxina

O nitrato de prata, em concentracBes Otimas, pode estimular
significativamente a formacao de embrides soméaticos. No entanto, quando utilizado
em altas concentracdes, seus efeitos tornam-se inibitérios. Estudos que
demonstram o impacto positivo do nitrato de prata na embriogénese somatica
frequentemente apontam que, acima de um certo limite de concentragéo, que pode

variar dependendo da espécie, ocorre uma reducdo na formacdo de embrides
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somaticos (Sakhanokho et al., 2009). Na embriogénese somética de Coffea
canephora, por exemplo, concentracbes de 150 e 300 pM impactaram
negativamente a formacgéo de embrides (Roustan et al., 1990). Em Daucus carota,
0 uso de 50 uM de nitrato de prata afetou significativamente o crescimento celular
e a sobrevivéncia, resultando em 52% de células mortas apds 8 dias em cultura
(Roustan et al., 1990).

Os resultados sugerem que a embriogénese somatica em cana-de-agucar €
mais sensivel ao efeito toxico do nitrato de prata quando comparada a outras
espécies, pois a concentracdo de 5 pM de AgNO; impactou drasticamente a
formacdo de embrides sométicos (Tabela 1). Além disso, os calos tratados
apresentaram niveis visivelmente altos de oxidacgao, reforcando o efeito prejudicial
dessa concentracdo no desenvolvimento embrionario (Figura 3:P). Além disso,
interacdes previstas foram observadas entre proteinas envolvidas no controle do
estresse oxidativo, como peroxiredoxin-2E-2, chloroplastic-like (PRXIIE;
Sspon.04G0016140-1A) e Chain A, L-ascorbate peroxidase (APX1;
Sspon.01G0052180-1C) (Figura 6), que mostraram o perfil caracteristico de
acumulo do cluster 5 (Figura 4). Essas interacdes sugerem que ambas as proteinas
desempenham um papel fundamental na regulacdo das espécies reativas de
oxigénio, incluindo o peroxido de hidrogénio, geradas em resposta a fitotoxicidade
induzida pelas concentracdes mais altas de nitrato de prata.

Além dos efeitos fitotoxicos, a interrupcao da sinalizacao de etileno causada
pelo nitrato de prata na concentracdo de 5 uM impactou os niveis endégenos de
ABA (Figura 7b). Hansen e Grossmann, (2000) mostraram que, em Galium aparine,
0 tratamento com auxina exdgena estimula a producéo de etileno, o que, por sua
vez, promove a biossintese de ABA. Além disso, a inibicdo da producao de etileno
usando AVG e ions de cobalto resultou em uma reducao nos niveis de ABA. Para
validar essa relacdo causal, foi utilizado o mutante de tomate never ripe, que é
deficiente na percepcdo de etileno. Nesse mutante, a producdo de xantoxal, um
precursor do ABA, foi completamente inibida, e os niveis de ABA foram
significativamente reduzidos em comparacdo com as plantas do tipo selvagem
(Hansen e Grossmann, 2000).

Esses achados sugerem um sinergismo entre os horménios mencionados,
indicando que o etileno pode modular os niveis de ABA. No presente estudo, uma

inibicdo parcial da sinalizacdo de etileno levou a um aumento nos niveis de ABA,
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enquanto concentracbes mais altas de AgNO3;, como no tratamento com 5 uM,
afetaram negativamente a acumulagcdo de ABA, demonstrando um papel ainda
mais complexo nessa interagao.

Em relag&o aos niveis de IAA, embora nenhuma diferenca estatistica tenha
sido observada em comparacdo ao controle ou ao tratamento com 0,5 yM de
AgNO; no final do pré-tratamento de maturacdo (Figura 7c), esses achados
protedmicos sugerem um mecanismo de regulacao desse fitohormdnio associado
a acumulacao da probable indole-3-acetic acid-amido synthetase GH3.8 (GH3.1;
Sspon.05G0020230-1A), detectada no cluster 5 (Figura 4). Essas proteinas
desempenham um papel essencial na homeostase da auxina, catalisando a
conjugacao de aminoacidos ao acido indol-3-acético (IAA), a principal forma de
auxina livre (Park et al., 2007). Esse processo reduz o0s niveis de auxina
biologicamente ativa, modulando suas respostas fisiologicas (Chiu et al., 2018).

Além disso, esse mecanismo parece estar ligado a via de sinalizacao dos
brassinosteroides, uma vez que GH3.1 interagiu diretamente com BR-signaling
kinase 2 (BSK2; Sspon.01G0041400-1B) (Figura 6), também identificada no cluster
5 (Figura 4). A BSK2 é uma quinase central na via de sinalizacdo dos
brassinosteroides (Tang et al., 2008), o que sugere uma interacao funcional entre
as vias de sinalizacdo da auxina e dos brassinosteroides.

A proteina Cullin-associated NEDDS8-dissociated protein 1 (CANDI,;
Sspon.04G0017510-4D) apresentou um padrdo de acumulagcao caracteristico do
cluster 4 (Figura 4), com redugao no tratamento com 5 yM de AgNOs. As proteinas
CANDL1 regulam o ciclo funcional do complexo SCF (Skpl-Cullin-F-box), que é
essencial para a degradacao das proteinas repressoras AUX/IAA na sinalizacéo da
auxina. Elas sequestram a Cullin em sua forma inativa, impedindo a ligacdo
prematura de SKP1 e da proteina F-box, como TIR1 (Zheng et al., 2002). Esse
controle garante a reciclagem do complexo SCF, permitindo que a neddilacéo ative
o0 complexo para degradar AUX/IAA e que a desneddilacdo facilite sua
desmontagem e remodelacdo (Cheng et al., 2004).

Além disso, mutantes de Arabidopsis com perda de funcdo no gene que
codifica a proteina CAND1 apresentaram resisténcia a auxina exdgena, folhas
deformadas e fertilidade reduzida, confirmando sua importancia na sinalizacédo da
auxina e no desenvolvimento vegetal (Cheng et al., 2004). Com base nesses

achados, pode-se sugerir que a reducdo nos niveis de CAND1 comprometeu o
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sequestro da Cullin em sua forma inativa, prejudicando o processo de reciclagem
do complexo SCF. Isso possivelmente afetou a troca de proteinas F-box, resultando
em um SCF ndo funcional, impactando a sinalizacdo da auxina e,
consequentemente, contribuindo para a reducdo no numero de embrides
sométicos.

Foi observado que, em raizes de Arabidopsis thaliana, o nitrato de prata
reduz a resposta ao &cido indol-3-acético (IAA) e compromete a sinalizacdo da
auxina ao inibir a degradagédo da proteina IAA28, um passo crucial na via de
transducéo do sinal auxinico. Notavelmente, mesmo em plantas do mutante ein2,
completamente insensivel ao etileno, o nitrato de prata foi capaz de reduzir a
resposta ao IAA, indicando que seus efeitos sobre a sinalizacdo de auxina séo
independentes da via de sinalizacdo do etileno (Strader et al., 2009). Diante disso,
e plausivel que os efeitos negativos observados no pré-tratamento de maturagcao
com AgNO; na concentracdo de 5 uM, refletidos na reducdo do numero de
embrides somaticos, estejam associados diretamente a interferéncia do proprio
AgNO; na sinalizacdo de auxina, e ndo apenas ao bloqueio da percepcao de

etileno.
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7.CONCLUSAO

Este estudo investigou os efeitos do pré-tratamento de maturacdo com
cloreto de cobalto (CoCl,) e nitrato de prata (AgNO3), durante a embriogénese
somatica em cana-de-agucar. Embora o cloreto de cobalto ndo tenha apresentado
diferencas significativas nas concentracoes testadas, possivelmente devido a sua
menor eficiéncia na inibicdo da biossintese de etileno, o nitrato de prata destacou-
se como um regulador eficaz, promovendo a diferenciacdo de embrides somaticos,
especialmente na concentragdo de 0,5 uM. Esse tratamento resultou em um
aumento significativo no nimero de embrifes somaticos e no teor de matéria seca,
acompanhado por um aumento correlacionado nos niveis de ABA e IAA ao final da
fase do pré-tratamento de maturacdo. Além disso, foi observada uma modulagéo
no perfil protebmico, com destaque para proteinas envolvidas no controle da
replicacio do DNA, como PCNA2 (Sspon.07G0038270-1D) e MCM2
(Sspon.06G0034800-1D), e no metabolismo da cisteina e metionina, como MS1
(Sspon.02G0031860-3C) e SAM2 (Sspon.03G0015850-1A), sugerindo a
importancia desses processos na melhoria da embriogénese somatica. Entretanto,
a alta concentracdo de 5 uyM de AgNO; prejudicou a formacdo de embrides
somaticos, provavelmente devido ao efeito fitotoxico, resultando no aumento do
estresse oxidativo e na modulacéo de proteinas associadas a resposta ao estresse.
Esse tratamento também afetou negativamente os niveis enddgenos de ABA e
alterou proteinas relacionadas a conjugacao e a sinalizacao da auxina. Além disso,

as concentracoes testadas de nitrato de prata ndo afetaram os niveis de ACC. Em
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concluséo, os resultados destacam o papel do nitrato de prata, na promoc¢ao da
embriogénese somética em cana-de-agucar, oferecendo novas perspectivas para
a otimizacao dos processos de inducao e desenvolvimento de embrides somaticos.
No entanto, é essencial otimizar as concentracdes de AgNO; para mitigar efeitos
fitotoxicos. Pesquisas futuras devem se concentrar no esclarecimento dos
mecanismos moleculares subjacentes, a fim de determinar se os efeitos positivos
e negativos do nitrato de prata ocorrem de forma independente da sinalizacédo do

etileno, especialmente no que se refere a regulacdo da interacdo entre

fitohormonios.
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Tabela Suplementar 1Lista completa de proteinas identificadas ao final da etapa de pré-maturacao sob os tratamentos 0,5 uM AgNOs,
5 uM AgNOs3 e controle comparados entre si (0,5 uM AgNOs/controle; 5 uM AgNOs/controle; 0,5 uM AgNO3/5 uM AgNOs3) em calos
embriogénicos de cana-de-acUcar.

Contiole_T0_ Contiole_T0_ Confole_T0AGNO3 05 T0 AGNG3_0,5.T0 AGNO3_ 05 T0 AGNGS 570 AQNOG_5_T0 AGNG3 510 _Controle TO AgNO3 0510 AGNOG_5_T0 Teste T Tog2Fod Change caTTTo
Acesso Onélogos de Descricao max score  pepiideos  Controle_TO 1 Convole_TO 2 Conrole.TO 3 AQNOG_05.T AGNOB_05.T ANC3.0ST AQNO3STO AGNOG5TO AGNO3STO (AVERAGE A;‘,‘g‘f; AVERAGE ~ AgNOG 05 TOCo AGNC35 TOCont  AGNO3_05 TAg  AGNG3OST  aAgnos 5 T0 mmwg{ﬂ AGNO3.05 TOCo  AgNO3 5.TOCont  AgNO3_05_ TWA  Clusters_
Arabdopsis 01 02 03 1 2 3 = 505 AgNossTO nwole TO 10le_T0 NO3_5.T0 =" Contiole_T0 nirole_T0 role_T0 NOB_5
S5pon 03G0034420-18 ACLE2 ATP-cirate synthase beta chain protein 1 649893 3 48073 48243 46845 92206 92828 94262 150293 137282 125093 41720 93098 137556 4,50095€.07 0000249021 0003678194 0% 153 056 P P UNCHANGED 1
S5pon 0360042170-20 Ao12 Laminocydopropane- -carbonise oxidase 1 513369 Y 39813 30213 36585 98767 71310 92252 92277 95635 61600 36870 87043 83171 0003902025 0013386587 0769685354 125 17 o007 up w UNCHANGED 1
55pon 06GD023260-18 03 sconitasel 2299960 51 111037 17811 15313 23291 235587 274899 188914 281393 295102 114720 247926 255137 0000617217 0013658337 0850921979 11 115 004 up wp UNCHANGED 1
S5pon 04GD011260.28 o Acetycoenayme A synthetase chorolastcgyonsoma 73629 10 16861 11968 a1 23011 21576 21018 17971 18609 19204 12716 22168 18625 0013697244 0057821959 0,003564906 080 055 025 wp UNCHANGED UNCHANGED 1
S5pon 01GD025350-1A AHALL APase & pasma membrane-tpe 139706 5 2807 3917 2584 11665 12691 10883 6976 1523 11116 36 11746 %72 0000240059 0021200868 0291486386 140 115 025 v w UNCHANGED 1
S5pon 06GD034240-1D el son-symbiotc emoglbinisoform X1 166898 3 8683 7501 9169 58296 27401 46572 32775 4026 28400 851 44089 33800 0016791915 0001902905 0346123375 238 200 038 up w UNCHANGED 1
S5pon 07GD003260-1A ALDHIAL tatveldehyde dehydrogenase ML 270642 B 0 0 0 51 2904 227 25 1191 10 0 261 12 - - 0014343589 - - 115 UNICA TREAT UNICA TREAT wp 1
S5pon0260013220.2P i alpha-amylase isoayme X 635862 19 4235 46730 50431 77176 84672 61081 48575 60975 83614 46532 74297 64321 001943311 0164031809 0464587556 068 o047 0z wp UNCHANGED UNCHANGED 1
$5pon0260017170-2C . A0P-gucose pyrophasphonase smallsuburit 208392 B 0 0 0 13195 21031 17848 14991 13065 14737 0 17358 14264 - - 0259073833 - - 08 UNICA TREAT UNICA TREAT UNCHANGED 1
S5pon.0160028230-28 . ATPsulfrase 3, choroplastcle 142960 6 14014 12591 13078 29372 16484 22950 27386 19224 20564 13227 22935 2391 0060492694 0023217219 0909578456 079 076 003 UNCHANGED w UNCHANGED 1
$5pon 01G0050420-1C - Actinelated potein & 318686 8 0 0 0 8120 90 835 8046 6986 7660 0 8602 7564 - - 0,099750702 - - 019 UNICA TREAT UNICA TREAT UNCHANGED 1
55pon 08G0000910-1A B endochitinase e 670541 7 3643 2979 3506 759 7050 002 9250 5656 636 376 6937 7084 0045683051 0029600857 0933323301 104 107 003 w w UNCHANGED 1
55pon 06G0016650-30 CHiBL lanase inhibitorprtein 2-e 802274 10 31165 33726 29894 84122 87776 94399 140256 114106 103810 31595 88766 119391 585UEDS 0001292877 0052960194 19 19 083 w w UNCHANGED 1
55pon 05G0016350-2C CHiBL lanase inhibitorprotein 1 408365 9 17478 18126 18335 35496 26866 3390 21264 29492 23314 17980 32107 24700 0006127339 0053756592 0,110768279 og 046 038 w UNCHANGED UNCHANGED 1
$5pon 0760020790-28 arct chaperone protin CIpC2, choropastc 13701 B a1 2858 5720 9581 9331 9531 9576 11326 8978 5130 9481 960 0000140462 0003200685 053111281 089 0% 007 w w UNCHANGED 1
$5pon 076000508014 o cysatind 498684 7 29652 46289 38433 101223 79236 79287 65870 70122 78462 38125 86582 71485 0005211926 0005322736 0139481922 118 091 08 w w UNCHANGED 1
$5pon 0260009080-1A HES 3-dehydroguinate synthase chloroplstc 123040 5 23260 28018 27378 34688 32068 39304 52807 38420 38245 26219 35353 43157 0024236953 0028465431 0212661132 0 on -029 UNCHANGED w UNCHANGED 1
$5pon 01G0007890-3C o3 enolase B2 2 14552 13000 14672 20318 27703 2a08 28650 26304 26593 14075 20815 27182 0002780072 0000137364 02388505 [ 035 013 w w UNCHANGED 1
$5pon 05G0012560-28 F10M23250 dinydrolipoyllsine-residue succinykransferase 42022 10 30279 27486 30136 64460 58165 57794 50298 50780 51597 29300 60140 50892 0000193287 255194605 0013567028 10 080 2] w w UNCHANGED 1
component of 2-oxoglutarate dehycrogenase complex
$5pon 0260049530-1C 248925 istone e 52888,72 3 30212 29083 30109 45036 39694 43355 5309 58916 58978 29801 42695 56935 0001342003 0000169387 0004816114 052 0% -0p2 UNCHANGED w UNCHANGED 1
$5pon 08G0011020-1A f— aitative fructkinase 2 196846 5 1678 1902 1904 35687 31045 31823 3148 33662 32020 1841 32852 32677 27326505 47532807 0914017772 46 415 0p1 w w UNCHANGED 1
S5pon 01GO031790-1A FsE66 huntingin-nteractingprotein K- 194849 2 26873 47730 33405 49551 anse 51748 58879 6774 51792 36002 47851 59471 0156163665 0038049054 0099249734 041 on 031 UNCHANGED w UNCHANGED 1
$5pon01GO018330-1P FaAs21 perakine reductase 215499 9 1162 3358 858 %043 70 5398 6626 5786 3013 792 1 542 0040292614 0031455445 0566109043 184 160 02 w w UNCHANGED 1
S5pon.0460017360-1° GAPCPL glyceraldehyde-3-phosphate dehydrogenase GAPCP1, 6009,30 6 0 0 0 649 7% 1047 2 2089 1359 0 829 unB - - 0,137618329 - - 083 ONICA TREAT ONICA TREAT UNCHANGED 1
$5pon 01G0012920-1A - Goamsine Mdmd::‘;’;ﬁ‘:;z dssociation Ihiitar 208746 6 29296 20114 24606 61190 53508 57059 69102 42338 35905 26005 57252 9115 0000350276 0088213381 0477839147 114 [ 02 wp UNCHANGED UNCHANGED 1
$5pon 036003641018 GRUSS monothiol gtaredasinS4, mitochondrial 197082 5 0 0 0 31677 33310 36120 40557 41020 32161 0 33702 37913 - - 0253226235 - - o7 UNICA TREAT UNICA TREAT UNCHANGED 1
S5pon1GO013330-2° sTUls gutathione transferase31 337868 8 5604 s761 5095 10543 9663 9904 12419 o771 784 5486 10036 947 0000161424 0033136743 0896959933 087 084 003 w wp UNCHANGED 1
$5pon 0260012850-28 GsTUs dutathione transferase 65T 3 321667 7 20134 17032 15846 34985 25035 2022 43168 19716 20403 17671 29881 27762 0016202047 0265946588 0,808662759 076 055 o011 wp UNCHANGED UNCHANGED 1
55pon 08GO001950-1A HEVBL amindlevulinc aciddehydrtase 301107 16 19899 22880 21404 36293 36917 31376 36927 33266 37679 21395 348652 35957 0002315017 0000831498 0647572314 o0 [v3 -0p4 w wp UNCHANGED 1
$5pon 01GO0S1580-1C HSP181 17.9K03 dass 1 heat shock potein 171697 3 20814 14734 15537 33250 36386 47086 30542 35714 32613 18362 38309 32956 0017791336 0014949837 0251926554 108 084 024 wp wp UNCHANGED 1
$5pon 076000627014 HSPT0-4 putative mediator of RNA polymerase Il transcription ~ subunit 3412438 2 17374 14686 15935 26549 25154 25027 33980 2894 28776 15998 25710 30573 0000394157 0001470377 0,050418501 058 03 025 wp wp UNCHANGED 1
$5pon 0260013930-1A P09 mmmm?:ﬂ otein, miochondria 9695,08 bl 39106 39549 39852 58698 46803 51294 69743 58999 59343 39502 52265 62695 0021332378 0002782605 0,102584784 040 07 026 UNCHANGED 3 UNCHANGED 1
S5pon02G0011520-1A P09 heatshock 70kDa protein 685085 El 42041 aa024 44361 718 57861 63312 90915 77817 80153 43776 64300 8208 0007179483 0000705628 0032481438 055 ) -037 UNCHANGED w UNCHANGED 1
$5pon 01G0033080-1A AL robable istone H2AS 3953,25 3 236601 181369 126074 379084 355856 366690 424000 388956 392028 181348 367210 401661 0,004680095 0,00286543 0057709293 10 115 013 w 3 UNCHANGED 1
$5pon 08G030160-10 . aitative transcritionfactor Hap3/NF-YBfanily 1165091 5 23355 212857 203 391363 341660 386586 32823 371108 362728 228 373203 35219 0,00090231 0001311257 0389056803 075 086 008 up 3 UNCHANGED 1
$5pon 03G0001400-28 Lo iporygenase 213245 7 0 0 0 1475 93 2070 552 3630 793 0 %13 4650 - - 0,116432185 - - 083 UNICA TREAT UNICA TREAT UNCHANGED 1
$5pon 03GO014TS0-1A ot ihydrolipoyl debydrogenase 1, choroplastic-ie 102082 7 4692 5167 w0 15533 16739 13987 24160 25086 26013 927 15420 2520 0000203134 699881605 0,000682466 165 2% -7 up 3 DOWN 1
$5pon 08G0009320-2C MED24 tioredosin- ke proteins 196596 2 33668 aa027 32928 55020 61519 54889 49791 63663 66001 36874 57276 59818 0,008063967 0020815247 0667287143 054 o070 006 up 3 UNCHANGED 1
$5pon 06GO021590-18 OH malate dehycrogenase, chloroplasticfle 2387589 2 88520 76166 76479 144151 135604 152874 88745 140989 13210 80388 140210 120648 0000579785 007298501 0235782427 op 059 026 w UNCHANGED UNCHANGED 1
S5pon 0360014480 1A MFP2 glyoxysomal atty acid beta-oxidation multifunctional 327354 20 3820 33 4618 5529 6198 6843 5533 8701 8289 424 6190 7508 0011412004 0,032361601 028333245 055 083 028 UNCHANGED up UNCHANGED 1
S5pon 05G000020-28 MHKL021 chpera;:::n::;w potin 50715 6 14058 10515 15534 2615 21128 32092 32336 2050 17588 14702 25045 23993 0026175307 010166678 0,737553875 o082 o7 o011 3 UNCHANGED UNCHANGED 1
S5pon01GO031120-1P MIROL Mitochondrial o GTPase 1 384142 16 21498 21139 18692 42235 30004 43097 51042 61380 50398 2043 38579 54408 0014502047 000071152 0046225546 092 141 -050 up 3 UNCHANGED 1
S5pon 07GD030160-1C MMDHL alste dehydrogenase 30514,37 9 2061 2007 1950 3060 s 26 279 3179 3538 2006 320 31 0000359867 0010936277 0709505836 089 064 005 3 3 UNCHANGED 1
$5pon 06GO000200-2° AL Peptidase i faily proten 795265 a 60295 49979 45382 95776 73264 75635 71671 72208 70171 51885 81558 71349 0024111253 0011940047 0227450954 085 046 019 3 UNCHANGED UNCHANGED 1
$5pon 08GOOISAI0-1A MSLL2 Coatomer subunit beta'3 57674 6 12m 10759 704 26018 2032 20682 13200 25987 26214 10258 22087 21814 0008371027 0064750496 0893376253 113 109 004 3 UNCHANGED UNCHANGED 1
S5pon07GD011420-1A ADP-VES Valicenzyme 991056 19 39839 36928 33978 83297 6208 72890 67832 105105 93842 36882 73008 88926 0004208595 0009595462 0272386246 0% 127 -028 up 3 UNCHANGED 1

T.



Tabela Suplementar 1 — Cont.

Contiole_T0_ Contole T0_ Contiole T AGNO3_05 T AGNOB_0,5.T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Conliole T ANOG_05 10 AGNG3 5,70 Teste T Tog2Foid Change CUTTTe
pr J—— Deserigio Moo pepideos  ContoleTO 1 ContoleTO 2 Coniole O 3 AGNCR 05 T AGNCA05 T AGNCE0S T AQNGGSTO AQNGGSTO ANGGSTO YRR \NeRAL[ AVERAGE AQNOR0S TOCs AgORS Tocont AgN205 TR ARMRTRT] AgiasTa DASTOTET Aguoo 05 TG AgiOLS TOCEt AgNGG 05 TRy Clusers

Arabdopsis 01 02 03 1 2 3 - 5057 AgNoss O nwole TO 10le_T0 NO3_5.T0 =" Controle_T0 le_T0 role_T0 NOB_5.T0 ™
$5pon 036003017018 PAGL Proteasome subunitalpha type-3 407446 ) £ 235 3652 9894 11792 11470 12799 13555 13524 737 11052 13293 000138231 0,000137354 0024422693 12 149 027 [ [ UNCHANGED T
$5pon.0460008050-1A o henyalanineyrosine ammoria-hse 103928 6 0 0 0 9076 6041 5627 14630 %642 8376 0 6915 10883 - - 0145226925 - - 065 UNICA TREAT UNICA TREAT UNCHANGED 1
S5pon.0160036860-18 ohp2 Purpleacd posphatase 3 86657 3 12955 18586 2312 28856 4as61 45537 67926 30501 32081 18618 39618 43503 0029139271 0,120610044 0,785630462 109 12 013 up UNCHANGED UNCHANGED 1
S5pon.0160044360-20 P sroteasorme suburit beta tpe 135363 2 9530 9397 8976 14112 15355 13362 55 13513 15935 9301 14276 11901 0,001189572 042259355 0468039806 052 0% 026 up UNCHANGED UNCHANGED 1
S5pon.0760005790-1A - pyrovte decarboxylase 1 9940,16 u 234504 2343 22210 415887 370015 410414 302866 41034 391747 226652 398772 368282 0,00032852 0013223927 0,446595091 082 o7 o1 wp up UNCHANGED 1
$5pon 01G0060870-10 . Peroxidase 2 309318 5 65586 33933 27803 113987 95582 68031 115555 82307 37351 au1 92533 78404 0,047794741 0231339947 0619629575 112 09 0 up UNCHANGED UNCHANGED 1
S5pon 03G0015030-1A PERI perodase 1 precrsor 329528 2 14010 13609 13969 20274 21811 21752 19367 18603 24229 13863 21279 20733 0,000138933 0017706462 0,780467765 052 058 004 wp UNCHANGED UNCHANGED 1
55pon 08G0009190-3C PERI peroidase 1 86738 2 14056 12718 7756 47015 13931 15056 36393 45172 20967 11510 25334 34177 0277742518 0,036483746 0,532130653 14 157 043 UNCHANGED up UNCHANGED 1
S5pon.0760014010-1A PERAG peroidase 2ile 180244 2 15888 22189 18703 30305 30382 28659 39581 21738 14330 18926 29782 25216 0004706488 0,460522387 0,576306627 065 o041 024 up UNCHANGED UNCHANGED 1
55pon 06GO007580-3C PRALPHAZ shosphofructose kinase2 1614447 2 241563 255456 253013 398727 325973 401012 503134 526710 398810 250011 37537 476218 0007453318 0,004615605 0095038121 059 033 034 UNCHANGED w UNCHANGED 1
S5pon 0860021760-18 PFP-BETAL Pyrophosphate--fructose 6-phosphate 1 32798,69 5 0 0 0 104273 95629 107494 113374 129528 102790 0 102465 115231 - - 0,209436187 - - 017 UNICA TREAT UNICA TREAT UNCHANGED 1

phosphatransferase subunit beta
$5pon 05G0010080-1A PLATL PLAT domain-contining proten il 411505 4 27915 28125 31471 3477 52779 45288 76601 42808 04 29170 4264 53378 0048054955 0,107011849 0514320537 00 o0g7 027 w UNCHANGED UNCHANGED 1
$5pon 06GOOL7440-1A 2 patatinike protein 273735 1 10806 8936 om1 3422 22083 27841 60433 18768 14760 921 27915 3120 0007024711 0215169317 0831764257 151 167 017 w UNCHANGED UNCHANGED 1
S5pon.0760016410-1A PNSLS, Photosynthetic NDH subunit of lumenal ocation 5, 11600,99 2 0 0 0 376 3703 3146 5110 %92 10582 0 3408 8528 - - 0,041439389 - - EE:] GNICA TREAT UNICA TREAT DOWN 1
Somorcon03 o o2 waa s ws sy s me e vy mme o w1 % s ves  ooumws  opmieme o o o o w o uncmver 1
$5pon 04G0002780-1A PREPL sresequence protease 1, chiooplastcmitochondil 123835 » 65117 45632 36090 67811 56721 70356 72393 87210 75002 48346 64962 78215 0,16751093 0,039066479 0,099038258 041 058 027 UNCHANGED w UNCHANGED 1
S590n.0760020330-1A PR ahosshoribosylamine-glcie igsse ik scform X1 245769 n 80 4305 552 10777 9341 11536 10476 9960 10848 5063 10551 10028 0001330166 0,000107808 0867291792 106 104 oo w w UNCHANGED 1
$5pon 0260012840-3C PURT Phosphoribosylaminaimidazole-succinoarboramide  synthase 91618 1 w27 18 1041 205 260 a2 a7 286 298 1149 2509 u79 0027459687 0,005659379 094722932 113 1m o0 w w UNCHANGED 1
SSpOn02GIORETOTB  qoayes agaTH Pyrwate kinase 1434468 9 0 0 0 18626 18028 16524 562 8105 878 0 17726 74 - - 0,000600149 - - 127 UNICA TREAT UNICA TREAT w 1
55900 0260003710-1A A1 UDP-rabinopyranose mutase 3 314348 10 12988 1326 13167 33563 25092 28574 23189 21760 19489 13134 29076 21479 0002919449 0001511334 004731753 115 o71 om w w UNCHANGED 1
55900 0360002250-2C RAPLIOAR Hevamine-A 325890 6 0 0 0 191978 100620 106927 5420 13 798 0 133175 5177 - - 0012204685 - - 489 UNICA TREAT UNICA TREAT w 1
55900 0360009390-4D RPLIEAB 05 ibosomal protein Ligalikelsoform 3 10637,77 n w611 3523 38707 69430 55077 59910 71461 70815 59638 38380 61473 67305 0008687988 0,002901405 0364184775 086 07 013 w w UNCHANGED 1
$5pon 01G0009440-1P RPL2B 605 ibosomal roten 22:2 187115 4 4580 469 2633 7361 084 6762 9535 5958 928 3969 6069 74 0157514514 0049724387 0392735502 0p1 091 0% UNCHANGED w UNCHANGED 1
5590n.0860003610-4D RPLIC 605 ibosomal protein 27 302573 5 37837 36252 39695 53269 86 55210 58248 62045 54996 37928 50442 58430 0034338979 0,00082842 0,139937268 041 052 -021 UNCHANGED w UNCHANGED 1
55900 0260011010-1A RPLS2A 605 ibosomal roten 32:1 989848 7 30740 25123 2032 47735 38340 @152 34936 4179 31831 26631 42002 36188 0007840133 0056875959 0,158921137 089 om 025 w UNCHANGED UNCHANGED 1
55900 0260011010-1P RPLS2A 605 ibosomal protein 32 975782 6 91599 74860 71609 134801 109966 119038 99165 116873 89007 79356 121269 101682 0011748072 0094479329 0,146921115 0s1 03 025 w UNCHANGED UNCHANGED 1
55900 026002338014 L 05 ibosomal prote 61 1789469 2 0 0 0 ss131 a2 59639 14397 11595 11849 0 ss371 12047 E E 000032563 E E 200 ONICATREAT  GNICA TREAT w 1
55pon 04GOO18460-1A RONIA 265 proteasome non-ATPase regulatory suburit 2 377,73 3 20364 2238 2239 4119 48407 37792 31763 45688 31578 2316 42464 36943 0003846627 0,050514043 0337617851 086 7] 02 wp UNCHANGED UNCHANGED 1
$5pon02G00SITIOIC NG 265 proteasome nonATPase reguatory suburit 11 451933 2 033 3800 6365 10382 9800 10733 9715 10179 8985 a3 10305 %26 0002961388 0,005327326 0,198618243 112 102 010 wp wp UNCHANGED 1
$5pon 01G0048240-20 RPS268 405 bosoral potein 26 16950,72 2 12624 14161 2294 31671 2005 39877 45085 47985 42164 17026 318654 45078 0064419927 0,002234801 0053372516 020 140 -050 UNCHANGED wp UNCHANGED 1
55pon 0260034090-18 RPS3C 405 bosormal protein -1 845877 10 614 0 &9 66334 53072 35847 90501 91796 95810 614 51751 92702 0004411081 4315207 0,010293753 640 72 084 w w DOWN 1
5590n.0160010940-1A RPSIC 405 bosomal protein ® 345594 7 3986 3691 2994 6038 828 6193 7571 13896 7551 3557 6953 %72 0011053139 0045536201 0,288624442 07 14 -048 up u UNCHANGED 1
Stearoyracy<armerproten; yoesaurase 1,
5590n.0360001990-20 SACP-DES chloroplastic 96860 8 19062 1 25538 36767 2177 32852 34869 0711 33302 20775 32265 36307 003554929 0,009219 0321586635 054 081 o017 w w UNCHANGED 1
earoyracyamerproten oesatrse 1,

$5pon 03G0001990-1A SACP-DES chloroplastic 72359 7 E 265 087 ar 6356 6172 &1 6137 a7 3047 768 54 0027181316 0,068653532 0229402314 108 089 039 w UNCHANGED UNCHANGED 1
S5pon.0160029110-1P SDHI-1 succinate dehydrogenase ubiquinone] flavoprotein 491678 B 2% a2 1823 5726 6318 6700 07 853 732 200 6415 7588 0,000473871 0,000260478 0087427638 167 191 024 U3 up UNCHANGED 1
$5pon0260001870-2° . protein ‘;:Z:::::::ZZ:: :‘m‘ns s 90884 8 6592 925 727 12047 10087 11684 9521 12092 10881 4 1273 10831 0004155772 0010963298 0,668170693 086 081 006 up u UNCHANGED 1
S590n.0160023340-3C SERPING proteinz 463559 0 34537 33053 32769 48738 47280 43076 56494 52055 56748 33053 46498 55399 0001421567 81688505 0,011084836 048 o7 025 UNCHANGED w UNCHANGED 1
55900, 0260030830-3C - Suurtransfersse 150316 8 28696 30433 32980 59625 a1175 38596 52082 anam2 47392 30703 46465 49015 0079431474 0,000873737 0,727457851 050 [ 008 UNCHANGED w UNCHANGED 1
S5p0n.0160011850-1 st sucrosesynthase 2saform X1 16737,03 El 363647 33496 339388 490580 518353 560588 4076 462185 415189 345510 520507 439850 0001115944 0,004576759 0,023086467 050 035 025 up UNCHANGED UNCHANGED 1
S5p0n.0760018250-1A TIEN1.110 sosaposin e 100350 3 10408 10516 11949 19886 19341 30064 38000 15607 18906 12201 23097 20171 0042785063 0,168742416 0,897179947 031 0% 007 up UNCHANGED UNCHANGED 1
$5pon 08GO011200-1A 105 000 (Development and CellDeth] domain proein 37643 3 19050 17384 18781 39338 28161 32064 20874 46209 40608 18405 33088 38910 0010021274 0013209937 0402141354 086 108 022 up w UNCHANGED 1
S590n.0860003790-28 T2P2.110 Giycosy ydrolse family 31 proten 203917 5 un 2980 2537 3806 4393 3154 32 36 535 2664 £ w3 0045904204 0,035146997 0,379605908 051 o7 -022 UNCHANGED w UNCHANGED 1
$5pon 08G020280-20 TeL2318 tativeelongationfactor 1gamima 2 563215 8 29936 20831 28937 51258 51544 51376 43557 47857 38662 29568 51393 43359 30418707 0,006722301 0,03905411 080 055 025 up UNCHANGED UNCHANGED 1
$5pon 03G0028100-18 ToM02 nitochondrialimport eceptr suburt TOM20 525108 8 5105 wr3 urs 9195 6645 34 15 11250 6261 4351 7758 862 0018696936 0070243655 0,781363227 083 093 009 up UNCHANGED UNCHANGED 1
S5pon 07GD0079T0-1A TUBB6 tubull beta-5 chain 1808069 n 12657 2m 13101 35057 31302 32088 25097 32172 30694 12836 33262 2001 71120005 0,001583176 0,184943269 137 119 018 3 wp UNCHANGED 1
S5pon 01G0032950-1A TR longatonfactor Ty, mioshondra 2047001 % 0 0 0 7973 625 7316 12854 12253 12446 0 738 12518 - - 0,000304953 - - 079 GNICA TREAT GNICA TREAT DOWN 1
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ Controle_TO AGNOB_0,5.T0 AGNO3 05 T0 ANOG_05 T0 AGNO3 5 T0 AGNO3 5 T0 AgNO3 570 Contiole_T0 AGNG3 0,510 AGNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Contole_TO 1 Coniole T 2 Contole T0 3 AQNG 05 T AGNOG05 T AGNOG 05T AGNOD5TO AGNOISTO AGNOGSTO SVERASK AVERACE T AvERAGE  AgNO3 05 TOGH AGNO3S TaCom AgNO3.05 Tuag ARMSEAST Agncos To mglﬁﬁ AQNG3.05 TOCo  AGNOG_5 TaCont  AQNGS_05 T0Ag  Slusiers.

Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO 10le_T0 NO3_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 ™
$5pon 0860025330-1C. UBQ10 polyubiquitin 1492643 10 29061 34391 32472 78966 67620 73055 85820 93179 92554 31974 73214 90518 0000321614 32019505 0012763264 120 150 031 [ [ UNCHANGED T
$5pon 0160049620-20 a3 UDP-gucose 6 dehydrogenase 1299591 bl 94642 96401 84993 150098 140866 156543 180033 148564 106844 92012 149169 145147 000058227 0,068769235 0,861852098 o7 066 oo up UNCHANGED UNCHANGED 1
S5pon.0360006820-3 UeTsEAL anthocyanidin 5,3-0-glucosyltrrsferase 36386 5 24424 21892 27611 40581 3849 43529 43126 431 27642 24642 41020 37993 0,001537174 0,069918016 0,601565902 o 052 o011 up UNCHANGED UNCHANGED 1
S5pon 076000305014 ) Jste embryogenesis abundant protein 3 1180315 9 7079 843 7752 10255 15572 8916 1877 11160 12555 7692 11581 11864 0132071726 0,001362065 0,898070157 059 063 -003 UNCHANGED up UNCHANGED 1
S5p0n.0260041800-18 R lanas inhiitorprtein 1 precursor 13739 2 a1 47580 45838 77671 80305 69366 73543 81701 83081 46913 75781 79842 0,000985373 0,000424191 0,456070268 069 076 007 up up UNCHANGED 1
55pon0260001270-20 ) Sressrelted proeintie 283588 9 0 0 0 92460 781 %73 15826 31355 27250 0 8302 2810 - - 0,026881085 - - 149 UNICA TREAT UNICA TREAT DOWN 1
S5pon 05G0013780-28 & sceyhCoh carboylse2 155849 2 8383 8410 8091 st a0 3 8367 7814 10964 804 3993 9048 0000276304 0483173445 0,00799953 105 013 118 DOWN UNCHANGED DOWN 2
S5pon.0660010370-2C oKL sdenylte Kinase & 781014 1 7891 7908 7883 07 528 w03 265 7398 762 7804 4589 6102 0001500879 0275538077 0365504625 078 037 041 DOWN UNCHANGED UNCHANGED 2
Sspon.0760037810-1D ALKTS Matine-tRNA ligase 5922,94 7 76892 82709 79120 0 0 0 63%0 78545 66017 79574 0 69507 - 0,107200993 - - 020 - UNICACONTROL  UNCHANGED  UNICA AgNO3_S 2
$5pon 05GOOL78T0-IT ALDH3HL Adehyde dehychrogenase 61343 5 21601 26659 29536 11195 17083 14005 4729 9832 15246 25932 14094 24109 0014657019 0885694708 0443785411 088 o1 077 DOWN UNCHANGED UNCHANGED 2
590N, 040024680-18 = sdenine phosphoribosylraeferase 2 701847 9 138658 117609 102802 90480 95369 79158 117873 160350 126280 119690 88336 134834 0052085327 0414222008 002834848 -0 017 061 UNCHANGED UNCHANGED DOWN 2
S5pon.0760019530-28 APXS probable L-ascorbate peroxidase 6, 6601,44 B 154360 118906 145195 0 0 0 123417 139914 142050 139487 0 135127 - 0,737803044 - - 005 - UNICA CONTROL UNCHANGED UNICA AgNO3_5 2

chloroplastic/mitochondrial
SSponOBGIOOSEIOIA g3y apaT binding 114073 2 27882 0 12524 0 0 0 31101 13968 37857 20203 0 27682 - 0257773828 - - 05 - - - UNICA AghO3 5 2
$5pon 086002249018 oo iseae eistance AP ke protein3 250346 7 am 6594 an 0 0 0 1 a7 a7 s207 0 am E 0536570166 - - ou E UNICACONTROL ~ UNCHANGED  UNICAAGNO3S 2
S5pon.0360024550-1T DAAL P-loop containing nucle oside triphosphate hydrolase 122906 9 15334 15713 16960 804 10424 879 6679 13616 18631 16002 9202 12975 0,001055816 0,435824582 0,344394256 080 030 050 DOWN UNCHANGED UNCHANGED 2
590N 08G0016040-1A o2 enclase 1 8277537 El 1217 112357 114395 0 0 0 116705 118129 109581 112656 0 114805 - 0,485060561 - - ) - UNICACONTROL ~ UNCHANGED ~ UNICA AgNO3_5 2
5590n.0160008860-1A EuLs3 ricin B1ke lectin RAOCL 2363167 2 92638 97236 95196 46100 45298 38522 59357 95782 95464 95023 43307 83534 468681E 05 039831533 0030970784 113 019 0% DOWN UNCHANGED DOWN 2
S5pon 05G0012560-4D. F10M23250 dihydrolipoyllysine-residue succinyltransferase 4507,77 n 41197 40553 41533 17466 15673 15749 35945 3659 38339 41094 16296 3690 285812606 0,005816626 236461605 13 015 118 DOWN UNCHANGED DOWN 2
component of 2-oxoglutarate dehydrogenase complex

$5pon 05G0007550-28 s Phosphoenalpyrvate carboxyase family rotein 845098 15 51908 46587 51827 12228 37466 18017 22875 40592 97105 50107 2570 54191 002455215 0861796117 024950506 115 ou 12 DOWN UNCHANGED UNCHANGED 2
55pon 08GO016550-2° [ srobabl ado-teto reductase 2 244,63 8 2690 204 2065 0 0 0 3419 138 ans 266 0 004 - 0013512147 - - 085 - UNICA CONTROL w UNICA AghO3 5 2
590N, 0460010990-1T GLYRL 2 hythony 3ocoproionate reductase 806471 n 25882 27123 22802 1796 18337 16635 21280 29172 30457 25936 17640 26971 0000604319 07290009 0032811712 -056 005 061 UNCHANGED UNCHANGED DOWN 2
S5p0n 016001336027 GSTUL7 arobable gutathione Siransferase GSTUG 52553 2 1969 24136 11561 0 0 0 23973 0 1648 12555 0 12810 - 0709878619 - - ) - GNICA CONTROL - - 2
$5pon 05GO012130-1A Hp30-2 - chloroplaticimportinner membrane translocase subunit 170571 3 19506 17704 16267 0 0 0 17641 14860 20720 17826 0 17747 - 0969495305 - - 001 - GNICACONTROL  UNCHANGED  UNICA AgNO3_5 2
S5p0n.0560027810-18 H5pa01 heat mck’:;x‘: e 1173409 Ed 53877 50246 47363 2102 3341 43076 59037 71710 59082 50495 39720 63276 0035719101 0050472222 0,010015082 035 03 087 UNCHANGED UNCHANGED DOWN 2
S590n.0560002840-28 iR sAGfarily moleclarchaperone regulator e 841277 4 37166 2052 21864 17015 18377 21105 27885 3106 32011 27027 18832 30314 0,190851695 0,563177887 0,002684288 052 017 089 UNCHANGED UNCHANGED DOWN 2
S590n.0160005150-1P 2 inostol3-phosphate snthase 641574 15 53059 agaa 58265 0 0 0 23039 48074 61534 53256 0 4215 - 0,480361956 - - 027 - UNICACONTROL  UNCHANGED ~ UNICA AgNO3_5 2
5590n.0660034800-1D oM ONA eplcaton censingfactor MCM2 143304 2 6639 7368 7467 5341 a0 4539 7138 6258 5430 7158 470 69 0004376231 0187516651 0,05253428 061 019 0@ DOWN UNCHANGED UNCHANGED 2
S590n.0760020390-3D MUGL313 diseaseesistance protein RGAZ-ike soform X1 154781 15 50641 52028 51324 11110 9613 un1 69106 64923 60012 51464 10818 64681 97369307 0,007856162 3738605 225 03 258 DOWN UNCHANGED DOWN 2
S590n.0160052330-1C Poct ayrute decarborylase 1772360 El 54992 54568 54410 34269 26978 31818 65391 63682 56721 54657 31022 61931 0000388453 0052035337 0,000819846 -082 018 100 DOWN UNCHANGED DOWN 2
5570n.0260028680-1A PED3 prefoldin subunit 3 176353 5 13887 1228 11829 7858 7858 7507 607 11637 14865 12655 7 11136 0001534858 0,56045031 0216188734 071 018 052 DOWN UNCHANGED UNCHANGED 2
S5pon.04G0017870.28 PV42A SNF-related protein kinase regulatory subunit gamma:  like: 223207 iy 55789 60478 67938 17383 45920 17658 17530 40287 58428 61402 26974 38748 0,027165078 0,1404968 0,480633421 119 086 052 DOWN UNCHANGED UNCHANGED 2
5590n.08G0010390-1A RAD23C th:: :a:nerADZZE 612085 0 102327 140164 124167 101691 97896 108986 178210 164082 153135 135553 102858 165142 0,007686867 0,032885092 0,001436042 040 028 088 UNCHANGED UNCHANGED DOWN 2
S5p0n. 04G0024560-1T RANGAPL RAN GTPase-actvatingprtein 2 197018 B a3 9336 10328 5053 an 804 7838 10688 10776 9592 4710 9768 0,000370115 0873796164 0,00698785 108 003 105 DOWN UNCHANGED DOWN 2
$5pon 05GO001300-1P R0218 seine protease 1 precursor 214750 9 18489 18568 17946 0 0 0 14811 17120 16692 18334 0 16208 - 0,04519764 - - 018 - UNICACONTROL  UNCHANGED ~ UNICA AgNO3_5 2
55700 0360002250-1A RPLIOAA 605 ibosomal protein LiGa 325890 8 95567 107277 116662 41331 37504 20038 110583 104870 93803 106502 36091 103085 0,000560733 0,685536299 0,00037713 156 005 151 DOWN UNCHANGED DOWN 2
$590n.0260057750-10 RPLIOAB 605 ibosomal roten Lidake 205,35 4 a6 5 394 1316 715 106 200 3162 083 3606 1092 E 0,01085354 0,718235697 0,007469884 127 009 118 DOWN UNCHANGED DOWN 2
S5pon.0160037240-30 RPS20A A0S ibosomal protein 20 1862264 7 326936 330155 32263 140496 150648 133428 230909 255183 315458 326518 141524 267184 4568786.06 0,078387674 0,008023183 121 -029 09 DOWN UNCHANGED DOWN 2
S5p0n.0160016990-1A RPSTA 408 ibosomalprtein 7 2091019 0 46403 3831 50957 20926 2005 25616 42253 60801 63139 45230 24989 55398 0,005453105 0,250341718 0,010059488 -086 029 115 DOWN UNCHANGED DOWN 2
S5pon07G0010170-28 RPSTA 408 ibosomalprtein 7 280521 5 1932 1408 a1 0 0 0 593 1676 3015 2709 0 761 - 0494512047 - - 082 - UNICACONTROL  UNCHANGED ~ UNICA AgNO3_5 2
55900, 0260008150-1T RPTEA 265 proteasome reguatorysubunit & homolog Al 335337 16 28979 27302 31315 15774 15820 1742 32088 23382 20417 29199 16339 26629 0,000557855 0,437435606 0,021264291 08 013 070 DOWN UNCHANGED DOWN 2
S5p0n.0360015850-1A e s adenosylmethioninesyrthase 3 087,73 8 8602 10272 9103 77 62 7563 16149 10910 11955 926 6754 13005 0,015822274 0,09308682 0,019342417 047 048 095 UNCHANGED UNCHANGED DOWN 2
$5pon 0260007660-2C oo Serin carborypeptidas-lke precursor 395065 0 110876 103576 110695 56363 63747 5021 97257 103062 118051 108382 56777 106123 0000356454 0750961376 0,002530629 093 003 -0%0 DOWN UNCHANGED DOWN 2
55p0n.0260052170-1C SDHI-1 Fumarate reductase /succinate dehydrogenase, FAD- 6812,22 16 109824 113661 106255 85425 88017 87089 130438 138740 132107 109913 86844 133762 0,000526826 0,001982282 5,946766-05 034 028 062 UNCHANGED UNCHANGED DOWN 2
S5pon 01G0023340-28 SERPIN m::::::e 578139 0 46026 46079 46059 35961 3306 32079 53399 50054 5729 46188 33955 53560 0,000411533 0,02378294 0,001141846 04 021 086 UNCHANGED UNCHANGED DOWN 2
S5pon 03G0026970-18 sH S formylltatione hdroase 130910 6 38103 39934 37127 17316 27785 21413 32230 27622 29953 38388 2158 29935 0006681187 0,005675364 0,078708207 079 -03%6 -043 DOWN UNCHANGED UNCHANGED 2
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ Controle_TO AGNOB_0,5.T0 AGNOG_05 T0 AGNOG_05 T0 AGNG3 5.0 AGNO3 5 T0 AGNOS 570 Contiole_T0 AGNG3 0,510 AgNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Onélogos de Descrico maxscore  pepiideos  Controle_TO 1 Conrole_TO 2 Contole TO 3 AGNG3_05 T AQNO3.05 T AQNO305T AQNO3STO AGNO3STO AGNO3STO AVERAGE A;‘ng‘fﬁﬂ AVERAGE ~ AGNO3_05 TCo  AgNOB_5 TaCont  AgNOG_05 ToAg ABNOS 05 T agnos 5 T0 Wrg{ﬂ AGNC3_05 TOCo  AgNO35 TOCON  AGNO3 05 TOAg  Clusters_

Arabdopsis 01 02 03 1 2 3 - 5057 AgNossTO nwoleTO r0le_T0 NO3_5.T0 =" Contiole_T0 nirole_T0 role_T0 108_5.T0 T
$5pon 066001383014 s serine hydrommethyitransferase 856358 u 41148 37829 0216 0 0 0 58335 73892 77533 39731 0 69920 - 0,007193553 - - 082 - GNICA CONTROL wp GNICA AgNO3 5 2
$5pon.0360008800-4D TaK128 AP synthase suboritbeta, mitochordrialile 25646,80 3 93545 87209 84760 55280 62788 64980 9971 100064 106344 88519 61017 102050 0002198291 0016144994 0,000352895 054 021 074 UNCHANGED UNCHANGED DOWN 2
S5pon.0160006100-1A oo UOPgcose -dehydrogenase & 415091 9 18227 144440 186899 85668 86230 83369 13262 124725 137138 159855 85089 131502 0005328592 011361847 0000240483 091 028 063 DOWN UNCHANGED DOWN 2
S5pon. 0260046580-1C WA lose somerase 36464 2 116189 115019 13229 0 0 0 34744 54563 80351 11812 0 56552 - 0011661469 - - 1@ - UNICA CONTROL DOWN UNICA AgNO3 5 2
S5pon.0160008000-1A ) Pthogenessrlatedprotein 2051893 B 43376 45092 1414 21970 32167 2797 30666 43817 59868 4394 25644 4788 00082256 086953512 0102058448 076 005 -080 DOWN UNCHANGED UNCHANGED 2
S5pon 0760012160-1A 204 gtaryCon dehydrogenase 83179 3 11599 122 14815 18241 25638 19993 0 10913 13032 13212 21290 1973 0028778353 027537337 0084794458 089 014 0m v - - 3
S5pon 01G00S7000-1C oML oHt 216535 19 0 0 0 1330 12087 13564 0 0 0 0 13297 0 - - - - - - UNICA TREAT - UNICA TREAT 3
S5pon. D4GO0080B0-1A a0z Adencsine Kinase 2 18713 u 56537 67948 5202 90299 81673 102082 64701 57980 46213 58836 91351 56298 0012745846 0741783356 001191565 083 -006 o v UNCHANGED w 3
S5pon D160017210-1A AL anine aminotransferase 2 scform X1 4103624 2 106956 85233 92739 154061 161060 161382 59773 112790 93552 94976 158834 88705 0000717668 0721170117 0011049111 o7 010 os wp UNCHANGED w 3
$5pon 0260037150-2C ALATS Matine-RNA ligase 642971 % g2 10730 4685 12563 18515 15283 7 572 307 an 15047 5930 0049703691 0312856054 0,008802851 088 050 138 w UNCHANGED w 3
$5pon 07G0037860-10 ALATS Matine-RNA ligase 6089,36 19 46693 46854 43070 100232 90574 98613 48408 42483 43002 45539 96806 4610 0000117562 0712060088 0,000150316 109 003 112 w UNCHANGED w 3
$5pon 0760003260-30 ADHIZAL autative aldehyde debydrogerase MSL 175911 » 9898 8920 439 12390 14777 12278 4150 8341 9817 936 13148 436 0012626785 0309805018 0038632075 08 034 082 UNCHANGED UNCHANGED w 3
$5pon 03G0009670-2C o aspatc proteinase oryzasin-Lile 707084 6 0 0 0 2158 350 249 0 0 0 0 269 0 - - - - - - UNICA TREAT - UNICA TREAT 3
$5pon 07GO019530-1A s Lascobate perardase Schlroplastcmtochondrl 648199 B 27759 25890 71531 144721 119338 114702 aag71 29981 85621 any 126254 53491 0008614813 0626275102 0,018845044 160 0% 124 w UNCHANGED w 3
$5pon 06GO001820-1A o aminoacsse-1 137201 1 0 0 0 5038 2863 a0 0 0 0 0 a0 0 - - - - - - UNICA TREAT - UNICA TREAT 3
$5pon 03G0017070-2C e AOPibos faton factor 1 19468,71 8 0 0 0 8417 806 7% 0 0 0 0 7916 0 - - - - - - UNICA TREAT - UNICA TREAT 3
S5pon 07G0016690-2C ot ssparagine sythetase 37887 2 0 0 0 138 2029 218 0 0 0 0 1878 0 - - - - - - UNICA TREAT - UNICA TREAT 3
$5pon 01G0047060-18 a2 uminabbinding protein -k 104934 15 21549 19925 18135 20491 34726 33080 24507 25633 2178 19670 30772 24000 002902476 0034885878 0,11259%272 055 029 036 w UNCHANGED UNCHANGED 3
$5pon 01G0035900-18 @ T-comple protein 1 subunit g 611082 2 31514 3104 28781 48029 47487 46020 3204 30985 3422 30546 4785 32750 896486605 0,16801645 0,00020075 op 010 053 w UNCHANGED UNCHANGED 3
$5pon 0760001660-2C P T-comple protin 1 subunit theta 911855 % 0 0 0 14196 12483 13615 0 0 0 0 13418 0 - - - - - - UNICA TREAT - UNICA TREAT 3
$5pon0760001670-30 P T-comple protin 1 subunit theta 82351 5 0 0 0 3503 315 012 0 0 0 0 327 0 - - - - - - UNICA TREAT - UNICA TREAT 3
55pon 05G0036590-1C sa Gathrin heavy chain 2-lke protin 647046 Bl 0 0 0 2978 3004 3247 0 0 0 0 3077 0 - - - - - - UNICA TREAT - UNICA TREAT 3
S5pon 05GO016310-2C cHBL lanase inibitorprtein - 718039 n 101234 72273 75617 184964 161579 152317 64768 135401 83976 83708 166287 94715 0003226594 0655000568 0036824058 0% 018 081 w UNCHANGED w 3
$5pon 08G0007950-28 o1 Protein D1 homalog B 1969,82 1 20261 2501 2787 3304 37574 34169 16400 2185 23833 24030 35049 20693 0001574577 0223411914 0,00500179 054 02 076 UNCHANGED UNCHANGED wp 3
S5pon.04G0014930-1P F1M123 elongation factor 1-gamma3 1333599 19 0 0 0 4495 4424 ans 0 0 0 0 4548 0 - - - - - - UNICA TREAT - UNICA TREAT 3
55pon.0660001930-28 F28P22.26 phenylalanine--tRNA ligase beta subunit, cytoplasmic- ke 243666 10 0 0 0 14111 12095 12255 0 0 0 0 12821 0 - - - - - - UNICA TREAT - UNICA TREAT 3
$5pon 04GO016800-1P FARLT_ARATH Phytosufoine recestor 8957,09 9 6213 52694 56576 67677 67253 59884 28923 45438 50213 51828 64938 41525 002921852 0221598199 0027803581 03 032 055 UNCHANGED UNCHANGED wp 3
$5pon 0260025580-3C F8As21 srobabl aldo-keto reductase 3 743,22 6 78 6138 E) 7098 7393 7587 1084 1190 4637 a9 7359 4 0047455383 0342601501 0011556117 08 o771 160 wp UNCHANGED wp 3
$5pon07GOOL6TO0-1A R femtin 2157362 n 80418 78667 80055 115295 104033 130505 30519 79797 83432 79713 116611 64583 0,008653902 042554597 0049767102 055 -030 085 UNCHANGED UNCHANGED wp 3
$5pon 05GO006050-28 oH2 dutamic dehydrogenase 124522 5 0 0 0 3719 3155 32 0 0 0 0 335 0 - - - - - - UNICA TREAT - UNICA TREAT 3
$5pon 06GOOI6170-1A e GOP-mamose 35-epimerase 2 605071 19 38856 28694 29983 79083 68677 60077 38308 46522 3327 32511 69279 39352 0004436181 0204660289 0011232859 1 0% 082 wp UNCHANGED wp 3
$5pon 01GO0I3I60-4P P dutathione S transferase GST 3 204165 4 12074 23498 19735 3722 38455 40120 13627 12284 8964 18436 38599 11625 0004339598 0,134305642 76300305 107 067 173 w UNCHANGED w 3
S5pon07GO011520-2C J—— Weatshock 70 k0 proten 16 204918 b 34197 33517 40259 68788 47783 71769 48335 44660 34297 35991 62780 42631 0026920801 0243972793 0078045373 080 on 057 w UNCHANGED UNCHANGED 3
$5pon 0260011960-28 P02 Weatshock protein 90-2 41437,12 3 0 0 0 23064 21230 229 0 0 0 0 22308 0 - - - - - - UNICA TREAT - UNICA TREAT 3
S5pon 01G0007290-2° AL istone KA 1117 4 67331 41002 41993 59216 91002 62068 34486 37126 37804 50122 70775 36472 0196004242 0,190452677 002837189 050 086 0% UNCHANGED UNCHANGED w 3
$5pon 05G0002010-20 MIB24.14 Galactose mutaratase- ke superfarily prtein 154737 8 39110 19847 35317 a1si1 43732 0123 20263 25626 237 3125 41789 2305 0158364154 0241001631 0,000561601 [ 085 086 UNCHANGED UNCHANGED w 3
$5pon 05G0008290-3C s Walate synthase,gyoqsomal 800417 % 37900 2023 27355 58551 73701 52309 26878 38700 39207 29832 61520 34928 0013897428 0427071531 0024105606 104 023 ] w UNCHANGED w 3
$5pon 01GOU06110-1P MpPhets Peptidase beta subuit 747660 8 27888 20231 27733 0713 40893 40417 2177 27528 29269 26617 40675 26658 0000305658 0985812173 0001520154 061 000 051 w UNCHANGED w 3
S5pon 07G0020390-1A MUGL313 disess resistance proten RGAZAlk soform X1 150991 1 2758 44263 43331 87936 70161 92850 38381 36058 33330 4309 83650 35923 0004337635 0,007831659 0,002477868 035 027 12 3 UNCHANGED w 3
$5pon 03G0032500-18 NAALS scthransfersse ke protin 135620 8 10577 10721 12501 18380 14671 15084 7653 10906 1792 11280 16345 10117 0015712805 045551568 0,020000069 034 016 089 UNCHANGED UNCHANGED wp 3
$5pon 03G0008370-4D T Phos hoethanolamine N-methlransfersse 1 10253 8 871 11567 10834 27840 21618 30231 10171 22695 15687 10024 26563 16184 0003884414 0,195682761 0079629664 13 083 o7 3 UNCHANGED UNCHANGED 3
55pon 08GO008I00-1A NTRL tHoredonin reductase 2 380261 0 7907 5264 767 12433 15170 13191 8545 7611 8085 6780 13598 8080 0003849234 0,193094242 0003023832 10 05 075 3 UNCHANGED wp 3
$5pon 04GD021470-18 oop obable cytosalcdligope pridase A 202070 19 0 0 0 9526 6685 8525 0 0 0 0 825 0 - - - - - - UNICA TREAT - UNICA TREAT 3
S5pon 07G0007350-28 PATLS f— 334899 19 17439 15553 15749 35300 38961 45009 20582 26882 2775 16247 39904 25080 0001404855 0019556576 0016229587 130 083 g7 3 wp w 3
S5pon07G0007390-20 PATLS ptein 1 325177 8 0 0 0 %912 98 10448 0 0 0 0 9881 0 - - - - - - UNICA TREAT - UNICA TREAT 3
S5pon0760038270-1D peNm2 olferating ell e antigen 25262 5 0 0 0 853 %9 1057 0 0 0 0 %0 0 - - - - - - GNICA TREAT - GNICA TREAT 3
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Tabela Suplementar 1 — Cont.

Convole 0 Conrole 0 Convole T0 AgNOG_05_TC AGNO3_0,5.T0 AGNG3_05.T0 AgNG3_5.T0 ANO35.T0 AgNO35.T0 Contole 0 AgNG3_05.T0 AGNGS5.70 TesteT TogZFod Change CuTITe
Acesso Ontélogos de Descrigio maxscore  pepiideos  Controle_TO 1 Contole_T0 2 Contole TO 3 AGNG3 05 T ANO3.05 T AGNO305T AQNO3STO AGNO3STO AGNO3STO (AVERAGE A‘;‘xé:‘f; AVERAGE  AgNOB_05 TCo  AgNOS_5_TaConi AgNO3_05 Toag  AENG305 T agnos s To W’ﬁ{ﬂ AQNOS_05 TOCo  AGNOB_5_TOCon  AGNO3 05 TOAG  Clusters_
Arabdopsis 01 02 03 1 2 3 - 2057 agNossTO  nwole T0 r0le_T0 NC3_5.70 % Controle_T0 nirole_T0 Tole_T0 (035,70
$5p0n 0260028680.28 Pr03 prefoldin suburit 3 210501 2 3 3 3 o s127 so 0 0 0 3 5958 0 - - - - - - GNICA TREAT - GNICA TREAT 3
S5pon. 0260017180-2C PEP-ALPHA2 pirophs phate-fuctose 6-phosphate 1 610321 2 1815 103584 121820 205734 156907 190826 120817 126989 118592 116573 182489 123333 0010709567 0225214549 0014009402 08 o1 058 w UNCHANGED UNCHANGED 3
phosphotransferase subunitalpha-ile
$5p0n 06GON04BA04P . patativlk protein2 11673 2 0 0 0 01 s 497 0 0 0 0 % 0 - - - - - - UNICA TREAT - UNICA TREAT 3
$5pon 0260052850-1C . satatnie protein 1 324988 9 21608 21367 17081 69859 43689 52004 48869 20496 15612 20019 55484 28259 0010477239 0477060167 0102927815 14 050 097 w UNCHANGED UNCHANGED 3
S5pon Q4GO017E70-1A PVaZA SNFLelated protein nase regulatory subunit gomma- fike 233,07 10 0 0 0 a8 962 6569 0 0 0 0 3 0 - - - - - - GNICA TREAT - GNICA TREAT 3
SPNOIGIIRION G407 praTH 050150953500 132705 2 0 0 0 5473 %2 817 0 0 0 0 a7 0 - - - - - - UNICA TREAT - UNICA TREAT 3
S5pon.0260002770-1A ABASA Raseatedproteln BABAS) 103121 2 0 0 0 8 075 1784 0 0 0 0 26 0 - - - - - - UNICA TREAT - UNICA TREAT 3
S5pon.0160002740-1P ABC2A Raseatedproteln RABCZa 23,97 s m 5078 601 7768 1575 7692 307 sie so17 =3 s012 %0 0161320424 013775335 004742504 3 046 091 UNCHANGED UNCHANGED w 3
$5pon O1G0025010-1A - gcinerch RNA-binding protein2 400921 4 5595 731 si01 10637 11189 &30 8 w3 3465 902 10118 5157 001173138 0702786506 0064087699 o7 00 097 w UNCHANGED UNCHANGED 3
$5pon 01G0052050-1C RHML Trifunctions| UDP-glucose 46-dehydratase/UDP-&-keto 6 370434 7 sa471 61924 s6027 97220 8a21 104680 80105 7769 2026 57774 95374 73276 0004115746 008325024 0055078379 on o3 038 w UNCHANGED UNCHANGED 3
deony-Dluccse  35-epimerase/UDP--fetorrhamnose
$5pon 0BGO003610-3C P 05 fscsomalprotein 27 329106 3 w81 a361 5093 14307 10719 14084 & 071 aon a7 13036 3 0019962021 0006730677 0005510134 050 00 101 w UNCHANGED w 3
S5pon. D4GU021030-2C woLB 5 sosomalprotein (9 488185 10 0 0 0 039 s17 5650 0 0 0 0 5635 0 - - - - - - UNICA TREAT - UNICA TREAT 3
S5pon. 0160048640-8 apsish M osomal proten 15 2121051 1 34543 34538 37652 159652 141259 150949 31406 31301 31039 35578 150620 31209 28968805 0014254046 23232605 28 019 27 w UNCHANGED w 3
S5pon 016003724018 aps208 M osomal proten 2D 1832946 4 0 0 0 140496 150648 133428 0 0 0 0 141524 0 - - - - - - UNICA TREAT - UNICA TREAT 3
$5pon 01G0006740-1 aps3a atslbosomal protein S 868985 18 0261 40895 asm1 73608 59083 73662 41889 agu3 49192 a2 68797 46395 0006779609 02259120 000214 o o013 057 w UNCHANGED UNCHANGED 3
S5pon. 0260004290-2C an Sarecrowike potein 2 304511 6 0 0 0 819 1198 79 0 0 0 0 919 0 - - - - - - UNICA TREAT - UNICA TREAT 3
$5pon 02G0007660-1A Scpus erne carboxyeptdased erecursor 397,52 1 32865 30701 32811 82399 93195 73420 27351 28983 33199 3216 83005 20844 0000907107 0292151836 0000882693 137 011 148 w UNCHANGED w 3
S5pon. 0260029860-1A v erne hydronmethyranserase 15234 5 uny 765 a9 17882 15%61 15174 3810 9606 a0 a4 16339 7152 000892368 038317138 000856761 o 037 119 w UNCHANGED w 3
S5pon. 04G002700-3D — mportn subuntbeta-1 90314 3 0 0 0 5192 6081 st 0 0 0 0 5609 0 - - - - - - UNICA TREAT - UNICA TREAT 3
S5pon 0BGO0I8720-18 P sy hdrolase faly 31 proten 215679 2 5% 4655 sst6 11525 11719 a7 ) 4612 wn 525 10730 s34 0004375388 08%08825 000969269 1 002 100 w UNCHANGED w 3
S5pon 0360015230-1A v UDP-glcuronc acid decarbowase & 42959 3 370 752 28 s3s1 5530 4085 2u85 2988 250 3047 5289 2507 0004249771 0566780868 0000402852 080 012 091 w UNCHANGED w 3
S5pon. 0760000930-1A . acaineatedlectn 3 178898 5 0 0 0 823 a9 o3 0 0 0 0 5638 0 - - - - - - UNICA TREAT - UNICA TREAT 3
55pon 03G0018740-2C . atative ety Cob acetylransferase eosalie 2 98238 7 20783 19592 279 19124 21377 18786 10757 14100 15764 21038 19762 13580 03568092 0012423855 008014 009 06 055 UNCHANGED DOWN UNCHANGED 4
S5pon 0160002150-1A 203 JR—— 693979 2 41089 36562 37450 076 43608 as189 21386 20511 29150 38354 a1 26682 0063976651 0017375567 0005063795 o7 052 089 UNCHANGED UNCHANGED w 4
55pon 07000416030 o hemogibin2 91529 2 21802 28372 31873 31009 25601 213 0 0 0 27389 33007 0 0382105244 - - 07 - - UNCHANGED ~ UNICACONTROL  UNICA TREAT 4
S5pon. 06G0007740-28 ALOHI0AS etane aldebyde dehyirogenase 530281 7 30433 29260 28438 3205 2257 26369 681 751 8153 32377 27550 7195 0317343046 0002156144 0001039007 03 217 194 UNCHANGED DOWN w 4
S5pon. 0160000620-1A - Actinrelated rtein ¢ 233927 1 25632 2570 20085 27364 21309 21345 11253 19436 18585 25102 23339 16558 0,435081453 0033863759 0111571128 011 080 050 UNCHANGED DOWN UNCHANGED 4
S5pon D160037840-18 a2 aspragne syrbetase 167766 8 65619 58338 53835 3119 52304 61258 25637 2295 an 59264 48266 31401 031375477 0018864353 020008025 030 092 082 UNCHANGED DOWN UNCHANGED 4
$5pon 04GOO1T510-4D oot Cllvassocted NEDDB-dsocited proten 749503 8 115293 105754 90887 81661 88830 104062 e 11589 13905 103978 91518 10864 0268205261 0000226288 0000305633 018 3% 307 UNCHANGED DOWN w 4
S5pon. DAGUO21320-1A 2 catalase 972802 19 431879 416869 429082 262675 aas779 311052 165514 240065 331156 425930 330835 25578 019239165 0019978479 0264910076 03 079 07 UNCHANGED DOWN UNCHANGED 4
S5pon.0660006520-3C. cocsn <ol diisioncotrl proten 48 homlogD 143921 3 1784 12512 11845 10857 12275 1179 0 0 0 12080 11683 0 0,05923808 - - 005 - - UNCHANGED ~ UNICACONTROL  UNICA TREAT 4
S5pon 0BGO021680-20 e chiinsse 10987,38 5 545575 471205 371185 24985 364640 311623 181909 160799 213559 462655 308582 185422 0063523531 0005293747 002826844 058 12 on UNCHANGED DownN w 4
S5pon. 0760008410-1A e htinase 2ike 248200 5 31284 35489 30089 um 30263 3926 7815 18574 20037 32261 32029 16143 0973984467 0024499888 0059780813 001 100 101 UNCHANGED DOWN UNCHANGED 4
S5pon.06G001650-17 - anase Inibitrproten 2 978801 9 28413 288249 2817 236286 282502 262061 151747 137701 123876 281826 260416 137788 0205125599 0000100879 0001419834 011 10 02 UNCHANGED DOWN w 4
S5pon. D4GOOL0760-3C. w2 cllvall imertase 62579 4 au7a 37933 32952 ar39 33466 3916 27879 2627 26807 35210 30977 25771 0328348117 0012067728 0030640715 08 o5 083 UNCHANGED UNCHANGED w 4
S5pon 0360024550-1A ol loop containing nuclaside trphosphate hydrolase 11930 8 26504 7251 20414 21502 30418 25012 9601 14662 20062 27753 25044 14775 0541114541 0014425365 0048088984 010 051 081 UNCHANGED DOWN w 4
S5pon.06G0006030-1A oa2sow MDH_“mwmz“;z?:;!‘;::‘;’; - 642553 3 109795 105664 171309 153598 119723 125329 67101 821 89180 128923 130216 79487 08327%3% 0089920284 001031296 006 070 o6 UNCHANGED UNCHANGED w 4
S5pon.0BGO011400-1A 2 orotein EXORDIUM 139120 4 37092 43433 e a1t 39332 31651 23300 18108 200 40886 37708 21313 0465813507 0001495084 0011086522 011 034 08 UNCHANGED DOWN w 4
S5pon.0660000420-28 2 . 452013 6 137792 139525 134070 135802 1560223 125963 86460 87604 102346 137129 135876 92137 0733394512 0001104035 0005952224 03 057 050 UNCHANGED UNCHANGED w 4
S5pon.05G0005760-30 expa2 -, 60834 2 74500 773 65681 52414 82216 0 0 0 0 72651 67315 0 0316827893 E E 011 E E E UNICA CONTROL - 4
$5pon 01G0054390-1C F0K125 mared prten prodiet a0m23 9 2 2133 2116 18550 2am7 21459 5430 818 9753 2157 21586 793 0220146638 00002332 0003475189 016 161 1 UNCHANGED DOWN w 4
$5pon 0GGOO05130-5C D162 nharacteraed prtein LOCBRG3ASS 58325 2 19792 23572 22002 19618 23811 23499 10726 15391 16977 21789 2319 14365 077587733 0026864448 002634119 0 080 ost UNCHANGED DowN w 4
$5pon 03002218014 - earyotctranslaton ntation facor 3subunit Mok 270255 7 1588 1709 381 201 395 2130 0 0 0 2% 2500 0 0681073594 - - 03 - - UNCHANGED ~ UNICACONTROL  UNICA TREAT 4
S5pon 0GG0027590-2C FisKe16 e CLp e 2445,26 15 155199 153757 112083 158971 186192 178070 96594 82615 81133 140647 17011 86781 0102737213 0021442788 0000753088 031 070 100 UNCHANGED DOWN w 4
$5pon 0260001270-1P i e wied poinile 1697,65 7 64076 59198 64931 65635 55534 67353 16202 4857 30854 62735 62861 33071 0977055468 0035610564 0041766422 000 088 089 UNCHANGED DOWN w 4
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Convole To 1 Convole To 2 Coniole_T0 3 AGNOG 05T AGNOG 05T AGNOG0ST AGNOISTO AGNOISTO AGNOISTO VERASK AVERASE T AVERAGE  AgNO305TOGH AGNO3S TGom AgNO3 05 Tuag ARMSEAST Agnoos To mglﬁﬁ AQNG3.05 TOCo  AQNOG_5 TaCont  AQNGS_05 T0Ag  Clusters.

Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO 10leT0 NOB_5.T0 wole_TO le_T0 role_T0 NOB_5.T0 ™
S5pon 016003544018 F25018.4 NADH-ubiquinone oxidoreductase B16.6 subunit 201983 4 42034 47110 47084, 37116 39279 32741 18043 22025 29329 45529 36379 23266 0,020710995 0,003587327 0,026176754 0% 097 054 UNCHANGED DOWN [ 3
$5pon 0660001930-3D £28622.26 henyllanine-RNA lgae bets subunit ytoplasic 122545 7 25710 32108 30851 25737 23795 25234 14047 21363 114 29556 20922 18841 0,085751484 0,025784761 0,069409531 025 065 040 UNCHANGED DOWN UNCHANGED 4
SSPOnO6GIOISOZ2B  agiing apaTH Glcan endo-L, -beta-glucosidase precursor 2984,18 9 22386 20715 18465 16544 21352 18433 10804 9595 13270 20522 18776 1223 0387521881 0,004055842 0012915904 013 087 o7 UNCHANGED DOWN up 4
S5pon 0260048450-1C FaAs24 srobabl aldo-teto reductase 2 199,73 4 2108 650 0 3682 31 1200 0 0 0 152 205 0 042679792 - - 080 - - UNCHANGED ~ UNICACONTROL  UNICA TREAT 4
S5pon 03600296 70-18 6 frucose-bisphasphate aldolase cytoplasic ozyme 3637690 15 51919 536369 509539 677551 560492 589950 283960 297413 330541 521701 609331 305638 007175598 000013213 0,001247524 02 77 10 UNCHANGED DOWN up 4
S5pon 01G0009280-1A ™ fumarate hydratase 1, mitochondrial-fie 177898 B 65586 67274 66551 57131 76715 55413 19485 2161 24093 66470 63086 21913 0647184309 619408606 0,004092601 008 160 153 UNCHANGED DOWN up 4
55pon 04G0008880-1P 66PD6 elucose--phosphate 1 ﬂe'hvﬂwf:aser aptoplasnic 1503,26 B 14134 15115 14163 11590 12964 12834 6304 9949 11110 14471 12462 9121 0,020965128 0,022626648 0,001728933 02 087 045 UNCHANGED DOWN UNCHANGED 4

isoform-li
55pon 04G0017360-4D cAPCPL dicerldetyde-3phosphate dehydrogenase, cyosolc 5157,58 16 25050 30570 28181 27338 23170 217 0 0 0 27934 20419 0 0180284526 - - 019 - - UNCHANGED  ONICACONTROL  GNICA TREAT 4
S5pon.0260026050-28 GGAT2 Pentatricopeptide repeat-containing protein ELIL 1518,99 2 3203 33030 25690 15833 30843 18992 5570 7839 10785 308 21889 8065 0,1774%0715 0,001280897 0,045328146 047 191 14 UNCHANGED DOWN up 4
$5pon 0760006830-3C Tt shosshoglucan, vater dikinse, chloroplasticke 198236 5 17801 14023 17231 12050 12553 15855 9604 9410 %057 16485 13486 401 0131514702 0,002587%2 0027561741 029 081 052 UNCHANGED DOWN UNCHANGED 4
$5pon 05GO002870-1A TS gutathione transferase1s 6055,85 6 8329 82500 95127 56789 90130 66454 18769 56700 63673 86959 71124 46381 0213545081 0049260195 022166319 029 091 052 UNCHANGED DOWN UNCHANGED 4
55pon 06GO016290-1A " defence-elated poteinprecusor 666702 2 262852 251682 199359 76538 20270 106416 38648 41875 98735 237964 128408 59752 0062167327 0,002976589 01827443 089 199 110 UNCHANGED DOWN UNCHANGED 4
S5pon01GO0SI9T0-1C e heatshock cognate 70 KDa protein2 4331989 3 118555 108715 112101 116417 118375 123650 62372 52895 54455 113124 119481 56574 015257938 0,000162484 659952605 008 100 108 UNCHANGED DOWN w 4
590N 0260011960-1A HSPo0-2 Complx of 80 Mterminal and gtt CSdomain 2089933 9 15549 14498 16189 12003 1139 12154 0 0 0 15412 11851 0 0002828832 - - -038 - - UNCHANGED ~ UNICACONTROL  UNICA TREAT 4
55900, 0860001270-3C P07 Endoplasmin homolog precursor 637937 3 122330 116499 12374 96006 104433 99248 64794 61010 64210 120834 99896 63338 0003149777 21061605 0,000177608 027 -093 086 UNCHANGED DOWN w 4
S590n.0760017060-3D PusL 2isopropimalte sythase 1 hloroplastc w1674 B 8795 9804 10550 9838 9537 10644 2959 2978 3084 9746 10023 3007 0672904461 0,000194707 28587905 004 170 17 UNCHANGED DOWN w 4
55900 0160055900-1 MEDI1 methyl Bincing doain11s 282396 10 61652 71462 73637 60631 52108 53493 34782 40985 46542 68917 55411 40756 004080608 0,004963571 0027306305 031 076 om UNCHANGED DOWN UNCHANGED 4
55900 0260004530-28 MKD15.11 Succinate--CoA ligase ADP- Vo;m\;g] x‘vbuml alpha-1 743129 10 260763 246688 203265 208755 215125 198538 146609 150553 183383 250239 207473 160182 0004052243 0002167756 0,01998158 027 -0p4 037 UNCHANGED DOWN UNCHANGED 4
mitochondria
55pon 04GO001T30-1A o membrane strcid-binding protein 20052 3 12469 159846 122682 116262 124189 134575 77147 85201 103650 135661 125009 88666 0465522326 0031165699 0018486949 01 061 050 UNCHANGED DOWN UNCHANGED 4
55pon.0460002660-1P MPT3 mitochondrial phosphate carrie protein 3, mitochondrial- ke 371,11 9 19197 2315 18912 26283 22576 25031 0 0 0 19808 2630 0 0022073118 - - 031 - - UNCHANGED UNICA CONTROL ~ UNICA TREAT 4
55900 0260031860-3C . methiorine synthase 16354,17 5 127081 128298 129276 157586 15693 136757 77146 92359 119730 128205 150346 96412 0031620022 0063412831 0,019104859 03 041 054 UNCHANGED UNCHANGED w 4
$5pon 07GO00TT0-1A NADP-VES NADP-dependent malicenzyme 3 406336 6 18756 18545 19547 18874 18871 2178 8922 11963 11787 18949 20306 10890 0,406835031 0,001448924 0,005645645 010 080 0%0 UNCHANGED DOWN w 4
5590n.08G0008900-3C NTRL thioredosin reductase 2 381109 9 19536 17581 2302 2122 18540 21587 13753 10506 11648 20140 20789 11969 0777360375 0,013314828 0,003907298 004 075 [o4] UNCHANGED DOWN wp 4
S590n.0160033440-1A oEP2B Outer envelope pore protein 24A chloroplstc 203556 7 42652 53649 52041 ans 43168 38536 18170 25183 41481 50114 41810 28278 0061483033 0,0425977 0,120273249 026 -083 056 UNCHANGED DOWN UNCHANGED 4
55pon 04G0008070-3C PaLL Shenyllanin fyrosine ammonia-ese 1151,03 9 6359 3870 6362 2948 a1 3962 0 0 0 5530 347 0 0251877518 - - 035 - - UNCHANGED ~ UNICACONTROL  UNICA TREAT 4
S590n.0160048710-18 PAPES Globulin2 203269 » 53533 51912 63078 40106 106047 39755 19876 33206 43676 56174 61970 32253 0807891554 0036237239 0267519593 014 -080 094 UNCHANGED DOWN UNCHANGED 4
5590n.0260048980-20 pec soteasorme subuni beta e 491047 2 184486 25219 201130 164123 177623 139064 58752 95183 168235 20312 160270 107390 0056958725 0048517041 0,196051009 035 02 058 UNCHANGED DOWN UNCHANGED 4
55900 0360038090-1C PERLZ cationic perovidase PChie 532789 n 200613 218442 208542 152579 260172 164517 137044 130184 162849 222533 192423 143359 0442277216 0,004500232 0,238802729 -021 083 2] UNCHANGED DOWN UNCHANGED 4
55pon 06GO007580-28 PEPALPHAZ shosghofructose kinase2 1356445 0 82513 87259 86424 134034 109578 134802 57953 59821 45295 85399 126138 54356 0008379592 0002925228 0,001615832 056 085 12 UNCHANGED DOWN w 4
S5p0n.0460022540-20 PFP-BETAL Pyrophos phate:fructose 6-phosphate 1- 652,00 6 2618 2778 56928 54783 25118 60970 1591 1750 2109 36430 46957 1817 0524319431 0,02820433 0,015106835 037 43 489 UNCHANGED DOWN w 4
phosphotransferase subunit beta

55900 0260040450-18. e nitochondial prohibitin complex protein2 14227,63 8 7112 2300 21041 18029 13073 15192 5917 11932 14124 20531 15431 10658 0,094549889 0032377767 0,168389376 041 095 053 UNCHANGED DOWN UNCHANGED 4
S5p0n.04G0003150-1A PLATL Woundjstress protein 491594 3 28309 29594 37704 2172 41179 35099 15367 21293 19948 32089 33283 18869 0,849943665 0,016885862 0,062003633 005 77 082 UNCHANGED DOWN UNCHANGED 4
S590n.0360021880-1A PLOALPHAL shossholase 02 354126 2 10707 mn 10921 15003 L 10227 212 17 620 10934 11514 5857 0,759545645 0,031067186 0,073736482 007 -0%0 038 UNCHANGED DOWN UNCHANGED 4
$590n.0260045710-20 PLOALPHAL shospholpase D alph 1 2731 2 1836 19954 21687 19741 14199 17756 1472 12508 12318 19996 17232 13179 0216722224 0,005229816 0,086775723 021 080 039 UNCHANGED DOWN UNCHANGED 4
5570n.0760008260-1A PPDK Chspeciic pyrvate orthophosphate dikinase 91336 0 33381 33330 34340 28763 24178 30626 15251 18956 24033 33683 27855 19413 0040016398 0,005124564 0,057000302 027 079 052 UNCHANGED DOWN UNCHANGED 4
SPON0G0TOIA  qeuypy ARATH GTpase SARL 10935 67 8 59003 56522 55167 75270 773 64264 23988 46391 42955 56897 72436 37778 0,022460438 0,05355548 0,012904338 035 -059 034 UNCHANGED UNCHANGED w 4
5590n.0260020990-30 RABAZA aselted protein RABAZs-le 309981 4 11398 12908 14067 8835 15633 9503 8083 7079 8216 1271 1324 779 0557789414 0,004215814 0,182586359 018 071 054 UNCHANGED DOWN UNCHANGED 4
S5pon 03G0007760-3C RABG3A asreltd proten RabT-le 173969 4 16682 17011 16608 17676 19838 15721 12189 12696 9398 16767 17785 11028 0,459094076 0,006649586 0,015810847 008 -055 083 UNCHANGED UNCHANGED wp 4
$5pon 03G0024570-28 RABGID asrelted protein b7 27071 6 4515 w6 am 5815 6381 277 2661 304 2us2 4554 574 239 0,048078426 0,015087809 0,007741803 033 083 0% UNCHANGED DOWN wp 4
S5pon 01GD003180-1A i3 DEAD-box ATP-dependent RNA hlcase 38 106545 9 71608 a2 66167 57023 43198 44165 15966 31601 31088 59666 48262 26218 0,335256086 0,035008919 0,0327%9976 031 119 088 UNCHANGED DOWN wp 4
$5pon 0260031000-28 1S3 DEAD-box ATP-dependent RNA hlcase 53 46987 3 7766 6073 7201 6440 6109 625 9 a1 £ 7027 6266 310 0209932931 0047814438 0,077661314 o017 070 054 UNCHANGED DOWN UNCHANGED 4
S5pon 0260023390-1P RoLIA 605 ibosomal protein -1 095,55 6 46047 48732 36780 49515 67650 63538 18802 20890 27668 43986 60234 23787 0,069534099 0,010938788 0,003899493 o5 -089 13 UNCHANGED DOWN w 4
$5pon 06G0022950-17 - 265 prteasome nan-ATPaseregultory subunit 14 102651 7 16116 17150 17862 13036 13740 12688 u3 el 3766 1703 13155 3170 0,002812981 2,686066.05 368177605 037 243 205 UNCHANGED DOWN w 4
S5pon 05GO011390-1A RPSI0C 408 ibosomal prtein $10-1 756533 8 197482 200247 212848 172588 193779 152867 106062 102919 183104 204859 173078 130695 0,065500829 0,049378448 0,214550557 02 085 o4l UNCHANGED DOWN UNCHANGED 4
S5pon 01G0044050-18 RPS27AA iquiin408 ibasomal potein $275-2-e 620497 2 351306 478291 439530 780236 33117 336077 0 0 0 423040 482577 0 07178991 - - 019 - - UNCHANGED ~ UNICACONTROL  UINICA TREAT 4
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Convole To 1 Convole To 2 Coniole_T0 3 AGNOG 05T AGNOG 05T AGNOG0ST AGNOISTO AGNOISTO AGNOISTO VERASK AVERASE T AVERAGE  AgNO305TOGH AGNO3S TGom AgNO3 05 Tuag ARMSEAST Agnoos To mglﬁﬁ AQNG3.05 TOCo  AQNOG_5 TaCont  AQNGS_05 T0Ag  Clusters.

Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO 10leT0 NOB_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 ™
S5pon 08G0006120-1A RPTAA uative 265 proteasome regultory artic Uiple-A 7605,94 12 12022 13408 13265 12803 11958 13214 6702 7402 8216 13198 12658 7840 0,245269235 0,000236067 0,000806613 006 08 077 UNCHANGED DOWN [ 3
$5pon 0360028270-18 - elenum-bindingproein 2-e 163582 7 73938 79355 70483 64135 69937 7396 3211 52842 35845 74592 69346 40269 0204450368 0007551112 0014124482 11 089 078 UNCHANGED DOWN w 4
S5pon.0760004610-3C ® ulfte reductae ferredoxin, cloroplastc 752855 23 31572 31185 30813 as6s 37312 47361 71 52 10263 31190 43839 %009 0,016997734 166225605 0,000436436 048 179 27 UNCHANGED DOWN up 4
S5pon 05GO007390-1A TIN1E0 isocirate debydrogenase NADPL-ike 308596 5 16689 21768 22110 19590 18521 25014 5120 2904 884 20855 2175 970 0922039158 0,001923011 0,001639745 o) 207 2 UNCHANGED DOWN up 4
S5pon.05G0006640-1A TINGZ2 sautidive reducase e 232,20 2 11594 11906 22666 22074 16777 15100 7590 11240 10695 15389 17984 %42 0,570399007 0219433475 0027088007 02 084 o7 UNCHANGED UNCHANGED wp 4
S5pon 05G0013460-28 14130 imaryamie ordase 252955 1 3943 E as 610 7639 5134 0 0 0 w019 6128 0 0,052825629 - - 061 - - UNCHANGED ~ UNICACONTROL ~ UNICA TREAT 4
S5pon.0760011906-1A e ansketaase, chloroplasti 182089 20 62952 60266 59163 67670 70164 63802 3275 28102 29260 60794 6725 30029 0040585909 668355605 86126605 015 102 116 UNCHANGED DOWN up 4
S5pon.0360016680-4D TOML Mitochondralimport receptor subunit TOMA0-1 102,97 8 2115 18 293 2764 am 1789 0 0 0 263 m 0 0899706568 - - 003 - - UNCHANGED ~ UNICACONTROL ~ UNICA TREAT 4
S5pon.0160007220-1A - erine/tireonine-protei phosphatase PP1 sczyme 2 143908 8 30305 33804 34879 2730 20208 23162 6850 6186 793 3296 22700 6776 000577382 50319305 0,000308061 054 28 17 UNCHANGED DOWN up 4
55900 0160007630-1A TuB3 wbulin lpha-2 chain 363740 10 2% 917 1163 1083 1065 1761 0 0 0 1002 12% 0 0312469834 - - 036 - - UNCHANGED ~ UNICACONTROL  UNICA TREAT 4
55900 0360022020-1P - Ubiqutin carboxyhteminal hyrolase 231353 s 71408 68784 7505 58189 9738 52564 18526 44020 924 71788 53496 37257 0,004053049 002335009 0,173021887 -0 0% 052 UNCHANGED DOWN UNCHANGED 4
$5pon 03G0039270-1C sao polyubiautin 1492643 9 13816 16377 14838 16846 14025 15585 8919 9684 9619 15010 15619 9407 0583460386 0,002024503 0,00110539 006 087 o7 UNCHANGED DOWN w 4
590N 0160049620-18 Ve UDP-gucose 6dehydrogenase 12938 2 10464 10876 9589 8608 8050 8972 5258 79 3751 10310 85 59 0019076249 0,000617319 0,001617693 027 116 089 UNCHANGED DOWN w 4
$5pon 04GOOL7180-1P VA Veype proton ATPase catalytc suburit A 829034 31 77 bz 2%9% 3100 3107 2938 0 0 0 m1 309 0 0006300548 - - 016 - - UNCHANGED ~ UNICACONTROL  UNICA TREAT 4
55pon 04G0018380-1A e shosphatase 2059 108994 3 44087 35710 33976 28012 25504 25600 16363 12639 15227 37925 26372 14723 0023181987 0002189167 0,001067361 052 13 op UNCHANGED DOWN w 4
5590n.0260046580-20 A ose somerase 361649 2 100795 99779 98227 97937 163908 101781 36552 57401 84531 99600 121209 59495 0369567241 004868114 0072709263 028 074 103 UNCHANGED DOWN UNCHANGED 4
55900, 06G0009570-1A Vet Oblke ATPase 1 478687 » 29511 24008 27034 27892 2529 26738 0 0 0 26851 26387 0 081621563 - - -003 - - UNCHANGED ~ UNICACONTROL  UNICA TREAT 4
590N 0260022620-1A . Pathogenesis-related protein 1 182880 6 200700 29172 205563 129992 204394 150988 32210 83006 107483 211812 161791 74233 0103749924 0004481271 0,049098436 039 -151 12 UNCHANGED DOWN w 4
55900 0260022620-3D . pathogenesiselaed. protein 1 114094 8 172891 184365 157024 105445 168953 110278 57507 68788 107022 172427 129559 7772 0121858572 0,005241089 0,105839353 080 114 o UNCHANGED DOWN UNCHANGED 4
590N 05G0017050-1A . Chiinase 2 447,09 6 94086 84792 87813 71313 107671 72569 56897 50879 60068 88397 83851 55948 0700963287 0,001014709 0084412678 -008 -087 058 UNCHANGED DOWN UNCHANGED 4
55900 0260001270-1A . autative istone-argiine methylansferase 14 154838 3 35012 26500 2719 27548 25590 25356 13938 14761 11668 28877 26165 13456 0467305716 0,010906417 0,000390382 014 110 0% UNCHANGED DOWN w 4
S59on.0160027970-20 AOHL lcohol dehydrogenase 1 29194 66 2 0 0 0 0 0 0 31916 26045 26663 0 0 28208 - - - - - - - UNICATREAT  UNICA AghO3 5 5
590N 0460015030-28 oML aminope pidase M1-A 526584 3 0 0 0 0 0 0 25 3693 280 0 0 2% - - - - - - - UNICATREAT  UNICA AghO3 5 5
55900 0160052180-1C oxt Crain &, Lascarbate peroridase 84502,23 20 29203 29876 28997 36295 36098 38097 75100 79471 72685 29359 36830 75752 0000411093 206131605 48504105 03 137 104 UNCHANGED w DOWN 5
55900, 0860021490-18. o2 ssparagine sythetase 75316 5 8488 18182 17066 8335 14463 7931 31310 217 20233 14579 10243 24920 0308681812 008351002 0,020150829 -051 o7 128 UNCHANGED UNCHANGED DOWN 5
55900 0160022650-1A ATKRS1 ysine-{RNA lgase coplastic 276413 0 21023 27379 29747 17835 20964 22896 31843 45209 40263 26050 20565 39105 0,140776302 0,049669822 0,011289822 034 059 0% UNCHANGED UNCHANGED DOWN 5
$5pon 01G0041400-18 e Shsignaling kinase 2 1075,90 10 0 0 0 0 0 0 17838 16462 25221 0 0 19840 - - - - - - - UNICATREAT  UNICA AgNO3_S 5
S590n.0160026910-2C os2 Egortin 1589,72 1 12119 un7 11636 11534 12615 12913 19071 21995 22861 1831 12354 21309 0,304034382 0,001204831 0,001836932 006 085 079 UNCHANGED w DOWN 5
$5pon 04GO025740-18 - copper transport protein ATXL ke soform’ 2516748 7 156085 255659 219306 251190 31472 363148 495636 589138 511476 210350 308603 532083 0086843071 0,00142462 0,0067333%6 055 13 079 UNCHANGED w DOWN 5
S5pon 056001237011 arct Double Clp-N motif-containing P-loop nucleoside 93167 B 0 0 0 0 0 0 20591 13809 14514 0 0 16305 - - - - - - - UNICA TREAT UNICA AgNO3_5 5

triphosphate hydrolase superfarmily protein
590N 0460021090-1A oNGoB2 uBi5CO arge suburit bining prteinsuburitbeta 611938 Ed 5723 66647 62971 92135 87531 83688 147154 114478 142967 62281 89451 134867 0000901171 0002401613 0,011833467 052 11 -059 UNCHANGED w UNCHANGED 5
S590n.0460021080-1A CoNGOB2 WBISCO frgesuburit-biding rotein suburit beta 524867 El 20548 20804 21123 20113 2012 2192 35849 27093 33019 2085 um 31987 0357691238 0,012471199 0,020121885 006 052 055 UNCHANGED u UNCHANGED 5
SPONUIGIOITTIOB  pyyecs ARaTH FAD/NADIPbinding oxidore uctasefamil proteln 42776 2 12595 11407 10767 11096 9910 10752 18728 14227 15810 11590 10586 16255 0192447274 0,030548399 0,014212417 01 049 082 UNCHANGED UNCHANGED DOWN 5
5590n.0160009260-1A um fumarate hydratase 1, mtochondriak-ie 156253 1 0 0 0 0 0 0 2599 29536 32110 0 0 29205 - - - - - - - UNICATREAT  UNICA AgNO3 5 5
S5pon. 04G0017360-1A cAPCrL dcerldehyde-3phasphate debydrogenase, ytosolc 1004654 0 47506 54034 54488 70108 62032 63562 93748 83415 84082 52009 65367 87082 0,015315814 0,000959088 0,006143149 033 o7 041 UNCHANGED u UNCHANGED 5
S590n.0560020230-1A o1 arobable indole-3-acetic acid-amidosynthetsse GHB 111,80 4 0 0 0 0 0 0 7443 6049 6913 0 0 6302 - - - - - - - UNICATREAT  UNICA AgNO3 5 5
S590n.0760002550-3C at dutamate synthase 2 WADH] chloroplstc e 153280 0 am ars2 5086 6206 5076 m 2410 14327 13238 819 18 16992 0,084548148 0,019720115 0,028221424 031 181 150 UNCHANGED u DOWN 5
S5p0n.0760006130-1A an gutsmate synthase 2 NADH), choroplstic-ie 1496,01 21 0 0 0 0 0 0 5101 3074 251 0 0 3662 - - - - - - - UNICATREAT  UNICA AgNO3 5 5
S5p0n.0460010990-1A 6LYRL 2-hydroxy-3oxopropionate  reductase 7887,00 5 19353 2004 18632 16268 14996 14799 23057 27379 27767 19396 15354 26068 0003342911 0,013345607 0,002458237 03 o043 076 UNCHANGED UNCHANGED DOWN 5
S5p0n.0460024720-18 - potein g 45197 2 6098 3637 4641 25712 623 4647 ams 26582 62039 a2 12194 43780 0338207838 0,019189991 0,061916497 135 319 184 UNCHANGED u UNCHANGED 5
S5pon0760013140-1A 65TFL3 gutathione Stransfersse & 1937,95 2 0 0 0 0 0 0 98107 64546 65919 0 0 76190 - - - - - - - UNICATREAT  UNICA AgNO3 5 5
S5p0n.0660022030-18 HRL ypersensiiveinduced res porse proten 2 39212 9 9679 o 10415 11689 9541 10966 19831 16688 15970 98 10732 17497 0270778868 0,003312686 0,007298475 012 083 071 UNCHANGED u DOWN 5
S5pon01G021320-17 HSP70-10 heatshock 70 kD3 protein 10825 66 El 109630 109092 109926 142004 109663 12186 197940 158862 150019 109549 12384 168940 0191564896 0015689478 0063505941 018 052 oM UNCHANGED wp UNCHANGED 5
pUtaIVE MeQIaor Or KA poiyMerase I ranscrpuon
S5pon 07G0006270-28 HSPI0-4 subunit 37c 4299032 0 57893 51310 50710 64046 61578 61026 9028 75932 83343 53305 62216 83168 0,022926627 0,003208258 0,007750331 02 054 042 UNCHANGED u UNCHANGED 5
S5pon.0160051980-1C HSP70-4 putative mediator of RNA :“W’“;;Ef! Il transcription 1899,53 2 2510 286 199 2797 3178 3602 6676 5357 4380 264 3192 5471 0,028172144 0,009282174 0,031883385 050 127 078 UNCHANGED uP DOWN 5
subunit37¢

S5pon 08G001270-1A P07 endoplasin homolog 485714 7 0 0 0 0 0 0 12210 11530 12135 0 0 11958 - - - - - - - NICATREAT  UNICA AgNO3 5 5
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Convole To 1 Convole To 2 Coniole_T0 3 AGNOG 05T AGNOG 05T AGNOG0ST AGNOISTO AGNOISTO AGNOISTO VERASK AVERASE T AVERAGE  AgNO305TOGH AGNO3S TGom AgNO3 05 Tuag ARMSEAST Agnoos To mglﬁﬁ AQNG3.05 T0Co  AGNOS_5.TOCont  AQNGS_05 T0Ag  Clusters.

Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO 10leT0 NOB_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 ™
$5pon 0260014080-1A HIB2 histone H283 33817,27 7 58622 61393 63318 71553 82327 83272 90251 110828 98468 61121 79051 9989 0,010978908 0,003220927 0042194211 037 o7 -0 UNCHANGED up UNCHANGED 5
$5pon.0460019550-17 %) Fisopropyimalate dehydratase large subunit 329579 7 0 0 0 0 0 0 8063 5120 2009 0 0 5730 - - - - - - - UNICATREAT  UNICA AgNO3_5 5

chioroplasticike isoform X2

S5pon.0360007460-2D st Hongatin facor2 151,52 9 41761 41506 31303 29302 2714 30820 50028 60567 57583 38190 28292 56059 0064334132 0018525332 0,001579082 083 055 0% UNCHANGED UNCHANGED DOWN 5
$50n.0360001400-1P a1 ipoxygenase 2092,25 9 5683 6409 828 6400 11784 9% 11037 %02 1123 673 7493 10654 0,840791793 0,024178494 0236262994 010 01 051 UNCHANGED up UNCHANGED 5
S5pon.0260004530-1A MKD15.11 Succinate--CoA igase ADP-forming] subunit alpha-1 583644 1 87090 78346 77530 12332 111509 112487 136847 148149 163402 80989 112109 149466 0000536381 0,001166605 0,008330211 o047 088 041 UNCHANGED up UNCHANGED 5
S5p0n.0360000280-2P NoRs-2 srobable nucolarprotein 52 124833 1 1047 7578 11478 20020 16151 17830 65256 31897 38246 9834 18001 45133 0007237517 002655465 0057749204 0g7 22 133 up up UNCHANGED 5
S5pon0160019170-1A NuaL aucleolin 2-e 54421 5 8 6656 9966 10528 10854 14489 19418 15838 14145 8133 11957 16468 0075025039 0,010444585 0087858715 056 12 046 UNCHANGED up UNCHANGED 5
55pon 04GO016800-1A - roteasorme subunt beta tpe 891348 6 0 0 0 0 0 0 1481 51 2503 0 0 265 - - - - - - - UNICATREAT  UNICA AgNO3_5 5
590N, 04G0030660-1C - ShetoacyCo thiolse 2, peroxisomabe 16768,90 2 8 7567 m 10883 11335 11036 20586 20548 25066 7572 11085 22067 24051505 0,000645134 0,001877664 055 154 0% UNCHANGED w DOWN 5
590N 0460011700-1A PERSL peroidase 2ile 383870 9 0 0 0 0 0 0 13324 6634 5980 0 0 8646 - - - - - - - UNICATREAT  UNICA AgNO3_5 5
55900 0160009220:3 PERS2 peroidase 70 617,40 4 0 0 0 0 0 0 39665 2397 16450 0 0 26681 - - - - - - - UNICATREAT  UNICA AgNO3_5 5
$5pon 08G0007750-28 PERS2 peroidase PT-ile 374355 5 3876 370 2 w1 530 3581 715 5088 5415 3108 4101 5973 0368897809 0032410808 0,118330739 027 081 054 UNCHANGED w UNCHANGED 5
55pon 0360006890-30 - ATP-dependent & phosphofructokinase 61 98490 5 0 0 0 0 0 0 s 5301 387 0 0 4535 - - - - - - - UNICATREAT  UNICA AgNO3_5 5
$5pon 05G0002180-1A PGDHL 0.3 phosphoglcerate dehydrogense 1, cioropastc 27842,10 2 168765 167374 159492 132792 31 144548 232183 251704 251728 165210 129884 205204 002302543 0,000357893 0,000546689 035 057 092 UNCHANGED UNCHANGED DOWN 5
590N 04G0016140-1A PRUIE peroedoin 22, chloroplsicie 172565 2 0 0 0 0 0 0 8736 6192 9%78 0 0 a0 - - - - - - - UNICATREAT  UNICA AgNO3_5 5
590N 0360010240-1A [, GTP-binding nucear protei Ran-2 920953 8 11193 11690 12103 16446 18804 13982 20207 19216 25890 11662 16411 23100 0028522501 0,00479839 005173794 049 0% 049 UNCHANGED w UNCHANGED 5
$5pon 04GO0074I0-1A RANGAP2 RAN GTPase-actvating protein 2 10721 4 0 0 0 0 0 0 2036 235 263 0 0 25 - - - - - - - UNICATREAT  UNICA AgNO3_5 5
5590n.0860003190-28 - envataminBlie 636786 5 0 0 0 0 0 0 74308 4691 19209 0 0 46866 - - - - - - - UNICATREAT  UNICA AgNO3_5 5
$5pon 07GO012580-1A RPLISC 605 ibosomal protei s 641711 7 40414 41640 40967 9102 45631 43082 67904 73478 63288 41007 47551 68222 0004846998 0,000783348 0002772328 [ o7 052 UNCHANGED w UNCHANGED 5
590N, 0460024940-2C wL5C 605 ibosomal protein 5 726397 9 88516 102125 94822 124526 111529 ummn 157501 150913 129228 95154 117942 145881 001378078 0,005711572 0,040148656 031 052 -031 UNCHANGED w UNCHANGED 5
590N 0860012290-20 RPSI7D 105 bosomal protein 5174 1182017 9 0 0 0 0 0 0 1932 1850 2530 0 0 2104 - - - - - - - UNICATREAT  UNICA AgNO3_5 5
$5pon 04G0022010-2C po— serine carboxypeptidase 26-lke 461891 10 11383 11904 9860 13217 17162 14215 15457 21040 25382 11049 14865 20626 0045848992 0031055686 0137275281 03 0%0 047 UNCHANGED w UNCHANGED 5
S5pon.04G0017550-28 STRL thiosulfate/3-mercaptopyruvate sulfurtransferase 1, 1914,97 3 0 0 0 0 0 0 22380 13398 12051 0 0 15943 - - - - - - - UNICA TREAT UNICA AgNO3_5 5
5590n.0160048510-18. 088203 m::::::a‘ 2037,13 3 118479 75876 109635 110342 102180 135944 25910 191418 13712 101330 116155 184817 0419478394 0044702708 0068773795 020 0g7 087 UNCHANGED w UNCHANGED 5
$5pon 05GO007390-28 T1N150 isocirate debydrogenase NADPLike 20044 3 m9 811 6895 12992 10960 10313 16150 17622 16957 7 142 16910 0010423276 75862605 0,003847028 083 120 057 w w UNCHANGED 5
$5pon 04G0002700-1A 1601111 mportin suburitbeta-1 90785 3 35086 37657 39144 41676 46144 39865 62630 63311 59930 37296 42561 61957 0,075833513 96346505 0,000810361 019 o7 054 UNCHANGED w UNCHANGED 5
55900 0160020070-28 Tict10 Brotein TICL1, chloroplasic 59797 6 26754 27138 19733 29056 27029 37225 43541 50735 5295 20582 31104 48857 0170935265 0,002541926 0,012559618 03 0% 085 UNCHANGED w DOWN 5
55900 0360019150-1A TIF3AL Eukaryotc transaton niiation fctor 3 suburitA 115420 3 0 0 0 0 0 0 68 813 7590 0 0 7464 - - - - - - - UNICATREAT  UNICA AgNO3_5 5
S5p0n.0760011900-28 w2 Maize Transketolse in complex with T 5021,75 2 28976 27219 27361 28895 29933 29534 71298 6229 63637 27852 29850 65655 0066467697 0,000199442 0,000224027 008 124 116 UNCHANGED w DOWN 5
$5pon0160007220-30 Toppd Seineftheonin-protein phosphatase PPLisozyme 2 1427,09 7 0 0 0 0 0 0 16966 22790 26921 0 0 226 - - - - - - - UNICATREAT  UNICA AgNO3 5 5
S5p0n.0460024220-18 TRewd ioredonin M-ype 5040,88 4 8895 9551 10083 10527 6059 3 17588 14614 16832 9509 8644 16345 0,564624677 0002025736 0,008700405 014 o 092 UNCHANGED w DOWN 5
S5p0n.0160027630-1P TUBG loha tubulint 2712719 u 7524 74985 68930 112336 105248 118536 234165 24153 200459 73053 112040 222592 0,000863459 366536605 0,000169903 052 161 -099 up u DOWN 5
S590n.0160029450-30 TUsBs Tubalin bets-4chain 2348397 1 10687 11258 10189 1 11037 11493 17%1 16717 16637 10711 1214 17105 0212729334 0,000267031 0,000198502 007 058 061 UNCHANGED w DOWN 5
5590n.0860007100-4D VAR V-type proton ATPase subunit 82 972130 2 14508 1M 13612 10129 13972 12747 18442 17554 19907 13964 12283 18635 0222956469 0,003212343 0,008679873 019 ] 080 UNCHANGED UNCHANGED DOWN 5
5590n.0860002450-30 w2 robable proein phosphatase 259 104593 4 14302 14339 14771 17724 722 16764 45208 33374 28552 14484 17204 35711 0,000963471 0,012764848 0,020364937 025 13 105 UNCHANGED u DOWN 5
$590n. 016002102028 owetemperature-induced 65 Da prteln 22325 5 4053 a0 3503 3305 1762 3627 12006 1714 14933 3900 6261 12884 0439960929 0,000999335 0,087149983 088 172 104 UNCHANGED u UNCHANGED 5
5590n.0660009790-1A A03 sconitasel 2286719 s 103433 185267 141369 18422 18080 21924 07 1321 1752 143357 19475 10003 19613607 21521507 0,00781773 288 38 035 DOWN DOWN w 6
S5pon.0460035560-1D ALDH287 lcehyde dehydrogenase? 183481 1 81344 69052 63757 34718 51048 50732 32507 28139 36848 71385 45799 32098 0028285581 0,002549342 0,004480917 064 114 [ DOWN DOWN UNCHANGED 6
$590n.0260041560-18 ALDH8B2 methylmalonate-semilde hyde dehydrogenase 633558 2 132100 140615 141432 81916 99808 64738 4628 86717 14175 138049 82150 82406 0006105385 0,04920549 0,9914482 075 07 000 DOWN DOWN UNCHANGED 6
$50n. 02600132201 i ac‘g::i{;:::i:::::a;;‘ke 2269571 2 231840 224539 218157 94556 164438 105098 38370 68622 101778 220845 121364 69590 000944124 0,001156982 0,142714785 089 169 080 DOWN DOWN UNCHANGED 6
55900 026001322028 o lpha-amylss scayme 3 2266857 7 267641 250427 233666 103618 200238 1373 89285 154306 239664 251911 147443 161085 0,02258659 0,111689109 0,803605197 o771 065 013 DOWN UNCHANGED UNCHANGED 6
$5pon 04G0031260-20 i lgha-amylase precuror 1472535 Y 456836 449714 400207 165248 13301 216160 165861 222660 286892 435586 260916 25138 0093076076 0,005831519 0,658056966 on 095 023 UNCHANGED DOWN UNCHANGED 6
S5pon0260013220-17 i lgha-amyiase soayme X 1150054 19 272168 249850 250284 101370 213220 113253 78921 95332 140529 25730 142614 104927 0033873657 0,001540396 0,399096351 085 129 (2] DOWN DOWN UNCHANGED 6
$5pon0260013220-27 i spharamyiaseisonyme 775123 8 8138 8826 10062 0 0 0 0 0 0 %009 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
S5pon 0260015350-1A i lgha-amyiase type A sozymede 419817 n 46691 48189 46933 13509 30462 17535 26313 11862 20040 anm 20502 19705 0,00645735 0,002893757 0,910085516 121 126 006 DOWN DOWN UNCHANGED 6

8.




Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Convole To 1 Convole To 2 Coniole_T0 3 AGNOG 05T AGNOG 05T AGNOG0ST AGNOISTO AGNOISTO AGNOISTO VERASK AVERASE T AVERAGE  AgNO305TOGH AGNO3S TGom AgNO3 05 Tuag ARMSEAST Agnoos To mglﬁﬁ AQNG3.05 T0Co  AGNOS_5.TOCont  AQNGS_05 T0Ag  Clusters.

Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO 10leT0 NOB_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 ™
S5pon.0260017170-1A APSL glucose-1- P"53g:ggfaggf7;‘;;&’:;;&:5%;33” subunit, 220268 1 26219 18897 18343 7981 11426 10170 11052 9411 10357 21163 9846 10273 0,014565406 0,013683847 0,722978856 110 104 -006 DOWN DOWN UNCHANGED 6
$5pon 0560015190-4D ARGAHL Iginase 1 mitcchondrial 201,94 8 92863 108229 85728 56688 91212 65419 52673 64748 64207 95606 71107 60543 0117374534 0,010475475 0394625608 043 086 03 UNCHANGED DOWN UNCHANGED 6
S5pon.0160034020-18 BGALS set-galctosidase 156401 10 67876 70009 72627 40124 39791 39589 44081 41858 45709 70171 39834 43883 255334605 0,000119675 0022914194 082 088 01 DOWN DOWN UNCHANGED 6
S5pon 05G0020210-3C o clmodulintlsted rtein 236718 4 10154 9618 9748 5856 6652 6449 8766 6519 6510 9840 19 765 0000257561 0,028455089 0,296026813 084 -0m 020 DOWN UNCHANGED UNCHANGED 6
S5pon 03G0013810-1A R NADH-crtochrome b5 reductase-ike prtein 662146 1 56262 62219 58996 22987 25450 20679 16207 23252 2713 59159 23039 224 812342605 0,000536759 0827464386 13 141 005 DOWN DOWN UNCHANGED 6
S5pon 0260025520-3C o T-comple protin 1 subunit epsion 76,47 2 082 5859 914 0 0 0 0 0 0 535 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
S5pon 0760008410-3C B chitinase 2-ile 237859 6 28496 35088 29667 16988 20055 25056 8350 14514 20475 31083 20700 14046 0,028765374 0014715484 0212208719 059 REt] 052 UNCHANGED DOWN UNCHANGED 6
S5pon 0360022700-3C o Crain &, Cyokinin dehydrogenase 1 130909 6 3231 31454 32669 19712 29736 22476 16888 21120 21885 3218 23975 19964 0,0537%0763 0,001589111 0,299700471 00 089 0% UNCHANGED DOWN UNCHANGED 6
S5pon.0460010070-1A or gbberelinreceptor GDIL2 362971 9 76477 74884, 72741 44868 64606 53412 33914 49978 62689 74701 54295 48860 0,02471345 0,037006252 0618996868 046 061 015 UNCHANGED DOWN UNCHANGED 6
$5pon 04G0011250-20 a2 Peptidyprlycis-trans somerase 2102337 1 64454 64330 66188 42986 40554 40008 29503 33380 3508 64991 41183 32684 264288605 5026505 0010489393 086 099 [£2) DOWN DOWN UNCHANGED 6
54900 0360000020-28 da170c Glcan endo-L,-heta-gcosidase G 72187 5 7598 95512 74335 15729 76067 15555 20372 11548 2006 81938 35784 20455 0095703671 0001975217 0501920088 -120 200 081 UNCHANGED DOWN UNCHANGED 6
55900, 0760010050-1 - ERBB:3 BINDING PROTEIN L 646187 2% 27888 27563 28679 0 0 0 0 0 0 28043 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
$5pon 026004164018 = su 120763 4 60812 60585 64996 48762 33408 43062 28319 36809 46646 62131 41877 37258 0012786428 0,01054552 0542655359 057 074 017 UNCHANGED DOWN UNCHANGED 6
$5pon 04G0021450-18 [ ANA helicase 2 354996 10 3527 33786 31619 19521 23866 20507 14041 25458 33662 33577 21298 24387 0001924052 0,18763705 0624804116 066 086 020 DOWN UNCHANGED UNCHANGED 6
590N, 040008180-3C A3 Succinate--CoA ligase ADP-forming] subunit beta 15062,77 7 19724 19088 19753 12420 11537 12920 11537 10719 10499 19521 12293 10918 9492956.05 232957605 0055284922 -087 084 017 DOWN DOWN UNCHANGED 6
S590n.0560012970-28 - un:harac:::::r:;juz77zx7 1589959 » 35702 37706 36847 23955 27885 2526 18272 2314 25632 36765 25689 2406 0001009789 0,003071964 0253264172 -052 071 020 UNCHANGED DOWN UNCHANGED 6
55900, 05G0007550-1A 148212 23-imethylmalate lyase-e 819583 Y 96433 85195 94386 30311 86339 a25a1 15985 29554 62732 92005 53064 36090 0088257397 0017425647 0482628909 079 13 056 UNCHANGED DOWN UNCHANGED 6
55pon 06GO006070-28 Fl683.14 regultor of chromasome condensation3 51436 2 85054 74459 66879 1878 42690 38700 a7 4345 40037 75464 41088 4236 0003142109 0,005506917 0285611462 088 077 o1 DOWN DOWN UNCHANGED 5
5590n.0560000280-1A £22065_120 sspatc proteinase nepenthesin-2precusor 167780 3 80980 93517 89684 62469 62409 59350 32939 29231 67804 83050 61409 ane 000228415 0025219751 0216321047 052 102 050 UNCHANGED DOWN UNCHANGED 6
5590n.08G0008980-1A 231280 Uncharacterzed conserved proten (UCPO30210) 369904 7 122181 126602 113512 47789 84112 46612 48482 1871 63490 120765 59504 51281 000896549 0,000740348 058516083 10 124 021 DOWN DOWN UNCHANGED 6
5590n.0860009380-1A F28P2226 ohenyllanine-tRNA ligas bets suburit, oplastic 112435 6 E 5068 = 0 0 0 0 0 0 450 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
SSpONOSCONI0IC  paing agaTH ducan endo-beta lcosdase-e 298418 8 181071 130537 116360 78515 96166 83022 77169 6391 88496 129323 84568 76552 0009351754 0,006337306 0,44525023 061 076 o1 DOWN DOWN UNCHANGED 6
S590n.0160032460-1A FEI38 Late embryogenesis abundant roteingroup 2 6182,00 7 1373 10163 11190 4687 5453 5438 3669 5298 6988 10911 5193 5318 0000225159 0,005562054 0905189301 107 104 003 DOWN DOWN UNCHANGED 6
590N, 0460029560-2C - bifunction! rotein FolD 4, chioroplstc 366388 4 9303 9592 10475 2964 6427 337 o723 5607 76 979 5909 5692 0002770518 0,003661773 0784151589 073 078 005 DOWN DOWN UNCHANGED 6
S5p0n.0160027450.28 CAMMAHZAX robabe Histone K2AXs 392443 3 2196 19728 21525 12303 12104 11663 10238 11159 12055 21150 12037 11151 0000279203 0,000380507 0,187928262 -081 02 o1 DOWN DOWN UNCHANGED 6
S5p0n.0760015240-1A a2 Giyceraldehyde-3-shasphate dehydrogenase 3, cytosoc 19147,68 2 24791 21366 21136 818 7541 875 3926 5816 an 2831 8145 471 0,000306002 0,000174855 0,006201834 186 2% 080 DOWN DOWN wp 6
590N 0260027310-1A o SSKT protein 168152 2 18018 27797 32459 18070 11981 15896 10300 13561 14416 26091 15316 12759 0079735977 0039728183 0305653734 071 103 026 UNCHANGED DOWN UNCHANGED 6
$5pon 01GO007T6-1A o gitamine snthetas rootsazyme § 574659 3 15161 16724 38023 1275 9708 001 u76 5864 ™1 23836 995 5190 0149088416 0,075284308 0,03730406 123 217 035 UNCHANGED UNCHANGED wp 6
S5p0n.0660023220-18 axt sctoylghtathione yasefle 318802 3 872 38 3054 125 203 2056 7% 783 765 3105 1928 2116 0017628996 0216796537 0804181233 089 055 013 DOWN UNCHANGED UNCHANGED 6
55p0n.0160038060-18 o2 Hydroxyaalgtathione hydrolase oplasmic 209800 8 ags12 54762 55092 31763 47997 28914 24970 33617 37288 52789 3625 31958 003867471 0007922149 0573839434 054 on 018 UNCHANGED DOWN UNCHANGED 6
590N 0360036410-2C GRISIS monothiol gtaredasinS4, mitochondrial 377386 8 65548 80247 83615 47591 as013 50417 51717 46488 41765 76470 7674 46657 0007503231 0,008824759 0771305187 068 071 003 DOWN DOWN UNCHANGED 6
S5p0n.0760033180-1C GsHL Gltamate-cystine lgese chlraplstc 288,01 0 5504 st51 6137 0 0 0 0 0 0 5727 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
S5p0n.0160032830-1 65TFL3 gutthione S-vansfersse GSTR2 1937,95 2 13 13817 82 0 0 0 0 0 0 %74 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
S5p0n.04G0007360-1A Hop2 sp70.Hsps0 orgariting rotein 3 495875 bl 22550 27868 30150 16824 19113 16712 15973 15204 13892 26856 17550 15023 0,017473376 0,007108821 0,063268462 061 084 02 DOWN DOWN UNCHANGED 6
5590n.0160007880-1A J— 17.9K03 dass | heat shock potein 175668 2 28570 28023 42597 0 0 0 0 0 0 33063 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
55900 0260037590-18 P09 heatshock 70 kDa prtein, mitochonril 969258 bl 55496 56125 56554 31992 25509 27957 2075 19858 19974 56058 28486 21102 0000135206 899484E.06 0,029693423 -0%8 141 03 DOWN DOWN UNCHANGED 6
55900 0260006430-28 a soclate lyase 165894 B 43508 am asa11 12644 44060 24869 879 14408 29394 43897 27191 17393 0,142786288 0,013595413 0,426274178 089 134 () UNCHANGED DOWN UNCHANGED 6
55900 0260006430-1A a soclrate lyase 158713 n 34387 3528 38265 9923 33063 18159 6195 11610 21625 35967 20515 13203 0,091773021 0,007734818 0,425526944 081 144 083 UNCHANGED DOWN UNCHANGED 6
S590n.0360010970-3C N138 AP binding mictotubue motorfamil proein 136155 8 61792 66974 59416 45973 39666 57502 42083 39735 38273 62728 47714 40160 0,057341306 0,000900098 023214 039 054 025 UNCHANGED DOWN UNCHANGED 6
$590n.0360028860-1T Loxt poxygenase 82436 B 18988 19492 19636 8784 7865 13524 6349 6010 12090 19372 10058 8359 0006175202 0,004352986 0,545264801 095 121 027 DOWN DOWN UNCHANGED 6
S5p0n.0360003670-3C e nonspecfc i transfer protein precursor 77529 2 126152 135703 128138 62305 80389 79247 48630 85413 66339 129998 73980 66794 0001014804 0,004565809 0,585247092 -081 -0% 015 DOWN DOWN UNCHANGED 6
S5p0n.0660004300-1A MDARL monodehydroascorbate _ reducasefle 163,78 0 1602 1273 1135 0 0 0 0 0 0 1352 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
$5pon 05G0008290-4D S Malte synthase,gonoms! 820437 u 17253 163250 180333 85978 133502 11022 108207 112502 152774 172012 109934 124508 0,013081982 0,034112144 0,501270328 085 -047 018 DOWN UNCHANGED UNCHANGED 6
$5pon.0160024520-1A wsi 5-methyltetrahydropteroyitiglutamate-homocysteine 2212654 7 6791 6164 7659 aaa4 4647 27 1408 3267 4319 6871 4506 298 0,005730051 0,015398 0,152199095 061 120 059 DOWN DOWN UNCHANGED 6

methyhransferase 1
S5pon 01GD047520-20 MXCs_15 Slcingfactor 38 suburlt &k protein 219066 2 53353 4023 42955 27929 20754 37280 12954 20253 27701 46777 31656 20303 0025824844 0,007965298 0091326765 056 120 05 UNCHANGED DOWN UNCHANGED 6
LaICIUM-Ge pengent 1pI-0ININg (aL s soman) ramiy

S5pon07G0025720-1P NTMC2T61 protein 265331 El 90876 82812 79786 54663 67405 77673 67726 9820 46212 8491 66580 54587 0073575559 0015797531 0271458906 04 063 029 UNCHANGED DOWN UNCHANGED 6

6.




Tabela Suplementar 1 — Cont.

Contiole T0_ Contole T0_ Controle TO AGNO3 0,5 T0 AgNO3 05 T0 AGNO3 05 TO AGNO3 5 T0 AGNO3 5 T0 AgNO3 5 T0 Controle TO AGNG3 050 AgNG3 570 Tesie T Tog2Foid Change cuTIITo
Acesso ondiogos de Descrigao mascore  pepideos  Contole_TO 1 Convole T 2 Contole T0 3 AQNG 05T AGNOG 05T AGNOG 05T AGNOD5TO AGNOISTO AGNOGSTO VERASK AVERACE T AvERAGE  AgNO3 05 TOGH AGNO3S TaCom AgNO3.05 Tuag ARMSRAST Agncos To mglﬁﬁ AQNG3.05 TOCo  AGNOG 5 TaCont  AgNOS_05 T0Ag  Slusters.

Arabdopsis 01 02 03 1 2 3 G ' ANOISTO  nwole T role_TO NO3_5.T0 Controle TO le TO role_T0 NO3_5T0 T
55pon. 026003465020 o534 zeamatin-like protein 19622,71 9 452888 440265 363307 124147 385738 170449 104705 85367 244061 418820 26778 144711 0087562446 0,008747583 0435673367 089 153 055 UNCHANGED OWN UNCHANGED 6
$5pon.0360040280-1C osm3s sathogenessdted prteinlie 660,90 9 81830 78397 6128 2550 69621 33064 25522 28398 40560 73818 41746 31493 0109330963 0,005762189 0531543493 -082 123 oa1 UNCHANGED DOWN UNCHANGED 6
55pon 08G0005160-30 - roteasome subunt beta type-3 842435 8 83348 1235 11421 80613 77533 71697 35646 66198 70041 105001 76614 57295 0031466 0025366323 015935813 085 087 o UNCHANGED DOWN UNCHANGED 6
$5pon 0260032070-1A PERL2 Caionc peroxidase P04 146229 7 56054 59525 54203 35035 36038 39188 43115 18175 26704 56594 36887 29331 0000535278 002189732 0365570062 082 035 03 DOWN DOWN UNCHANGED 6
$5pon 04G0014420-2P PRS2 peroidase P7 3514115 1 538247 516847 432089 102067 452888 212619 202523 159279 326116 495728 255858 229306 0091565698 0011059092 0828715742 095 4 016 UNCHANGED DOWN UNCHANGED 6
S5pon 0160009220-3C PRS2 peroddase3 1154692 1 212346 225679 183217 117041 170249 161364 170788 83855 86230 207081 149551 115291 0049777828 0039411959 0348232601 047 084 038 UNCHANGED DOWN UNCHANGED 6
S5pon01G0009220-2° PRS2 peroidase 2 108119 2 50149 39420 32017 14701 20698 19628 32853 19233 17867 40529 1833 23318 0016436291 0072785402 0386888684 114 080 -035 DOWN UNCHANGED UNCHANGED 6
S5pon 0360022800-3C s & phosshafructokinase 2 168462 4 20869 19467 19043 785 17427 15642 6551 457 10594 19793 13405 8581 0118225433 0001193319 0253391578 056 116 059 UNCHANGED DOWN UNCHANGED 6
S5pon 07G0004440-1A P Sroline iminopeptidase 300724 9 3137 3361 33 2082 29 1964 B8 291 25 £ 259 207 0001509498 0,101013864 070956967 069 056 013 DOWN UNCHANGED UNCHANGED 6
Sspon03G0028970-18 PMESL arobable pectnesterasepectinesterase nhbtor 51 136497 5 36236 40025 42077 18715 31108 23046 18849 27070 34106 39446 24290 26675 0019505211 005405902 0697711263 -070 -056 014 DOWN UNCHANGED UNCHANGED 6
S5pon 0BGO16530-1A L2 pathogenesi-related malze seed protein 87490 4 19192 15290 12668 2881 824 8% 6265 0 7% 15716 4986 6830 0012960926 0020015058 0885777736 166 -120 085 DOWN - - 6
S5pon 08GO014800-30 - B boxainc finge protein 2 1652935 8 14558 13952 13235 805 6864 7048 835 7078 8750 13915 79 8168 0,000488066 0,000957386 0579707038 085 o7 -008 DOWN DOWN UNCHANGED 6
S5pon.0560007230-14 e — 803446 13 121182 113438 156227 4294 116674 51378 39066 64449 92060 130282 70182 65192 0088675044 0032138788 0866976926 089 100 o1t UNCHANGED DOWN UNCHANGED 6
S5pon01GD00S050-28 FABHIE asdated protein RABHIb e 241027 2 14869 16748 17405 10837 412 10160 21 o702 10351 16341 10136 9758 0001993385 0001352426 0511516872 -089 074 005 DOWN DOWN UNCHANGED 6
S5pon0260027500-1A [ Glcineich RNAbinding protein 3, mitochondria 9034,14 6 12235 12903 11700 7574 770 &80 3057 8384 %43 12279 7364 028 0000387929 0062400871 0877219476 074 -081 o7 DOWN UNCHANGED UNCHANGED 6
S5pon1GD0G0180-10 " DEAD-box ATP-dependent RNA helicase § 200030 7 052 138 1588 0 0 0 0 0 0 2009 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
S5pon 05GO030060-18 we (ibose S phosphate omerase 290027 9 m 7993 6781 2088 238 2319 1813 257 2051 7459 264 200 0000157835 0000149637 0226609357 173 188 015 DOWN DOWN UNCHANGED 6
S5pon04G0024940-18 5C 605 ibosomal protein 5 651213 10 20665 22651 21692 14515 14960 14053 10824 %06 %836 21669 14509 %55 0,00034305 47182505 0000219287 -058 112 04 UNCHANGED DOWN UNCHANGED 6
S5pon04GD010770-3C RPS14C 405 ibosomal proten S14 fsform X2 535878 9 32645 30584 38795 21376 19860 16270 2639 20728 16751 34008 19169 21292 0,006848057 0027048516 05541096955 -083 -088 015 DOWN DOWN UNCHANGED 6
S5pon 01G0040460-18 RPSI9C autativ rbosomalprotein 519 474888 9 4815 4686 4584 0 0 0 0 0 0 4655 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
S5pon0260034090-1° APS3B 105 bosomal protein 531 936534 10 04 30 3 0 0 0 0 0 0 39 0 0 - - - - - - UNICA CONTROL  UNICA CONTROL - 6
S5pon 08GO023150-18 RPTSA 050680173100 847853 2 55024 58226 58038 32482 45357 34715 1472 25787 33013 57096 37518 24507 0008846221 0003849771 0121565132 061 12 061 DOWN DOWN UNCHANGED 6
S5pon 04GO016S10-1T . SUN domain proteint 53592 5 164675 154041 141660 73199 143732 91350 61022 71791 118740 153459 102760 83851 0084119818 0021244075 0530736887 -058 087 029 UNCHANGED DOWN UNCHANGED 6
Sspon1G0038140-2C 1170125 Vi ke seed storage protein 338004 2 76405 81004 85080 9756 43838 783 25655 15305 34783 80830 20292 2528 0007381477 0,000835159 0723802835 199 168 032 DOWN DOWN UNCHANGED 6
S5pon 08GO004210-1A T Thioredoxin 01 mitochondrial 101597 2 63331 70845 69510 43592 57221 39300 32150 36125 46323 67895 46704 38199 002264531 0,003505561 0282537542 054 083 029 UNCHANGED DOWN UNCHANGED 6
Sspon1GD027670-28 TuBs oha tubulint 2216322 2 338352 335086 318776 264040 244520 279268 225864 218456 195285 330738 262609 213202 000438377 0000435018 0022294624 033 063 030 UNCHANGED DOWN UNCHANGED 6
S5pon 01G0000280-14 TuBBs wbulln beta-2 chain 38534,77 kil 100184 98465 94448 68664 79417 69435 53614 56427 57571 97699 72505 55870 0002839116 3SITITEDS 0010429623 083 -08L 038 UNCHANGED DOWN UNCHANGED 6
S5pon 06GO027390-1P V2AF65B mRNAsplcing factor 302083 8 17015 18551 21730 12371 10308 13041 14328 13445 15563 19099 11907 14446 0011188578 0037474926 0,068708566 068 040 028 DOWN UNCHANGED UNCHANGED 6
S5pon 06GO018680-1A V2AF65B UPROASI protein AUEHT200 94753 2 54310 48259 ann 23089 33656 29617 32489 37167 41988 49347 30454 37214 0002109752 0022325036 0,1026503 -7 042 029 DOWN UNCHANGED UNCHANGED 6
S5pon0360029220-18 YiTs1 VAMPike protein Y1 691742 6 412489 383997 399483 237747 209639 233007 190244 250431 237471 398656 226798 226048 0000136785 0001002115 0972254608 -081 -082 000 DOWN DOWN UNCHANGED 6
Sspon1G0058100-1D . Pathogenesi-related protein 1 29508,37 2 64537 67091 61617 37756 55279 39177 26511 37880 51757 64415 44071 38716 0025235123 0026275386 059224073 055 073 019 UNCHANGED DOWN UNCHANGED 6
S5pon 05G0022560-18 Pathogenesis-rlsted proten 1 19076,79 1 185295 202395 193590 131206 190037 134538 81260 112548 163436 183760 151927 119081 0101033833 0037864177 0343777951 -035 -070 035 UNCHANGED DOWN UNCHANGED 5
S5pon05GO017040-1A Chitinase 2 573093 7 173320 161850 156004 95381 159010 101049 83297 77857 98788 163725 118480 86647 0097012529 0000672316 0208936233 047 -092 045 UNCHANGED DOWN UNCHANGED 5
S5pon 06G0022750-2C seed maturation protein 111865 2 89127 52436 55072 25034 34294 34544 17333 13233 25035 65545 31291 18534 0048688332 0018802732 0052182925 107 18 076 DOWN DOWN UNCHANGED 5
S5pon 076001624014 37108 AGO1 39597 4 19405 20499 21874 24862 19653 24507 25781 27957 24683 20593 23007 26140 0256580616 0,009803744 0180919122 016 0 -018 UNCHANGED UNCHANGED UNCHANGED
S5pon 03G0016720-1A 38200 argonaute104 31391 3 13098 17064 18631 1679 16884 1416 8722 17661 13852 16264 15942 13418 0871984285 0405479377 0,408362377 003 -028 025 UNCHANGED UNCHANGED UNCHANGED
S5pon 04G0002890-14 2ys P B 2ys peroxiredon 4SI 750372 15 178652 192114 186785 184399 162654 176576 185933 190880 193142 185850 174543 189985 0204511163 0405918462 0082681382 -0m 003 ‘012 UNCHANGED UNCHANGED UNCHANGED
S5pon 04G0002890-1T 2ys P B 2ys peroxiredon 4SI 232058 2 712 181130 188297 166452 157522 152534 155246 161780 184066 180516 158836 167031 0024998308 024797141 0,442610857 -018 ‘o1 <007 UNCHANGED UNCHANGED UNCHANGED
S5pon01G0026700-1° AOALTEVING SWIB/MDM2 domsin containing prtein 203538 9 48058 54922 67292 42091 60116 46136 44757 52907 66169 56757 40w 54611 0,40400939 0810952346 0567230213 -020 -006 014 UNCHANGED UNCHANGED UNCHANGED
S5pon 08GO004960-1A AOALISLNE2 Protein knase superfamily protein with 50889 3 71970 100839 81294 211944 71789 80511 106407 118886 76184 84701 12115 100482 047062698 0359378097 0679698704 052 025 027 UNCHANGED UNCHANGED UNCHANGED

octcosapeptide Phox/Bem 1p domain

S5pon 08GO013210-1A AOALI9LSSS srobable polygalacturonase 96356 6 30792 33515 33644 25027 48362 27509 16642 34542 28026 32650 3300 26536 0872856768 0315660547 0457655475 005 030 035 UNCHANGED UNCHANGED UNCHANGED
S5pon 01G0046680-1P AOALIOLSCO Alba DNA/RNAbindingprteln 131989 7 77351 72077 52293 76398 84226 62250 57622 59579 6592 67241 74292 61064 0518624326 048495592 012804192 o 014 08 UNCHANGED UNCHANGED UNCHANGED
S5pon 02G0008140-1A " longaton facor Lalghs-lle 92738,06 3 963272 1136179 942334 1170111 126753 1127989 1083218 1218010 1163440 1013928 1188544 1154890 0077772352 0125029701 0586146629 03 019 oo UNCHANGED UNCHANGED UNCHANGED -
S5pon 076000924014 " Hongationfactor L-algha 4059036 2 559544 466237 ann 482483 487998 493413 438361 576489 543419 484350 487965 519590 0931265378 0570536177 0489448013 0oL 010 009 UNCHANGED UNCHANGED UNCHANGED -
S5pon 026000526014 " longation factor Lalgha 31822,15 kil 2621 21124 19931 27493 26890 28055 21364 278 22452 125 27480 22181 0001799115 0339543546 0,0005849 037 006 031 UNCHANGED UNCHANGED UNCHANGED -
S5pon 04G0022930-30 NG adenine nucleatide translotor 343067 u 220500 203039 2371 220325 217064 208755 15156 206938 238844 215770 215381 199079 0960083199 056057551 056124285 000 ‘012 o1t UNCHANGED UNCHANGED UNCHANGED -
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Conrole T0_ Controle 70 Controle_T0 AGNO3_05.70 AGNOG_05.T0 AGNO3_05.T0 AGNGR 570 AGNO3 570 AgNOG5.T0 _Conliole TO AgNO3_05.70 ANO3_5.T0 TesteT TogzFoid Change CuTITe
Acesso ondiogos de Descrigao mascore  pepideos  Contole_TO 1 Coniole_TO 2 Contole_T0 3 AGNOG 05T AGNOG 05T AGNOG0ST AGNOISTO AGNOISTO ANOISTO AYERASE, ,AVERRCE AvERAGE AGNOG 05 TOCo AGNO3S TaGom AgNO30S Tuag ABNSEAST Aghoos T mglﬁﬁ AQNG3.05 TOCo  AQNOG_5 TaCont  AQNGS_05 T0Ag  Clusiers._

‘Arabdopsis 01 02 03 1 2 3 5057 agnoss 1o nwole To 1dle_T0 NO3_5 T0 Contiole_T0 le_T0 role_T0 NO3_5 T0 T
Sspon.0160001680-1A ma AADP,ATP carrier protein, mitochondrial 2766,76 1 61863 55138 55001 66199 70597 57514 29657 57192 60783 57334 64770 49211 0,170905299 0,465859899 0,214507562 018 02 040 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0560000400-1A ME3 Oxclate-Co ligase 45024 2 17864 19499 20301 18819 21647 19319 28228 18537 20280 19221 19928 22348 0,564962676 0,365663595 0,479587601 005 022 -017 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0008160-1A MET Acetate /butyrate--CoA ligase AAET, peroxisomal 1095,09 6 29908 36279 18528 26767 37308 26338 76912 28898 30617 28238 30137 45476 0,77848607 0,356724789 0,395491932 009 069 -059 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0260032500-1A AT acetyl-CoA acetyltransferase, cytosolic 1 3617,02 15 44855 43787 48459 46665 47175 46400 56206 51235 50714 45700 46746 52719 0,505364193 0,035534169 0,027688937 003 021 -017 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260045370-2C . acety-Conaceytranferase, ool 3039,68 10 a7 20889 2187 30594 31418 31470 17579 24195 2764 20308 32094 2179 0001685834 0392955614 001521311 041 014 055 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0360018740 1A . scetyl-Con acetylransferase,ctosolc ke soorm X1 218899 9 215 2734 22896 22869 2754 22013 14909 2117 20366 2792 22678 19130 0,483503311 0,16701163 0,178140899 001 025 025 UNCHANGED UNCHANGED UNCHANGED -
$5pon 036001027028 AATP2 Pastdc ATP/ADP-ransporer 119385 4 63627 62509 68541 63463 74502 6647 79980 58906 7859 64892 67871 72694 0482367559 0341802905 05756371 006 016 010 UNCHANGED UNCHANGED UNCHANGED -
$5pon 016006235010 a serumbone synthase 127682 4 2336 2773 23767 20648 20163 221 28768 20162 21204 25625 23677 2472 0327486917 0759128533 0667636562 011 005 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.05G0002880-2C ABCC2 ASCtransporter Cfamily member 2 361560 2 5338 6826 8080 4652 6811 9484 78 6074 6181 6748 6982 6510 0,891165526 0,800004764 0,760730445 005 005 010 UNCHANGED UNCHANGED UNCHANGED -
S5pon. 0160036530-1P Aece? ABCtransporter famly menber 2 54096 2 18084 20576 1183 18103 18339 19303 18185 2334 25804 16831 18582 284 0541520779 0177606691 0164729095 ou oa 027 UNCHANGED UNCHANGED UNCHANGED -
S5pon. 0260051760-2D e, A8Cansporter Ffamily members 41279 5 36444 20393 20481 34801 20084 36432 36802 30015 27463 28773 33506 31427 0405910335 0648487763 0587329507 o o3 009 UNCHANGED UNCHANGED UNCHANGED -
590N 0160009690-28 e Nuclear cap-inding protein subunit1 57668 3 44492 39926 43589 45031 39947 43402 43645 42295 41969 42669 42793 42636 0,954668146 0,983417097 0,925919533 000 000 oo UNCHANGED UNCHANGED UNCHANGED -
S5pon 06GU010700-1A ACEPE acfConbindingproten 872726 s 104659 146714 133104 12602 142164 119804 120194 148175 BB17 128159 129337 134562 0937307702 0677189719 0601943 oot 007 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0BG0I7120.1A ACEPE acfConbindingproten 304587 2 77890 103641 91741 100196 100450 94034 76177 99528 85263 91090 98227 86989 0408196127 070483653 0189246667 ou 007 08 UNCHANGED UNCHANGED UNCHANGED -
S5pon. 05GU013780-1A A acty-Con carbonase2 175924 7 15930 18974 13994 20033 46083 19366 15882 1227 16017 16209 28494 14375 02431491 0419520039 0189268091 081 018 0% UNCHANGED UNCHANGED UNCHANGED -
S5pon. 0260028800-1A s ATP-dirate synthase alphachan protein 3 3635,95 B 87779 84325 98954 103929 94469 99914 96145 98086 87025 90353 99437 93752 0155339332 0575210386 0263595538 ou 005 008 UNCHANGED UNCHANGED UNCHANGED -
S5pon. 06G0IBA00-1A s ATP-dirate synthase lohachan protein2 285,04 8 15847 15802 1297 20909 724 19613 22089 17055 15541 14792 19249 18228 0035426239 0191382325 067430844 038 030 008 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0360034420-2C b1 ATP-dirate synthase beta chain protin 1 6384,29 3 210143 214900 208673 229939 231690 235066 189659 173280 157858 212572 232165 173586 0001389412 0014232678 0003254708 o3 029 on UNCHANGED UNCHANGED UNCHANGED -
S5pon. 0660023260-2C 203 scontasel 27278 “ 468421 46229 a3a777 4183 43162 512989 240507 457504 465984 455142 455178 387998 0999126271 0418446255 048460603 000 05 3 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160002150-1P ACO3 Aconitate hydratase 3, mitochondrial-lle 9173,86 a3 107025 102864 94768 105180 107584 111038 65800 88023 105281 101552 107934 86368 0,184101336 0,27375671 0,135346633 00 023 032 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0160002150.28 203 Acontate hydratase 1 816584 3 82957 73864 75851 79517 84792 86999 74979 97252 92475 77557 83769 88235 0154312864 0217927648 0564752017 on 019 007 UNCHANGED UNCHANGED UNCHANGED -
‘S5pon.05G0015490-20 ACO3 Aconitate hydratase 3 mitochondrial 226237 8 17569 13398 15320 10565 8942 14785 17430 14316 14588 15429 11431 15445 0,132066406 0,992350664 0,115965809 043 000 -043 UNCHANGED UNCHANGED UNCHANGED -
‘S5pon.05G0015490-1A ACO3 aconkase2 1851,85 9 9933 9103 8964 8034 7492 9111 619 8481 8809 9333 812 7829 0,11775303 0,16092046 0,706694256 -018 025 007 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260009020-4D A2 sl carer protein3 2657466 4 23043 307940 285532 258744 252256 279450 31195 332664 337882 2272 263483 330581 0750792197 0085663813 000176751 005 08 03 UNCHANGED UNCHANGED UNCHANGED -
‘S5pon.0260009020-1A ACP3 acyl carrier protein 3 8188,53 5 4683 2723 1650 2455 2678 2706 2593 2720 2829 3018 2613 ma 0,672656754 0,749748425 0,387248032 021 015 005 UNCHANGED UNCHANGED UNCHANGED -
S5pon.04G0011260-3C A acetyl-coenzyme A synthetase 82957 7 14653 10048 11230 20083 10569 18526 21770 12580 12075 11977 16393 15475 0,24625892 0,36671785 0,841898072 045 037 008 UNCHANGED UNCHANGED UNCHANGED -
‘S5pon.0160027140-2C ACTI1 actin1 23729,90 25 123390 114333 112730 129981 122948 138907 112348 135996 128280 116817 130612 125541 0,072303751 0,321248217 0,576635119 016 010 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760016040-28 ACT? acting7 34632,9% 2 492401 450331 444846 497013 452157 511555 410911 551580 532809 462526 486909 498433 0,355312075 0,483823351 0,820527888 007 011 -003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160021190-1A ACT? actin2 32538,66 2 342108 313159 309145 340778 309634 350162 276140 360114 347779 321471 333525 328011 0,494594199 0,82775557 0,85799901 005 003 002 UNCHANGED UNCHANGED UNCHANGED -
S5pon.01G0031940-30 ACT? actin3 24099,18 2 51042 5394 53781 47213 50643 56975 60221 56255 56056 52929 51610 57511 0,684037573 0,050255246 0,13568547 -004 012 -016 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760007050-1A ACT? actin1 17075,54 2 212415 186662 191520 213255 226977 211984 173068 230129 218901 196866 217405 207366 0,09041762 0,612766204 0,608697765 014 007 007 UNCHANGED UNCHANGED UNCHANGED -
S5pon.03G0029260-18 ACT? actin? 14528,77 % 70887 73251 69002 74615 68060 73009 54668 66317 60340 71047 71895 60442 0,733713023 0,04148589 0,042499583 002 03 025 UNCHANGED UNCHANGED UNCHANGED
‘S5pon.08G0014240-1A A Acyl-coenzyme A oxidase 1723,02 15 57124 60823 59283 84949 72897 76127 69172 65369 58757 59076 77991 64433 0,007317913 0,172232696 0,045219763 040 013 028 UNCHANGED UNCHANGED UNCHANGED
S5pon.03G0021150-1P AOW acyl-coenzyme A oxidase 4, peroxisomal-ike 1065,85 6 18167 17321 15717 16027 18241 16676 17988 19227 17721 17068 16981 18312 0933225321 0,2196788 0,173481827 -001 010 -011 UNCHANGED UNCHANGED UNCHANGED
S5pon.0160031280-1A ADF4 actin-de polymerizing factor 3 28704,82 1n 276616 283093 260334 295226 259784 291217 276280 290786 252868 273348 282076 273311 0,541483477 0,9978%7 0,607227478 005 000 005 UNCHANGED UNCHANGED UNCHANGED
S5pon.01G0029430-2P ADF6 actin-de polymerizing factor 6 1565,29 2 10491 12674 12166 16337 12780 14062 17249 13417 12018 1777 14393 14228 0,100877419 0,222226659 0,934209378 029 027 002 UNCHANGED UNCHANGED UNCHANGED
S5pon.05G0016040-1P ADHL alcohol dehydrogenase 1 31018,52 3 137022 155840 142823 168816 182904 203056 222122 247608 179621 145228 184925 216450 0,025215775 0,025862303 0,228265894 035 058 03 UNCHANGED UNCHANGED UNCHANGED
S5pon.0560016040-3C ADHL alcohol dehydrogenase 1 30838,62 2 639806 623412 623198 890657 720788 759507 650219 719583 719499 628805 790317 696434 0,035374877 0,046529147 0,17105766 033 015 018 UNCHANGED UNCHANGED UNCHANGED
S5pon.01G0027980-1A ADHL alcool dehydrogenase 1 2228941 23 504113 493053 496620 528266 504847 548003 586755 503368 501533 497929 527039 530552 0,086874839 0,313134485 0914547328 008 009 -0p1 UNCHANGED UNCHANGED UNCHANGED
S5pon.05G0034560-1C ADHL Alcohol dehydrogenase 2 18931,33 2 147547 144184 135845 207468 150562 170803 240032 198528 176280 142525 176278 204947 0,118270097 0,03036086 0,315871971 031 052 022 UNCHANGED UNCHANGED UNCHANGED
S5pon.05G0034560-1T ADHL Alcohol dehydrogenase 2 18798,43 2 217567 212607 200312 326294 236796 268630 338964 280353 248935 210162 277240 289417 0,065827414 0,042010803 0,759666542 040 046 006 UNCHANGED UNCHANGED UNCHANGED
‘S5pon.04G0000870-1A ADH2 alcohol dehydrogenase class 3 6704,81 12 202854 224777 220013 180631 187982 179592 173034 163694 208976 215881 182735 181901 0,009820883 0,090879068 0,955530033 -024 025 001 UNCHANGED UNCHANGED UNCHANGED
‘S5pon.04G0030740-1C ADH2 Alcohol dehydrogenase class-3 83624 5 30985 33153 33358 29299 34220 23162 0 12555 25048 32498 28894 18801 0,334420925 0,051591115 0,107343154 -017 -079 062 UNCHANGED - - -
S5pon.06G0010370-4P ADKL Adenylate kinase & 15182,03 u 255624 250000 234174 201466 227244 183390 164138 194839 227488 246599 204033 195489 0,040477565 0,057783259 0,720873323 -027 -034 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.06G0010370-1A ADKL Adenylate kinase & 9444,67 3 13368 12365 12262 12404 12200 11292 10075 10844 11572 12665 11965 10830 0,227199427 0,030227111 0,108413321 -008 023 014 UNCHANGED UNCHANGED UNCHANGED -
‘S5pon.04G0008080-28 ADK2-2 Adenosine kinase 2 28763,17 7 413475 424712 444812 394269 348853 387717 490946 376077 381144 427666 376946 416056 0,039750109 0,778443023 0,384261704 -018 -004 -014 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Teste T Tog2Foid Change CUTTTe
pr J—— Deserigio maxscore pepideos Contole TO 1 onvole_T0 2 Coniole TO 3 AgNGG05. T AGNOS.05.T AGNCB.05.T AGNOI5T0 AINGSSTO AINGSSTO CNVERICR ATEUCE  EraGE  AgNoGL0STOCH AGNOD 5 TOCom ANGS05 T0r ARIGTRED AgNos s T DRORGTET A0S 05 TUG) AQNGSS TOCant AQNG3.05.TOAg Clusers
Arabdopsis 01 02 03 1 2 3 -0 AONROST agnogs o nwoleTo 10leT0 NOB_5.T0 =" conole T0 le_T0 role_T0 NOB_5.T0 T
S5pon 04600080801 ADk22 ‘Adenosine kinase 2 1089035 0 78405 85555 88913 68619 87292 72348 56883 67189 74994 84291 76086 66355 0274943109 0,042205107 0277574862 015 035 020 UNCHANGED UNCHANGED UNCHANGED B
$5pon.0460008080-5° e denosine kinase 2 508127 13 121932 137605 117457 132662 115958 137836 127318 126229 116146 125664 128818 123231 074352276 0747971025 0497572829 o004 -003 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01G0004T30-2C D3 asparty protease 25-ie 132403 5 26311 30898 27913 19826 317 232 18071 32740 32034 28374 2422 27915 0343126436 0932640743 059145039 02 -002 019 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160004730-3D D3 asparty protease 25-ie 191,12 8 11556 14592 16025 13285 25034 12621 10027 25022 18625 14058 17113 17891 0522779908 0,445947467 0903377516 08 035 -006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160020210-1A AGAL2 lpha gcosidase e 1611,98 9 19334 18159 18484 20864 27088 16462 22805 10044 13705 18659 21471 15518 0415915523 0455967396 0290156053 020 027 o047 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0260000976-1A AGAL3 A glactosidase 120067 4 11787 19773 15386 8531 0 6393 29057 12350 12848 15649 462 18085 0,036425544 0703373402 0,09640001 107 021 128 - UNCHANGED - -
Sspon.0760014110-1P AGDPL RNAbiding prtein 71654 5 41920 41907 45188 39808 34646 3331 32020 35297 41420 43005 35895 36246 0,035461577 0,084684155 0922921772 026 025 001 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0260032530-30 AL ATPase 11 plasma membrane-type-elted 134792 2 28069 22900 32189 22595 23859 20770 13936 21391 20813 279 22408 18713 0,134050912 0,066598957 0221934843 031 057 0% UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260032530-28 AL ATPase 11 plasma membrane-type-elted 122265 7 17412 19933 20400 15408 15506 19224 850 16698 20704 19248 16713 15284 0,179807032 0347230663 0727386544 020 033 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G001970-1A A Plasma membrane ATPase 217925 1 86368 68738 80602 7 78791 83605 89678 73103 78300 78569 79723 80360 0879206809 0814157599 0,931003861 oo 003 -001 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0001490-1P o ATPase, lasma membrane-type-ile 52577 6 47658 60686 57916 70758 2217 72381 27102 53535 67161 55420 55137 49280 0987462941 0646359493 0786265335 001 o7 016 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260011530-1° Ao AT-hook motifnuclearcalzed proein 10 90819 4 42054 41308 37539 40483 29012 41181 301 29234 aag19 40300 36892 35088 04611759 0364063399 078516419 013 020 o7 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07GO016560-1A ALPL em-specic protein TSTL-e 892688 8 94603 86924 82413 84269 92095 107632 88232 89551 84260 87980 94732 8718 0431265888 0878983752 0353125994 [ 001 012 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0030020-18 ALPL em-specic proein TSTL-e 581475 9 46421 30655 aaa0 29729 31505 235 15706 30107 27970 40505 34563 20594 0402423926 0076037734 0,171406616 03 o7 ) UNCHANGED UNCHANGED UNCHANGED -
$5pon 04G0013020-28 A Fatty acid oidation complex suburit dgta 270744 1 59549 64923 64647 asam2 49200 52815 46486 58685 62189 63039 49163 55787 0007224716 0225793283 027244449 036 018 018 UNCHANGED UNCHANGED UNCHANGED -
Yerousomal Tatty acio beta-0XGatIon muIKIUnCuonal
55pon 04G0013020-1A Amt protein 235623 1 48172 47861 48669 62051 67204 64708 48682 46939 7138 48234 64654 47585 0000402048 0340056839 0,000423284 [ -0 om UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260017280-1A AKHSDH1 ~ Bifunctional aspartokinase homoserine de hydrogenase 2, 46057 5 18059 18902 24594 25500 22812 22663 20423 26548 22251 20518 23678 23074 0232224327 0,403758085 0,780950056 021 o017 04 UNCHANGED UNCHANGED UNCHANGED -
chioroplastic
55pon 06GO00TS10-1A AKHSDH2 putative aspartate inase, homoserine dehydrogenase 111160 7 17367 17719 22509 25310 2a08 29258 2708 27516 201 19198 25664 20548 0066568411 0074847614 0676601248 [ 035 006 UNCHANGED UNCHANGED UNCHANGED -
55pon 06G0003280-1P AKR2A Akt repeat domaln-containg proten 24 113588 6 19469 23157 23007 2973 17073 2113 16391 20323 21439 21878 20396 20718 0523076778 0,680035311 0917032951 010 008 -0 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260010390-1A AKR2A Akt repeat domaln-containg proten 24 68591 5 31073 36356 33885 33271 28538 3025 24747 33773 32230 33771 30678 30251 0207782111 0330190818 0,897581506 014 016 o0 UNCHANGED UNCHANGED UNCHANGED -
5590n.0160042790-18 ALATL alanine aminotransferase 2 soform X1 26588,03 El 156893 134007 149385 123313 171167 174085 200336 157229 129840 146762 156188 162468 0624131551 0507329607 0823039716 009 015 -006 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160042790-2C AT Alanine aminotransferase 2 3922065 8 497318 458366 430991 589951 572191 691888 646385 602496 571849 462391 618010 607077 0,02067391 0,007598565 0812626554 04 039 ) UNCHANGED UNCHANGED UNCHANGED -
55900 0260003400-1A AT alanine aminotransferase 2-ike 372899 8 57649 58061 60422 65515 50906 57963 56010 55051 59595 58710 58128 56885 0,89889338 0325657403 0793415347 001 -005 003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260003400-3C AT alanine aminotransferase 2-ike 288,15 Y 36124 33599 33637 39463 31276 34618 37492 36850 39892 34253 35119 38078 0,804691946 0043814286 0310478115 003 014 o UNCHANGED UNCHANGED UNCHANGED -
$5pon 07G0037800-10 ALATS —— 188121 15 125923 121556 146030 18211 154727 150856 146922 151219 130647 13170 150598 142929 0070408554 0296392097 0318196138 020 012 08 UNCHANGED UNCHANGED UNCHANGED -
Urystalstructure of aminoaigenyae denyarogenase 1a
55pon 06G0006290-30 ALDH10A8 from Zea mays (z;AMADHLa) 770935 2 208197 208861 21201 206094 20497 23717 22129 232769 236900 209753 216769 233933 0275375222 0,000239154 0037892244 005 016 o1 UNCHANGED UNCHANGED UNCHANGED -
Urystal structure of aminoaigenyae oenyarogenase 1a
5590n.0660006290-2C ALDH10A8 from Zea mays EmAMADHLa) 5363,79 16 16575 18317 18551 17045 17388 18230 26339 19001 20866 17814 17554 22069 073500374 0,136555876 0,112931031 002 031 -033 UNCHANGED UNCHANGED UNCHANGED -
S5pon.06G0007740-1A ALDHIOAY Crystal structure of aminoaldehyde dehydrogenase 1a from 506723 12 7894 823 7991 7977 8683 857 92% 7340 8105 8103 806 847 0,481162162 0819516142 0927045249 op4 003 001 UNCHANGED UNCHANGED UNCHANGED -
Zeamays(ZmAMADH1a)
$5pon 05GO009T30-1A ALDHI0AS Setne aldehyde dehydrogenase 1 1051,06 3 30553 58371 21135 27287 31298 21627 72306 21635 58757 36686 26737 50899 0436660455 04922478 0,191817496 086 o047 -093 UNCHANGED UNCHANGED UNCHANGED -
S5pon.06G000S670-1A ALDH11A3 NADP-dependent glyceral dehyde-3-phosphate 4069,09 18 69661 72678 64239 76416 82195 93795 82930 89981 89985 68859 84135 87632 0,054550985 0,005304853 0,567841625 029 035 006 UNCHANGED UNCHANGED UNCHANGED -
dehydrogenase
S590n.0760003260.28 ALDHIZAL tatveldehyde dehydrogenase MSL 289274 19 9239 88692 93613 77798 96967 82496 52687 74581 95475 91551 85754 74248 0,385312831 0,23663398 0,44520622 00 -030 021 UNCHANGED UNCHANGED UNCHANGED -
S5p0n. 0460004330-1A ALDH28 ldehyde dehydrogenase? 261893 2 45234 48539 47808 49061 53952 66863 4921 3624 42041 45860 56625 41395 0,117034733 0,183903421 0,061584088 030 015 045 UNCHANGED UNCHANGED UNCHANGED
5590n.08G0010120-1A ALDH2E? Restorer o eti2 10535,93 8 0011 371579 399977 276581 367489 341932 299418 312942 364047 390656 328667 325469 0,09689969 0,040713551 0,928453854 -025 026 o1 UNCHANGED UNCHANGED UNCHANGED
S5pon.0460017250-4D ALDHSFL ucinate semialdehyde dehyrogensse 542,10 5 1974 11596 17029 872 13237 9989 11911 9755 12052 13533 10699 11239 0264771454 0,20446934 0737951914 034 -027 <007 UNCHANGED UNCHANGED UNCHANGED
Wty maionate:semiaioenyoe oenyorogenase
$5pon0260023160-30 ALDH6B2 acylating], mitochondrial 788089 2 92286 87493 82714 81861 92613 95911 63065 71700 78013 87498 90128 71059 0630740904 0034772394 0,036061088 oo 030 [£) UNCHANGED UNCHANGED UNCHANGED
metnymatonate-semiaioe nyoe oenyarogenase
$5pon 0260023160-2C ALDHEB2 acylating], mitochondrial-fle 631,15 2 133490 145770 142886 106260 126091 85308 72018 120398 153515 140715 105886 115310 0047757704 034863806 0739439545 -0p1 029 o UNCHANGED UNCHANGED UNCHANGED
S5pon.0260023160-1A ALDHEB2 methylmalonate-semialdehyde dehydrogenase 6434,89 bt 11146 10682 10059 1279 13368 13030 11248 12456 13230 10629 12559 12311 0,055239066 0,062702809 0,789334261 02 021 003 UNCHANGED UNCHANGED UNCHANGED
acylating], mitochondrial-like
55900 0260013900-1A ALDH7B ldehyde dehydrogerasefamily 7 member AL 1776753 b 142326 149651 144986 141387 137887 143604 110270 122995 129119 145654 140959 120795 0,158432674 0,013938559 0,025366243 005 -027 02 UNCHANGED UNCHANGED UNCHANGED
$590n.0260013900-2C ALDH7B ldehyde dehydrogerasefamily 7 mermber AL 15658,25 u 332654 355440 350453 339223 309135 345582 397864 346184 359820 346182 344647 367957 0,84775395 0,2679%8294 0212554584 -0pt 009 -009 UNCHANGED UNCHANGED UNCHANGED
$590n.0260013850-4D AfU seine protinase 2 151146 4 48974 41179 42063 54207 39617 46287 55288 45861 40915 146205 46704 47355 0,919685082 0816598439 0,91830694 00 004 -002 UNCHANGED UNCHANGED UNCHANGED
S5p0n.04G0011740-1A s sceolactatesynthase ALSL 1801,88 k) 48676 50295 51125 52471 49364 51548 48305 50520 64962 50032 51128 54797 0,401543978 0,407556091 0,518309404 003 013 -010 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160052060-1C A2 THO complx subunit & 76454 3 25602 2715 20892 26866 20901 28727 25250 23032 28750 20403 26831 25679 0,159035964 0534134924 0,594810047 014 [ 006 UNCHANGED UNCHANGED UNCHANGED
$5pon 06GO006140-1A A2z THO complex subunit & 101900 3 23007 15520 22789 21698 9766 10695 43983 25834 227 20439 14053 32381 0,233456271 020252046 0,117108621 054 066 120 UNCHANGED UNCHANGED UNCHANGED -
$5pon0260000320-20 D WP deaminase 37405 2 13406 14107 13924 17363 16136 17330 0 13802 15588 13812 16943 14695 0,00233779 0,461009148 0,22166029 029 009 021 UNCHANGED - - -
S5pon0260013220-30 i algha-amyfase fscayme 30-ike proten 2300331 37 168866 175883 169269 140711 22116 147115 85102 122073 153605 171339 169981 120260 0,961185816 0,062409732 0,203959882 -0pt -051 050 UNCHANGED UNCHANGED UNCHANGED -
S5pon 04GD031260-1C i lgha-amyiase type Bisceymedie 47115 0 23913 21973 23665 13020 21706 13543 19806 20172 2358 23180 16223 20779 0,068339493 0,074538456 0,185837855 -052 -016 -03% UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ Contiole T AGNO3_05 T0 AGNOB_0,5.T0 AGNOG_05 T0 AQNOG_5_T0 AQNOG_5_T0 AGNGS 570 _Conliole T0AGNOG_05 10 AgNO3_5_T0 Teste T Tog2Foid Change CUTTTe
pr J—— Deserigio Mexscoe pepideos  Contole TO 1 Contole TO 2 Contole TO 3 AGNCR05 T AGNCE05 T AGNCE0S T AQNGGSTO AQNGGSTO AGNGESTO CWEATh NORAL[ AVERAGE  AGNOR0S TOCH AQORS Tocont AgN205 10k AENRTET] AgNcos 10 DRNBEET Aguoo 05 T0G AgNOSS TOCom AQNGE S TORG Chsers.

Arabdopsis 01 02 03 1 2 3 - 505 agNossT0  nwole To 10le_T0 NO3_5.T0 =" Controle T0 le_T0 role_T0 NOB_5.T0 ™
$5pon 026001581028 L alpha-amylase isozyme 24 109714 3 16802 18505 19473 16323 17972 13358 13828 10566 13476 18260 15884 12623 0202349929 001214564 0127579087 020 053 03 UNCHANGED UNCHANGED UNCHANGED B
$5pon 086001136028 ANNATY annesin p33 1536791 2 21721 2m11 203315 208891 228807 220594 22318 247950 228002 230982 222430 232757 0411338364 08688399 0373201211 005 0oL 007 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08G0011360-4D ANNATY sonexin 33 13257,02 21 69451 66368 75331 72138 79048 77876 56960 63527 58416 70383 76354 59634 0,152705448 0031104791 0,004602077 012 02 036 UNCHANGED UNCHANGED UNCHANGED -
S5pon.04G0003110-1A ANNATY sonexin 35 8454,89 2 168717 165156 162447 201414 207052 198971 20303 194070 177404 165440 202479 191259 0,000243%63 0,026736557 0219038722 029 021 008 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0260025080-1A AP2213 19R domain contaning prtein 658,39 Y 128493 111385 120104 118567 102540 115550 100792 131568 129600 118660 1219 120654 0360726239 0860869734 0489519734 008 oo 010 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0460005910-3D oM Acetorithine deacetylase 3682,27 u 161826 13742 109583 11813 146667 162285 91467 151924 159939 128384 140255 13443 0624804705 0835529422 0835690872 013 o007 006 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0360009670-1P oAl Aspartcprteinase AL 29207,71 7 214219 239507 257366 175097 254830 200065 140369 180130 204127 237031 20%997 174875 0368039186 0050165453 0306717994 o017 o 0% UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760021630-18 oAl Asparticprteinase AL 1721543 u 51761 52969 55776 56336 80381 61730 66222 73289 79787 53502 66149 73100 0,16177368 0,008728982 0,448015484 031 3 014 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0360009670-1A oAl aspatc proteinase ryzasin-Lile 7091,19 8 1203 s486 15252 6374 13884 14511 49549 20395 21854 11060 11590 30599 0898728835 0,120169484 0,125479504 007 147 140 UNCHANGED UNCHANGED UNCHANGED -
S5pon07G0013790-28 . ssparc proteinsse-lie 51219 3 21728 20450 25391 19250 23394 2786 25779 17889 23378 23856 21810 239 0294000824 0,590450587 0849819101 013 009 -0p4 UNCHANGED UNCHANGED UNCHANGED -
S5pon.03G0015960-1A APA2 Structure of recombinant cardosin B from Cynara 60078 2 6388 5147 595 5879 7488 6825 649 4931 5204 5994 6730 5545 0343439716 055523872 0,152602297 017 011 028 UNCHANGED UNCHANGED UNCHANGED -
$5pon0760001370-30 o4 . g‘“;a::r:;ﬂ:;mmz 99420 6 13313 15870 15917 14892 19825 13652 2311 14973 16196 15033 16123 17827 0626912684 0313935338 059529939 010 025 014 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04G0015030-3C e aminapeptidase M1-A 769,49 El 278317 303858 258547 242998 249819 253066 169910 247185 23997 280241 248628 218917 0078431869 0,09266501 0296642932 017 0% 018 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06G0021820-18 e Aninopeptidase ML 699755 El 154061 151234 144991 153773 148524 157972 137055 154844 149562 150095 153423 147154 0433654677 0645118809 0350792567 003 003 006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO01S030-1A e Aninopeptidase M1-A 420716 16 23270 21593 20733 22160 22188 286 18512 25082 21556 21865 23065 uny 0276902256 0945347599 0535142061 008 001 009 UNCHANGED UNCHANGED UNCHANGED -
55pon 06G0015030-28 - Aminopeptidase PL 135022 1 104336 96000 95145 92912 97614 90030 74792 86394 95562 98494 93519 85582 0246843921 0,125669996 0282931359 007 020 013 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO007590-1T - autative ADP-glucose pyrophasphonyase smallsuburit 122041 10 20905 223 2626 20087 27396 21875 19817 21864 26049 23151 23103 2577 0986598143 0824581105 0863684782 000 -0p4 003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 026003007014 w11 Aderine phosphoribosytansterase 1 830289 1 151792 161535 143036 141221 141333 152902 188297 149510 140875 152121 145152 159561 0350564984 0656931961 0393693974 007 o7 014 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160052180-1 - Crain &, Lascarbate peroridase 8440959 Y 1641923 1679752 1630325 1590217 1581550 1669163 1635994 1731219 1583393 1650667 1613643 1650202 0306582245 0992380962 0516684289 -003 0o 003 UNCHANGED UNCHANGED UNCHANGED -
55900 0260000380-1A ™ Lascorbate perardase 2, cposolic 1439127 1 277090 295367 263171 307592 261992 295578 329206 320980 296465 278502 288387 315551 058344361 0052379413 0,181623835 005 018 013 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO003940-1A - srobable Lascorbate peroxidase &, perosomal 656577 n 342603 300851 319140 365927 317691 347886 311557 333842 341452 320865 343835 328950 0283257286 0619561091 0422800435 010 04 006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05GO0L43I0-1A e APY3 - Perarisomal Ascorbate Peroridase 5606,63 1 10182 10410 95% 8833 26 8047 6351 8053 9375 10063 8102 7926 0014379574 0,078316801 0864576297 -031 034 003 UNCHANGED UNCHANGED UNCHANGED -
55900 04600103904P o Lascorbate provdase Schorplasieimtochondial 7682 8 7729 84594 84983 ase1s 71285 87335 67868 8597 99839 8135 82013 84435 08EEBIE6 0775617 0,8605ESSS3 om 005 003 UNCHANGED  UNCHANGED  UNCHANGED -
55pon 05G0020680-3P o srobable spyrase 3 55465 2 21424 16761 18928 12274 18671 23061 664 15162 15917 19037 18002 12514 077651098 0,120786182 0276591033 008 061 052 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO019680-20 a amincacase-1 134439 n 093 36496 42109 45210 43643 32 32531 40093 46023 39619 2192 39549 0417982311 0982279852 059210949 009 000 009 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0003310-3C ARD3 1,2:dhydrony-keto 5-methithiopentene  diowygenase 2 1868,48 5 39845 38030 35576 37360 39362 36773 49394 41884 37055 37817 37832 42778 0992715583 0261470129 0,249493304 000 018 018 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0026460-1A ARD3 1,2-ihydrony-3ketoS-methithiopertene  diorygenase 1 160180 3 14991 30194 11471 14163 10030 11861 16740 17435 11876 18885 12018 15350 0306835212 0587736563 0,190795363 085 -030 035 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO008240-28 A2 AOPibos aton facor 3 282074 2 35006 33239 39664 35770 34954 36825 46108 33332 19412 35969 35850 32950 0954905159 0723214958 0726582262 000 013 012 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO062670-10 ARFALB AOPibos iationfactor 2318189 3 486833 445939 467908 483361 4162 450828 300896 440656 447077 466894 470483 396210 0827880872 0223664613 0202116225 oo -024 025 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GOOISSI0-1A ARFBIB AOPibs ation facor-ke 233501 6 9537 9069 6661 %094 9018 9157 19516 %028 18025 a2 %050 15523 0495931317 0,104662739 0,121061031 o011 088 o771 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05G0015190-28 ARGAHL Agiase 1 mitochondrial 167261 9 3005 35400 26989 19166 31826 2376 23888 30330 27343 30811 24790 27187 0248368809 030495232 0,595484725 031 018 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04G0022620-20 MREC AOPbs ationfactor-ike protein& 60284 2 17512 20050 19083 21085 18809 16304 0 21002 2024 18882 18732 20583 0928700729 0496496714 0,513882022 001 012 -0 UNCHANGED
$5pon 03G0045360-10 ™ aleurones 28621 3 60691 93980 77966 64064 101179 4350 72178 57930 100137 77546 69594 79789 0703101112 0908665436 0678382312 016 o004 020 UNCHANGED UNCHANGED UNCHANGED
$5pon 0SGOO18670-1A o1 605 ibosomal protein 3 084,72 2 170 111485 138496 161706 129067 164786 113663 135128 125761 122381 151853 124851 0104468414 0822047295 0,106509229 031 003 08 UNCHANGED UNCHANGED UNCHANGED
$5pon 05GO003860-1A o1 605 ibosomal protein 3 381612 2 54300 46349 6125 70247 48798 7238 53116 63147 55032 54158 63791 57232 032420943 0580434587 0,463959483 02 008 016 UNCHANGED UNCHANGED UNCHANGED
$5pon 01G0000620-28 ™ Actinrelated potein 4 357609 0 83656 80295 76053 57401 65694 61681 58206 60971 64114 80001 61592 61097 0004797647 0,002456936 0,874538097 038 -039 0oL UNCHANGED UNCHANGED UNCHANGED
$5pon 01GO018830-1A o7 Actinrelated potein? 113736 5 107216 100507 77153 67496 91350 73922 85227 90637 86061 94959 77589 87208 0207586234 0455350425 0,255052715 029 012 017 UNCHANGED UNCHANGED UNCHANGED
$5pon 05GO020400-1P 01 AhaLambindurnosdase 1 139909 5 21107 20780 2282 16024 20214 14204 12183 14125 18330 22056 16827 14879 0066831666 0028071402 0,484945638 039 057 018 UNCHANGED UNCHANGED UNCHANGED
$5pon 07G0000040-1A 52 anidophosphoribosyansense,  choropstic e 571270 3 233 28048 2525 28101 29149 2042 23912 34271 20705 25877 28864 29296 0098438679 0356448636 0893333035 016 018 002 UNCHANGED UNCHANGED UNCHANGED
$5pon 08GO010330-1A a2 ssparagine syhetase 272978 6 20035 3293 33818 2510 289 2358 28595 22805 21082 31925 22566 20161 0003158091 0045462579 0522162294 050 -040 010 UNCHANGED UNCHANGED UNCHANGED
S5pon 06G0022450-18 ASNAP2 Aha-solule NS atschment protein2 203555 5 29760 38867 35276 33273 35410 36925 40701 36046 34257 34634 35203 37001 0851769905 050942902 0,458304449 o002 010 007 UNCHANGED UNCHANGED UNCHANGED
$5pon 04GDO14S00-1A el ssprtate aminoranserase 734,79 2 172378 174609 173615 193912 205903 204762 167828 183207 183684 172867 201526 178240 0001871458 0366847889 0,022656758 02 004 018 UNCHANGED UNCHANGED UNCHANGED
$5pon 03G0006020-1A . ssprtate aminotansfrase, topasnic 2333753 u 544262 511463 538246 608478 595162 580708 470921 601748 585817 531323 594783 552829 0007892542 0638899147 037021145 016 006 o011 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GD001470-28 e st sparate aminotransfesse 288,76 1 62751 74841 65092 74881 79175 78040 92990 72200 79973 67028 77365 81735 0,05889665 0,111532568 0519149921 020 08 -008 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO011430-1P s Trelxtranscrption factor ASS 36949 2 131016 144618 115418 20854 165171 46112 77997 105965 142584 130351 77319 108849 0307098186 0353738115 0549977251 075 026 049 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08GO016S50-1A 2 ldoeto reductasefe prtein 229737 B 48062 49757 53033 54897 51025 4gs1s 41846 37649 45699 50417 51479 a1 0686034797 0036674655 0,030592794 003 -027 00 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_ Contole T0_ Controle_TO AGNOB_0,5.T0 AGNOG_05 T0 AGNOG_05 T0 AGNG3 5.0 AGNO3 5 T0 ANOS 570 Contiole_T0 AGNG3 0,510 AGNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso e AVERAGE ~ AVERAGE AGNG3 05 T DARIET
Onélogos de scicdo max score  pepideos  Contiole TO 1 Convole TO 2 Controle T0 3 AGNOB_05 T AgNG3 05T AGNO3 05T AGNO3STO AGNOG5TO AgNo3sTo AVERAGR  UFWEE  AVERAGE AQNO3 05 TOCo AGNG3 5 TOCont AgNOS 05 ToAg AENOSOST Agnos s To OI5T AGNOS_05.TOCH  AGNO3_5_TOCont  AQNC3_05 TOAg  Clusters_
Arabdopsis 01 02 03 1 2 3 —0 ANOROST agnossTo T nwole To 10le_T0 NO3_5.T0 =" Contiole_T0 le_T0 role_T0 NOB_5.T0 T
S5pon 0260018040-1A ATB2 probable aldo-keto reductase 3 187455 7 97192 95910 82113 104498 107918 114803 114344 108817 92266 91738 109073 105143 0,038338116 0,177583798 0,618501582 025 020 005 UNCHANGED UNCHANGED UNCHANGED B
$5pon.0160022950-3C L sepidyprolyldis-ansisomerase 146925 3 nB 75 7579 13165 10539 16649 8908 20365 841 a1 13384 13038 0,050922446 026788147 0,936006056 o7 07 oo UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0023790-1A AtHBRL heme-bindingprtein2 605659 8 12876 13052 0 14m2 8198 12244 15128 8162 13519 12964 1821 12270 0534710234 0492574703 0879532706 013 008 -005 - - UNCHANGED -
S5pon.0160029830-20 a2 Dna) 75991 6 48117 34703 0128 46849 45155 44183 45822 54773 40357 40982 45496 46984 0317895207 0354029157 0744404356 015 020 -005 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160022650-28 ATESL Lysine-{RNA lgase coplasic 3527,63 u 73682 71259 72105 94553 84932 90631 98712 84007 78060 72349 90039 86926 0003571187 0077719382 0668368928 02 026 005 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460005220-1A - TP synthase suburit O, mitochondriaike 115027 4 150680 141531 151636 125421 119124 127467 90082 141481 135719 147949 124004 122027 0,004223429 0,198433058 0928254966 025 027 oo UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160006220-1A e TP synthase suburit gamma mitochondrial 1147620 u 270232 249391 230257 289445 266692 264369 112997 277590 289132 252627 273502 226573 0213751869 0676891027 0,459825984 o011 016 07 UNCHANGED UNCHANGED UNCHANGED -
S5pon.06G0004770-1A ara TP synthase suburit d, mitochondriabke 8941,11 1 182067 190216 185471 183895 156906 172325 148566 183167 151525 185918 171042 161086 0,142616183 0093366342 050334392 012 021 o0 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660010910-1A AR Somatinlike pratein?2, mitochondria 438764 ) 186277 185151 188755 168472 156925 159130 189063 188881 213944 186728 160176 197296 0,000431624 0276389563 0012585073 02 008 030 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260031900-1A v copper chaperone 680,17 2 0 26043 0 67023 67430 68514 9821 9516 67786 26043 67655 87118 - - 0,115583743 1% m 036 - - UNCHANGED -
PYTOpOS prate-€nergizea vacuoiar memorane proton
$5pon 04G0001370-30 AVPL pump-like 14612,66 19 199138 204459 213732 268787 237928 327681 256192 283540 275047 205776 278132 271593 0053375077 0,001969032 0823996299 ) 040 003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08G0013440-30 AVPL Pyrophos phate-energized vacuolar membrane proton 1334073 5 91709 86345 91939 102747 98479 133628 77882 92552 92313 90198 111618 87435 0128201804 062692 0,117392682 031 004 035 UNCHANGED UNCHANGED UNCHANGED -
pump
55pon 04GO16680-1P AP vacuolar H-pytophosphatase 1302678 » 108899 105892 114368 80500 88701 105713 75891 84822 92673 109720 91638 84535 0082056694 0,010168024 0469446578 026 038 012 UNCHANGED UNCHANGED UNCHANGED -
FYTOpOs prate-¢ nergizea vacuoiar memorane proton
$5pon 03G0014840-1A AVPL pump 1 129225 16 20010 26437 25230 26049 281 29028 18095 25805 29644 2527 26432 2514 0507680107 0847149074 0632758894 o7 004 o011 UNCHANGED UNCHANGED UNCHANGED -
PYTOpOS prate-€nergizea vacuolar memorane proton
55pon 03G0014840-1P AVPL pump 1281830 9 29832 29915 31701 26781 26628 34789 19567 21886 20936 30482 29399 20796 0715137743 0,000437551 0036329022 005 055 050 UNCHANGED UNCHANGED UNCHANGED -
55pon 04GO016680-1A AVPL Pyrophos phate-energized vacuolar membrane proton 1129355 B 8862 9589 9279 71 9600 10889 12998 13341 14756 9243 9737 13698 0498389415 0001522452 0,008744623 008 057 089 UNCHANGED UNCHANGED UNCHANGED -
pump1
55pon 01G0048150-20 ™ NEODS-activating enayme E1 regultory subunit AXRL 7611 2 20980 19024 2092 20982 16963 18151 15021 14809 20732 20898 18698 16987 0204286575 0,129803632 0485128094 016 0% o1 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160031220-1A oL NEDD-actvating eneyme E1 regulatory subunit AXRL 55730 2 33316 36706 30257 34151 33669 32515 28379 32015 32306 33026 3305 3000 0992726223 0324301537 0133156239 000 o1 ou UNCHANGED UNCHANGED UNCHANGED -
SpnOBGUOOIBIIC  gancrs anarH binding 125218 9 23510 2916 2815 21196 18817 21546 29372 26234 23507 23747 20519 26371 0037880238 0219409908 0036884812 01 015 03 UNCHANGED UNCHANGED UNCHANGED -
SSpOnOIGIOITSION g apaT Nag/RoiA/Cohtransferae-lie superarily prtein 10244 4 26880 28048 26272 27366 23401 29701 14398 28237 30309 27067 2683 20315 0904653789 0612832487 0,66201675 -op 015 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08GO0I3100-1P e \Qcalmoduln-binding motifaily prtein 320323 10 174912 149174 157392 200188 178621 179037 76658 186904 178406 160493 185948 147323 0070753715 0734568304 0345214114 [ 012 03 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0020870-2C e 8AGfarily moleclarchaperone regultor 7 26298 2 2614 12147 15246 33372 25894 18967 8460 2347 18807 16669 26077 16904 0,144077439 0967358213 0205651414 065 o 063 UNCHANGED UNCHANGED UNCHANGED -
$5pon0IGO03E410-1P BCAT2 Branched-chainaminoadd  aminotansiemse 88608 3 46288 46304 42867 41755 4300 44939 94583 44698 4920 45153 43531 62834 0334322925 0330303407 0202977643 005 048 053 UNCHANGED UNCHANGED UNCHANGED -
ainyorolpoyiysne-resioue acetytansrerase component
590N 0360015310-1A B2 of pyruvatedehydrogenase complex 152436 10 30740 27049 30128 27120 30451 29308 21826 31997 38198 29305 28960 30673 0829356242 0794231344 0742733781 002 007 -008 UNCHANGED UNCHANGED UNCHANGED -
$5ponIGO0SSI0-1C B'DELTA Serine/threonine protei phos phatase 2A regulatory 47108 4 16999 24968 34433 22977 14602 31901 21770 15747 14957 25466 287 17491 0829092285 0219184099 031101912 010 054 05 UNCHANGED UNCHANGED UNCHANGED -
subunit 8"alpha
55900 0160010070-1A BETACAD geta-adaptinfie protein € 45358 7 32151 27265 28198 36470 33355 3926 0312 017 30754 29205 36357 37095 0,034332107 0,087619631 0847565519 032 035 -003 UNCHANGED UNCHANGED UNCHANGED -
5590n.0160051490-2D BGALS gets galactosidase 110499 7 28393 2647 26913 208 2872 20406 18784 20461 2054 2694 22098 20433 0,01120803 0,005048799 0,259552408 029 040 o1 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0760029210-18 BGALY Seta-galactosidase 9 90107 © 49014 43966 2202 35891 41688 40059 83082 35099 38265 577 39213 52149 005231877 0,701365878 0453312551 022 019 041 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160025930-3C BGLU beta-glucosidase7 122346 7 14514 14525 13919 18654 2139 12038 12745 15549 13558 14319 17611 13951 0329753548 0,689567152 0,300091419 030 004 034 UNCHANGED UNCHANGED UNCHANGED -
S5pon 016004716018 BGLU44  Rice BGIu1 beta-glucosidase, a plant exoglucanase/beta- 113435 10 20478 20753 19600 21516 23415 1697 15202 20900 17264 20277 20633 17789 0,863749528 0,217506729 0324972315 003 019 021 UNCHANGED UNCHANGED UNCHANGED -
glucosidase
S5p0n.0160025920-1A BoLUM set-ghicoscase 84685 6 60280 53639 51453 50322 54745 56936 48386 64568 56141 55120 54001 56365 0,749934191 0,82867854 0,664708388 003 003 -006 UNCHANGED UNCHANGED UNCHANGED
5590n.0560023900-18 BHLHILL Putative HLH DNAbinding domains uperfarily prtein 340085 6 115610 118382 105501 125336 105685 114479 100276 137874 176242 113164 115167 138131 0,786084929 0325136143 0,368078518 003 029 026 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460021340-4D a2 uninalbinding prtein 1729712 a 369330 360837 378096 381393 400101 392138 387516 384701 364311 369421 391210 378843 0,041571234 0,346929963 0,245752646 008 004 005 UNCHANGED UNCHANGED UNCHANGED
5590n.08G0011080-1A 8081 protein BOBBER 1 241880 0 43362 55833 61806 50898 49053 60750 57940 52467 52152 53667 53567 54186 0,988523384 0932392418 0,886958002 000 o1 -002 UNCHANGED UNCHANGED UNCHANGED
5590n.0160018100-1A oML §T8/P0Z and NATH dormain-containing potein 2 307647 1 55314 68323 62682 46394 54004 40136 47929 56988 78118 62106 46865 61012 0,049989098 0915619274 0222150834 041 003 -038 UNCHANGED UNCHANGED UNCHANGED
55900 0260002500-1A BRR2A DExt-box ATP-dependent RNA hllase DESH2 83622 8 31554 28074 28554 26030 28824 29631 19685 25489 30046 29394 28182 26540 0471835872 0,554430933 0,729432785 006 015 009 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460034820-20 BRR2A DExt-box ATP-dependent RNA hllase DESH2 65524 1 172602 176316 200036 161916 169267 166703 135495 171775 180770 183005 165962 162680 0,127323507 0,28044718 082620973 014 017 003 UNCHANGED UNCHANGED UNCHANGED
5590n.0160000510-1A Ju, wanscrpton actor 110269 6 63052 137095 165874 138085 82116 154935 79977 103549 93235 122007 125045 92253 0,939658843 0,39668446 0227785431 004 -040 oa UNCHANGED UNCHANGED UNCHANGED
S5p0n0160019710-1A . Sasictranscripionfactor 3 738046 9 57265 46473 54337 61084 57873 60305 28637 61208 69707 52692 59754 53117 0,103751066 0,975424801 0,626749399 018 o1 017 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460000280-1 BTRL protein BTRL 2951,55 2 115216 109612 105266 98752 102921 105925 130164 117826 113020 110031 102533 120337 0,1023882 0,153577453 0,031991712 -010 013 023 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0560022470-18 B Beta-D-yosidase 4 83484 8 25938 29607 31603 19136 36464 19373 2091 2109 20136 20009 24991 1759 0,534054419 0,017333263 0,606985092 -022 042 020 UNCHANGED UNCHANGED UNCHANGED
$590n.0160008490-2P aw Cilmodulindted protein 5798751 ) 728167 704236 741802 732681 603827 733001 707236 767132 712007 724735 689836 728925 0,475664046 0,858764478 0,453076089 -007 o1 008 UNCHANGED UNCHANGED UNCHANGED
S5pon 04GD17510-3C oot Cllinassociated NEDDS-dissocated protein 1 9201,80 w“ 82018 101295 89792 80500 99500 87516 74309 114116 149129 91178 89172 112518 0,8097211 0392766045 0354507494 003 030 -034 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0360012910-28 o catbamori phosphatesynthse e chln chloraplasic 87986 % 29674 29627 30034 39991 34391 38238 45367 37720 0ma 20778 37540 a7 0,009452791 0,007055249 0261292242 03 o4 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0012910-1A o catbamori-phosphatesynthse e chn chloraplasic 84359 % 10045 9758 10541 13837 12000 13340 10614 10783 11570 10115 13259 10989 0,009375111 0,079032891 0,030981727 039 012 027 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO008680-2C st achileol Bsythase 3995,26 7 31647 34313 35691 31014 32107 34458 20622 30053 31686 33883 32526 30854 0434092125 0,063076514 0,157904088 006 -015 009 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Controle T0_Contiole_T0 _ Controle_T0 AgNO3_0,5 T0 AgNO3_0.5 T0 AgNO3_05 70 AgNO3_5 10 AgNOB 5.T0 AgNO3.5.T0 Contiole T0 AgNO3 0,5 10 AgNO3_5.T0 TesteT TogZFold Change CUTITOTo"
Acesso Ontelogos de Descicao mascore  pepideos  Convole To 1 Contole To 2 Contole T0 3 AQNOG 05 T AGNOS.05 T AGNOG0ST AGNOISTO AGNOISTO AGNOISTO VERASK AVERACE | AvERAGE  AgNG305TOG AGNOBS TOCent AgNO3 05 Tuag AENEAST Aghoos T BARETET .05 Taco Agos 5 Tocom Agos.05 Torg
‘Arabdopsis 01 02 03 T 2 3 05T ANGRSTO  nwole 70 10T NGB 570 Contole 10 e T0 1deT0 NG3 5,70
S5pon.04G0018570-1A CAsL Cycloartenol synthase 677,72 13 23919 20596 27649 30423 22483 25242 28511 38541 21547 24054 26049 29533 0,554065166 0,362620081 0,557729012 011 030 -018 UNCHANGED UNCHANGED UNCHANGED -
Sspon.04G0029750-18 st Cycloartenol synthase 30478 4 15205 20402 20695 20261 24018 15886 14599 15885 9604 18767 20055 13363 0,685005854 0,107836483 0,091881694 010 -049 059 UNCHANGED UNCHANGED UNCHANGED -
Spon 016002631014 s pring 180443 1 sz o208 96207 st 85273 90234 791 9579 sa938 samaa 88399 #7556 0033452129 03m001ss  081857ES4 om o0 om UNCHANGED  UNCHANGED  UNCHANGED E
Sspon.08G0000830-1A an catalase 9065,51 23 354197 301698 316395 319687 330592 327702 302538 310383 356866 324097 325993 323262 0,911206294 0,972870909 0,881970227 001 000 001 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0050630-1P @an catalase-1 1344,92 7 36949 32572 36000 23455 25841 23258 21766 21960 28402 35174 24185 24043 0,002179264 0,012075569 0,954443223 -054 055 001 UNCHANGED UNCHANGED UNCHANGED -
S5p0n 026003659018 . Cthepsin ke csene protease 3 399,74 P w7 wase  usse  waw UG BaIs s 106786 a2 w0 s 00513 00948 0007 0314363 on 058 o UNCHANGED  UNCHANGED  UNCHANGED E
Sspon.03G0030050-2C BRL cytochrome bS reductase 1614,20 5 24308 24437 25889 29990 32482 33440 33325 31426 21985 24878 31971 28912 0,003470449 0,318439771 0,449738642 036 02 015 UNCHANGED UNCHANGED UNCHANGED -
S5pon 36001381028 @ KOt rochrome b reducas ke prten 662146 1 wms 1w e 1w Uses 14004 93190 BAL A0 ey lsw0 1B0AL 03GIIET 0SBIS 0341486876 om0 o1 s UNCHANGED  UNCHANGED  UNCHANGED E
R —
Sspon.03G0012400-3C CBSCBS2 ke 702,72 4 14002 16743 18727 14310 19095 16292 20762 15826 17030 16491 16566 17873 0,971186132 0,531585624 0,555349849 001 012 011 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0057070-1C CBSX3 CBS domain-containing protein CBSK3, mitochondrial- ke 33201,68 13 585371 633163 602422 528614 474809 472205 377600 487123 481732 606985 491876 448818 0,007578862 0,014482768 0,343449433 -030 -044 013 UNCHANGED UNCHANGED UNCHANGED -
SPRISOI0U  ccgaomm CfeoCok Oomethranfersse 1 71654 3 166 16519 19893 16u1 am 19183 19558 1439 s 16903 10490 7194 osaTeEs  09aTEE  0A%TIL o o 05 UNCHNGED ~ UNCHANGED  UNCHANGED -
Sspon.0760029590-2C w2 ubiquitin-fold modifier 1 2096,08 2 82906 129122 130862 107298 128931 132585 112077 101790 110940 114296 122938 108269 0,648689639 0,726105506 0,160841675 011 -008 018 UNCHANGED UNCHANGED UNCHANGED -
S5pon.04G0001820- 1A an T-complex protein 1 subunit apha 3978,00 23 98996 109365 114053 120167 109878 107222 119201 104807 99431 107471 112423 107813 0,451940652 0,965323478 0,551597438 006 000 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.05G0005770-28 an T-complex protein 1 subunit apha 2782,58 12 87209 69513 79797 117754 82203 75956 55488 91464 78257 78839 91971 75070 0,401111458 0,763299346 0,369485662 02 007 029 UNCHANGED UNCHANGED UNCHANGED -
Sspon.03G0017690-3C 22 T-complex protein 1 subunit beta 5983,64 23 138150 147580 145535 127463 115715 133373 106746 123494 141865 143755 125517 124035 0,037038503 0,134630943 0,902782604 -020 -021 002 UNCHANGED UNCHANGED UNCHANGED -
Sspon.04G0027210-2C i T-complex protein 1 subunit gmma 6204,19 2 76931 76518 70260 69528 68177 66644 79637 74904 82969 74569 68116 79170 0,049339757 0,221919659 0,011244554 013 009 02 UNCHANGED UNCHANGED UNCHANGED -
Son01GU001060-1A o Teompls proten 1 suburt et s3419 » sis 5156 5566 s st siss a0t 1 s s276 sus7 319 oamaMOY 0QWERTI2 0006161836 o o 03 UNCHNGED ~ UNCHANGED  UNCHANGED -
Sipon 016000106028 o Teompls proten 1 suburt et s319 5 wos w03 1303 Be w6y lemss IS99 409 Bass 169 136197 W25 OGMGSTM  OJGTMMS  O4mMATIS oot o om UNCHNGED ~ UNCHANGED  UNCHANGED -
S5pon.0160022030-2C feary pentatricopeptide repeat-containing protein 212985 5 un 1467 1660 2560 1759 1801 3683 3102 1886 1800 2040 2890 0,536235341 0,134498236 0,223084223 018 068 -050 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260025520-28 s T-complex protein 1 subunit epsilon 4886,15 2 33299 43807 43751 48227 47260 51703 37850 42561 42518 40286 49063 40977 0,079046048 0,865561195 0,017302116 028 002 026 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260025520- 1A s T-complex protein 1 subunit epsilon 3897,97 2 30379 26584 29844 26087 30877 34602 26002 32256 37127 28936 30522 31795 0,593014915 0,451485732 0,769162538 008 014 -006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.08G0007220- 1A s T-complex protein 1 subunit epsilon-fke 2617,10 2 39408 45794 40821 36848 36817 40579 33190 46930 49246 42008 38081 43122 0,163605493 0,84581952 0,384305648 -014 004 -018 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260032960-18 CTEA T-complex protein 1 subunit zeta 4194,52 25 68650 66015 72760 74112 67716 75935 53368 62765 58969 69142 72587 58367 0,33842463 0,032744127 0,018338951 007 -024 031 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260032960-2C CTEA T-complex protein 1 subunit zeta 3719,28 2 104809 107599 109802 127589 113206 117532 123475 129572 121793 107403 119442 124946 0,055458249 0,003180011 0,321712148 015 02 -006 UNCHANGED UNCHANGED UNCHANGED -
Sspon.04G0017920-1A 7 T-complex protein 1 subunit eta 13539,30 27 88303 81835 80895 96058 93823 98645 78121 84910 89160 83678 96175 84064 0,00998806 0,927194075 0,025887477 020 001 019 UNCHANGED UNCHANGED UNCHANGED -
Sspon.04G0013530-1A 7 T-complex protein 1 subunit eta 12956,06 22 18356 17011 16816 13815 13494 14187 12299 13368 14037 17394 13832 13235 0,002444083 0,004029299 0,333997196 -033 -039 006 UNCHANGED UNCHANGED UNCHANGED -
Sspon.07G0001660- 1A T8 T-complex protein 1 subunit theta 8705,94 29 126186 121493 129830 129683 116211 129948 88216 142313 131962 125836 125281 120830 0,919104261 0,779961242 0,80845743 -001 -006 005 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660032050-1C «s T-complex protein 1 subunit theta 5752,99 29 137649 123025 127542 129742 112966 130151 12711 140044 141908 129405 124287 131554 0,512147783 0,84609478 0,545093978 -006 002 -008 UNCHANGED UNCHANGED UNCHANGED -
S5pon.01G0002980- 1A CDC4sD Cell division control protein 48 homolog D 14702,37 47 208444 209662 217674 226672 206232 202327 168046 161955 187744 211927 211744 172581 0,983036665 0,009048385 0,02251559 000 030 030 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0034840-2C CDC4sD cell division cycle protein 48 homolog 5732,70 17 7532 6883 7133 8505 7617 8424 10037 an 8281 7183 8182 8865 0,042619485 0,052316676 0,352989811 019 030 -012 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160002980-1P CDCASE Cell division control protein 48 homolog D 15279,60 46 247132 248902 258413 276229 253102 248096 328373 316481 365576 251482 259142 336810 0,458460732 0,004943726 0,01056355 004 042 -038 UNCHANGED UNCHANGED UNCHANGED -
Sspon.03G0044930-10 o cell diision cycle 5-like protein 7557,37 35 284371 254397 263103 206858 288659 282751 201561 291782 278085 267290 259423 257142 0,791229396 0,747759952 0,955604475 -004 006 001 UNCHANGED UNCHANGED UNCHANGED
Sspon.01G0024810-1P e73 protein CDCT3 homolog 36788 2 9088 12714 9198 8510 8023 8684 0 8831 8565 10333 8405 8698 0,185527119 0,221632724 0,420576647 -030 -025 -005 UNCHANGED
Sspon.06G0014000-28 F Protein transport protein Sec24-like CEF 53525 3 13001 11313 13210 17814 14155 21516 0 20239 13794 12508 17828 17017 0,073581258 0,85571589 0,364020154 051 044 007 UNCHANGED
Sspon.03G0028600-18 CEP1-2 oysteine proteinase EP-B2 5342,57 3 184037 200292 185760 0 87097 57297 0 0 89031 190030 72197 89031 0,005533521 - - -140 109 -030
Sspon.07G0027940-18 et Clathrin heavy chain 2 -like protein 6549,06 53 369644 377748 325312 324191 319847 388221 375888 315971 310495 357568 344086 334118 0,649193129 0,426798629 0,759799172 -006 -010 004 UNCHANGED UNCHANGED UNCHANGED
Sspon.0560029670-18 et Clathrin, heavy chain 5707,94 49 82917 88195 90608 85813 90885 90496 89292 100739 87710 87240 89065 92580 0,549504725 0,318517741 0,470601474 003 009 006 UNCHANGED UNCHANGED UNCHANGED
Sspon.0260033360-2C CHCL-2 SWI/SNF complex component SNFI2 homolog 468384 2 15840 14118 16473 14290 13061 15450 12115 18890 16121 15477 14267 15709 0,286663631 0,916965839 0,527054553 -012 002 -014 UNCHANGED UNCHANGED UNCHANGED
Sspon.0560016310-1P CHIBL Xylanase inhibitor protein 1-fike 11315,80 12 659421 654026 593759 764539 646030 704761 765806 767356 721558 635735 705110 751574 0,159204735 0,010983572 0,281537787 015 024 -009 UNCHANGED UNCHANGED UNCHANGED
Sspon.05G0016310-1A CHIBL Xylanase inhibitor protein 1 473533 10 66233 69528 60673 84410 68733 71984 50971 51329 50693 65478 75042 50998 0,153038291 0,005025492 0,007334884 020 -036 056 UNCHANGED UNCHANGED UNCHANGED
Sspon.05G0016350-1A CHIBL Xylanase inhibitor protein 1-fie 3954,98 13 11705 11036 11161 9 7339 9857 5628 9995 9155 11301 8991 8259 0,053365769 0,087890578 0,665858669 -033 045 012 UNCHANGED UNCHANGED UNCHANGED
Sspon.07G0013660-30 ChIADRL glucose and ribitol dehydrogenase homolog 3583,91 8 13445 14510 16599 2993 20355 3416 8822 7592 13328 14851 8921 9914 0,363833218 0,066687145 0,876192829 -074 -058 -015 UNCHANGED UNCHANGED UNCHANGED
Sspon.07G0013660- 1A ChIADRL glucose and ribitol dehydrogenase homolog 1959,17 7 3740 3340 4350 0 3387 m9 nn 2632 2988 3810 3053 2964 0,174639143 0,071452342 0,427404747 -032 -036 004 - UNCHANGED - -
Sspon.01G0041380-18 o AT-hook motif nuclear-localized protein 10-ike 1843,97 8 42120 40619 39745 40932 34939 34951 43599 34729 36962 40828 36941 38430 0,139635537 0,432821459 0,677772308 -014 -009 -006 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0053870-1C CHY a1 1792,93 8 50391 48888 50261 48632 44482 46434 31620 43946 53751 49847 46516 43106 0,061406592 0,35300388 0,628227712 -010 -021 011 UNCHANGED UNCHANGED UNCHANGED -
AU cenyarogenase unquinone)ravoprotein 1,

$spon.0260002180-3C as1 ‘mitochondrial 2213,97 12 76748 73168 76610 70489 63147 78769 75433 82940 77253 75508 70802 78542 0,369802384 0,299332134 0,199910502 -009 006 -015 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_ Contiole_T0_ Controle_T0 AGNOB_0,5.T0 AGNO3 05 T0 AGNG3 0,50 AGNG3 5 T0 AQNOE 570 AQNOE 570 Contiole_T0 AQNOG_05 10 AGNG3 570 Teste T Tog2Foid Change CUTTTe
pr J—— Deserigio macscore pepideos  Contole_T0 1 Contole_T0 2 Coniole TO 3 Aq03.05.T AGNCA_05.T AQNGL05T AINGRSTO AING3STO ARNOISTO CANERATh ,eR'CE  AVERAGE  AGNOS.05TUGo AGNGAS TOCon ANGS05 10 ARIAASTD AgNoss T DRSRBRET agca 05 Toc AgNGG.SToCan AgNGS.05 ToRg G
Arabdopsis 01 02 03 1 2 3 -0 AONROST agnogsTo T nwoe To 10le_T0 NO3_5.T0 "~ Contiole_T0 le_T0 role_T0 NOB_5.T0
$5pon 03600100401 CICOH Tsocitrate dehydrogenase NADP] 1513866 2 256409 27221 270978 334088 291036 330337 368853 282080 2421 266703 318486 308385 0024433004 0206826813 077673845 0% 021 005 UNCHANGED UNCHANGED UNCHANGED B
$5pon.0360010040-1A oot tosolc socitrate dehydrogenase NAF] 1240939 2 111889 1736 130493 106263 9429 95485 124726 110084 91361 120039 98659 108723 0033034621 0365981726 0387302392 028 014 014 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360010040-28 CICDH NADP-spcfcsocitate cehydrogenase 9871,70 8 52839 41072 4526 70902 69174 58098 54081 65802 47391 46386 66058 55758 0020458581 0216265635 0,199642143 051 07 024 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.08G0006100-1A ao 11002 Us small nuclear ribonucleoprotein component 216063 2 76228 70486 70274 78882 64528 62950 79025 65552 78057 72329 68787 7412 0,549743782 0712528707 0461771047 007 004 o1 UNCHANGED UNCHANGED UNCHANGED -
cLo-ike
$5pon 076000406028 el hatshock prtein HSP10L 60386 8 12279 11952 13726 9662 15940 10985 10459 14377 15868 12652 12182 13568 0824822636 0619310017 0609370764 005 010 016 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460016830-2C cLpet Chaperone protein CIpB3, mitochondial 73609 1 31924 31961 34169 33804 25180 31627 30060 36305 3695 32685 3004 3400 0,40914952 0,490851024 0,280118472 o1 008 019 UNCHANGED UNCHANGED UNCHANGED -
UOUDIE Ip-1 MOUI-COntaiing F-100p nicieosiae
S5pon 05G0033320-1C arct riphosphate hycrolase superfamily protein 134,99 9 26739 22994 27454 28559 29747 32956 31981 27106 23920 25729 3001 27669 0,069695168 0,515289464 0,363676656 02 010 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0560012370-4D arct Double Clp-N mtif-containing P-loop nucleoside 119382 8 38552 43899 44599 41515 37760 207 23298 35066 28409 42350 40834 28924 0458161916 0,026350643 0034766319 007 055 08 UNCHANGED UNCHANGED UNCHANGED -
triphosphate hycrolase superfamily protein
S5pon.0460007720-1P am ATP-dependent Cp protease proteolyic suburit 1375,03 4 67447 64027 74038 71540 91411 66810 59870 71951 64920 68504 76587 65580 0374211422 0557314215 0,255987907 016 006 02 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04G007720-3C am ATP-dependent Clpprotese proteolytc subunit 79326 3 66234 43144 36692 103687 70025 52732 60416 70960 2570 48690 75481 57982 019933854 0489012409 0364028437 083 025 038 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0016890-1A o chorismate mutase2 44185 2 16912 17258 18228 17701 14758 13562 0 14597 15275 17466 15340 14936 0175003192 0207402702 0353400447 019 03 oo UNCHANGED - - -
$5pon 066002444018 s calmodulin 286223 8 59162 69432 60355 58702 a9m7 59366 91697 70976 58990 62983 55838 73888 0191988449 0340561605 0,147709892 017 03 080 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0560020020-30 s 051260137100 646,56 7 112465 120028 114301 130223 110587 136920 53533 115001 116197 115598 127243 94911 0250326608 0376571093 0221001434 014 028 ) UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0012190-1A oot Calnexin 752116 19 185502 167397 163820 190277 199265 199717 28139 214395 207970 172240 197753 216835 0021212299 0,00763689 0036989077 00 03 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0012190-2C oot Calnexin 53032 2 143095 146824 162481 161290 146561 177359 181285 146575 143773 150800 161736 157211 036429309 0658419872 0777746109 010 006 oo UNCHANGED UNCHANGED UNCHANGED -
$5pon 0560021880-20 ow2 Molybdopterin bisynthesis potein CNHL 47720 5 1612 18502 18744 22063 19883 20852 10117 21834 17449 17386 20933 16467 0080479746 0815392331 0268178986 027 008 035 UNCHANGED UNCHANGED UNCHANGED -
5590n.0560036910-10 e 6 7-dmethybSebiylumazine synase 339842 6 a2 58277 45275 5295 51127 46280 62045 a3 42595 48559 49900 48917 0811777844 0967907556 0895334882 004 o1 ) UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0011500-1A coxse1 aitative ctochrome ¢ oidase subunit Sl 1029297 n 1778 161263 126459 158744 135172 155666 136095 162454 152691 135033 149861 150414 0386908051 0375264735 0961171725 015 016 -0p1 UNCHANGED UNCHANGED UNCHANGED -
55pon 026001898014 A RNAbinding protein CP31B chloroplastc 317598 4 20 es11 007 47586 35178 7753 69820 4627 8560 18293 30173 41576 0499865244 0327789193 0621978536 on 118 086 UNCHANGED UNCHANGED UNCHANGED -
55pon 04GO010820-1A o Nearba moylputrescine amidase 84110 4 14955 17399 22 21639 13353 17820 12436 14123 18345 18265 17604 14968 0848973436 0307084559 0,424902908 005 029 03 UNCHANGED UNCHANGED UNCHANGED -
55900 0360011050-1A o6 calcum-dependent protein iase,iscform 2 112694 10 56417 52875 7112 73669 521 74271 89467 76339 59506 60468 66727 75100 0539927097 0235582661 0,499629708 014 031 017 UNCHANGED UNCHANGED UNCHANGED -
55900 0560018290-1A o alcum-dependent potein kinase 24 107,14 10 56892 51454 53465 64164 45440 74151 57212 59795 57528 53937 61252 58178 0441167303 0076201119 0734606113 018 o011 [ UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO010410-1A P chaperonin 15093,16 4 236783 236210 189610 175736 176379 173643 169529 226810 181789 220868 175253 192042 0043485078 0276897748 0373703374 033 020 013 UNCHANGED UNCHANGED UNCHANGED -
55pon 08G0022480-18 oo chaperonin 394,03 9 82069 83611 84596 87587 81880 89806 113185 91710 109285 83025 86424 104727 0291872048 0032738047 0059460627 05 03 028 UNCHANGED UNCHANGED UNCHANGED -
S590n.0860022500-3D oo Avinresponse factor 7 350821 7 29 m 6340 6677 7152 6976 700 763 8929 765 6935 7704 0631910222 0508617369 0288813691 005 010 015 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0002180-1A oo chaperonini0 89677 7 31013 37094 31357 37510 3271 30698 46572 43736 50042 33155 33493 46783 0911298846 0007111416 0,008449356 oot 050 048 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO019080-1A oo haperonin 60 1575916 Ed 326275 351964 328495 397350 349925 356501 429667 2176 404253 335578 367925 418399 0129130993 0,001730016 0038460242 5] 0 -019 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160019080-1P oo chaperoin CPNGD-L, mitachondrife 697,12 u 57063 56775 51572 63754 62989 61848 56675 57647 56723 55137 62863 57015 0014420307 0358473899 0,000785199 019 005 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon 036000797014 NG chaperonin CPND-ike 2, mitochondrial 614530 9 110310 113905 107722 83986 92168 92286 94279 64568 76512 110645 89480 78453 0002970382 0021740058 0290380679 031 050 019 UNCHANGED UNCHANGED UNCHANGED -
KUBISLU 1arge SUDUTIT-INGINg protein SuDunit ipna,
$5pon 01GO03ITIO-1A CPNEOAL chloroplastic 685845 7 67180 66305 68304 60538 54091 52493 76678 71786 81592 67263 55707 76685 0010225444 0,03105071 0,005009276 027 019 086 UNCHANGED UNCHANGED UNCHANGED -
KUBISLU [arge SUDUTIT-INGINg protein SuDunit alpna,
S5p0n.0160033710-30 CPNEOAL chioroplastic 6851,02 % 105460 104086 107224 153234 136916 132871 141906 132853 151001 10590 141007 141920 0004894428 0,002399648 0915997316 %) o043 -001 UNCHANGED UNCHANGED UNCHANGED
S5pon.0760010360-28 CPNEOAL TuBisCO large subunit-binding protein subunit alpha, 297493 2 19907 19996 19291 27022 22609 25944 27836 251 26848 19731 25192 25732 0,015409492 0022037124 0810372836 035 038 003 UNCHANGED UNCHANGED UNCHANGED
chioroplastic
$5pon 08G024130-18 CoNGOB2 Craperanin 60suburitbeta 2chloroplastc 765432 3 164263 170485 175038 193655 198795 189759 191569 203811 237109 169922 194070 210830 0004076882 002814392 0293035624 019 031 ‘012 UNCHANGED UNCHANGED UNCHANGED
$5pon 03G0034S20-1T CoNs3 auttive Lysteine desulhydrase 1 85366 9 2695 28821 25327 24099 2184 20858 20028 21100 23800 27018 21714 2976 0062007638 002863953 0581275247 019 03 005 UNCHANGED UNCHANGED UNCHANGED
orygen-oepenaent_coproporpyTnogen-i- oxcase,
S590n.0560031020-1C @ chioroplastic 201408 n 4306 56971 64565 92184 59767 71114 49092 67302 68983 54861 74155 61792 0162920072 048227926 0333136628 04 017 07 UNCHANGED UNCHANGED UNCHANGED
$5pon 06GD009160-20 @x oxygen-dependent coproporphyrinogen-l oxidase, 147888 3 15358 16040 19075 13628 14606 14003 10361 11990 16537 16824 14079 12963 0080081958 0150137316 0582684344 026 038 012 UNCHANGED UNCHANGED UNCHANGED
chioroplastic
S5pon07GOI23I0-1A K10 yseine-ch repat secretory pratein 55 879424 7 78918 nm 67802 117644 82635 61489 40470 87107 67876 73100 87256 65151 0445349706 0596279541 0356808868 025 017 %) UNCHANGED UNCHANGED UNCHANGED
$5pon 01GD020780-1A - ediced protein 145433 5 18732 14238 17079 19761 16904 21457 18072 22039 17683 16682 19374 19265 0222980884 0208414031 0957403619 02 021 0oL UNCHANGED UNCHANGED UNCHANGED
S5pon 0260021530-28 p calreticuln 657520 Y 147787 139124 130824 152106 146762 137053 108244 135780 132633 139245 145507 125486 0,402404558 0239352143 0,110600538 006 -015 021 UNCHANGED UNCHANGED UNCHANGED
$5pon 01GD047800-18 p alretiin e 205092 B 28650 20566 28739 32752 29087 34121 20339 33068 34661 27318 31987 32090 0083788308 0071259351 0830729858 023 025 002 UNCHANGED UNCHANGED UNCHANGED
S5pon 0260021530-1A & Calrtiulin2 518610 0 63040 63123 60934 69884 7175 72568 49797 78107 72477 62099 71542 66794, 0001410551 0646990375 0613928461 019 010 010 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0360005640-28 CRWNA Branched-chain-amino-acid aminotransferase 5 93636 2 12408 13006 8174 11634 10153 10898 13305 12664 12907 11196 10895 12988 0858179986 0,308000874 0011928237 -op4 021 -025 UNCHANGED UNCHANGED UNCHANGED
chloroplastic
S5pon 01GD000970-1A - oS signalosome complex suburit 1407,78 6 46302 49819 48142 47588 44926 4055 34908 43158 48279 48088 44356 a5 0178241997 0211998416 0637404905 ‘012 -019 007 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GD00S320-1A - oS signalosome complexsuburit & 210592 Y 59976 56504 63507 63168 50633 59834 59813 62651 58801 59995 57878 60422 0645162434 0863577705 05551941187 -0ps o1 006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06GD001040-28 SN6A oS sigralosome complex subuit 6 225210 4 59169 67399 69201 a1 55238 47018 39382 55962 65917 65270 4829 53754 0024263927 0239256316 0560908052 083 -028 -015 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0260007340-1A P oS sigralosome complex suburit 7 scform )3 347958 5 11182 121785 108846 79397 65223 10817 100721 115954 110375 113924 82679 108017 005681829 0456650221 0092225438 086 -006 -040 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole TO_Contiole T0_ Contiole T0_ AGNOG_05.T0 AGNG3 0,5 T0 AGNO3 05 T0_ AGNG3 5,70 AQNO3 570 AgNOG_5 70 Contole_T0 AGNG3 05 T0 AGNO3 570 Tesie T TogzFaid Change CUTTTe
Acesso ondiogos de Descrigao mascore  pepideos  Convole To 1 Convole To 2 Coniole_T0 3 AGNOG 05T AGNOG 05T AGNOG0ST AGNOISTO AGNOISTO AGNOISTO VERASK AVERASE T AVERAGE  AgNO305TOGH AGNO3S TGom AgNO3 05 Tuag ARMSEAST Agnoos To mglﬁﬁ AQNG3.05 TOCo  AQNOG_5 TaCont  AQNGS_05 T0Ag  Clusirs._

Avabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO role_T0 NO3 5 T0 Contiole_T0 le_T0 role_T0 NO3_5 T0 T
S5pon 04GD016490.28 2 gycine-ich protein 2ike 9149,22 7 637024 644932 634171 582068 596695 606812 236830 678769 693229 638709 595191 536276 0005227689 0531699688 0714437683 010 035 055 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05GD003520-1A 3 dicineich protein b 1751370 8 506499 560750 522055 549236 404618 465120 429084 548707 556626 520768 472992 511459 0274959516 070065258 0548913775 016 -005 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon 04G0014600-28 on irate synthase,gyonsomaie 832640 10 167012 161240 167324 174644 205693 191231 136088 169142 197740 165192 190523 167657 005097028 0897259709 0315497799 021 o) 018 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0014600-1A o irate synthase,gyonsomaie 823890 Y 12263 108441 110460 118784 134849 131037 103763 109407 123348 110382 128223 12173 002954281 077431597 0,101435236 02 o2 o1 UNCHANGED UNCHANGED UNCHANGED -
55pon 04GO015990-1A o iratesynthase 4, mitochondrial-le 431860 2 13132 145948 165567 126905 136352 108348 128789 117983 126708 147612 123868 124493 0139198434 0091562019 0947187244 025 -025 00t UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0020430-1A ame iosephos hate somerase, osolc 70073,03 2 127887 1160102 1254937 1295189 1308184 1263363 1135666 1514451 1302959 1231304 1290579 1331025 0194873324 0436097397 073203727 o7 [ -0p4 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0002980-1A ame iosephosphate somerase,cyosolc e soform 11 1221775 9 158512 132469 135046 206048 178690 175962 76457 190717 152689 140676 186900 139954 0017585753 0984226815 0250229723 o041 001 o UNCHANGED UNCHANGED UNCHANGED -
$5pon0760013010-4D an alin 70177 6 26758 28579 41410 36068 33149 34780 37832 30433 38189 3209 34666 35485 063339683 0571647976 0773959188 010 o1 003 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0160029980-2C LS autative carbonesterase 15 253156 9 91038 79879 97098 76192 82865 76470 68142 50458 64356 89338 78509 61186 0119983374 001919227 0041757993 019 055 0% UNCHANGED UNCHANGED UNCHANGED -
S5pon 026002660014 QeSS autative carbonesterase 15 121850 8 87 971 207 a0 39 a5 189 %7 a4 75 5468 3504 0939436814 04315936 0311345072 005 059 054 UNCHANGED UNCHANGED UNCHANGED -
S5pon. 04G0010070-28 P gbberelinreceptor GDIL2 252074 4 15460 15712 16086 15800 19699 15684 16574 17734 15402 15752 17061 16570 0381516832 0305071632 0756919485 on o7 04 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05600242108 Qost Thiredoninike proten CHKS1 405014 2 53823 67338 63749 44596 55520 5201 sog41 62928 71818 61636 50772 61852 0103772716 0976802654 0182531225 -028 o1 029 UNCHANGED UNCHANGED UNCHANGED -
S5pon.06G0004340-14 et Cochrome 11 heme protein mitochondrial 514686 9 100827 99221 116104 135813 97516 119806 120631 99062 105799 10384 um 108497 0374311165 0727821312 0511500598 06 o on UNCHANGED UNCHANGED UNCHANGED -
55pon. 4GOOIGSE0-1A P Kynurenine formanidase 297395 8 17%3 20648 20785 36549 25718 2334 33686 23070 20602 19806 28200 25785 0127962991 02198947 0702067086 051 0% 0B UNCHANGED UNCHANGED UNCHANGED -
S5pon. 4GO0I64T0-1A a2 septdyprlyl cis-trans omerase 33559.92 1 952181 1032619 994322 10123 941238 932915 720725 947414 1040519 993041 962166 902886 0418639125 0408626662 0578818311 005 014 009 UNCHANGED UNCHANGED UNCHANGED -
S5pon. 04G011250-14 a2 septdyprlyl cis-trans somerase 7505,34 15 1011922 1009060 1043229 1046636 978430 965518 83945 944473 1010350 1021403 996881 931489 0421934748 0152028878 0305582097 004 013 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260039790-18 a3 Pepticyprlycis-rans somerase CYPL9-3 158684 4 23190 19316 21974 25438 25774 17334 1793 17627 1949 21493 289 1836 0673480723 0068526861 0184981424 009 03 [ UNCHANGED UNCHANGED UNCHANGED -
S5pon.08GO017570-18 e Pepticy-prlycis-trans somerase, micosomal 231795 1 136014 182414 159886 136945 163482 113109 91731 86025 133430 159438 137845 103729 0336264634 0050022341 0177199525 -021 -082 [ UNCHANGED UNCHANGED UNCHANGED -
S5pon. 016004745010 e septdyprolycis-tans somerase H 280756 6 39459 42562 4255 29954 4220 30293 24037 27200 36869 41522 34162 29369 0152301217 0038331032 0439289801 028 050 02 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0BGOO11560-1A o septidyproly cistrans somerase CYPAO-ike soform X1 17082 4 39007 40927 41219 32092 36154 3739% 39515 36563 39611 40384 35214 38563 0041468196 0208349% 0150839802 020 -007 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon0TGOOLTTTO-1A wpsic Serol demethylase 35633 2 0 0 8804 9316 12213 &7 11568 10809 7 a0 939 10110 - - 0724561626 009 00 011 - - UNCHANGED -
S5pon.0160036320-18 . llene oide synthase 1un37 1 39088 38918 36726 55362 40887 41519 43308 26547 30017 3824 45922 3321 0183759055 0396805295 0145256627 0% 020 05 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360028290-18 a2 steine proteinase inhiitor ke 466236 7 57004 68435 50460 46769 75159 49193 36045 44366 56562 58633 57040 45858 0887389 0182424617 0361148862 004 035 031 UNCHANGED UNCHANGED UNCHANGED -
S5pon0360034930-18 s muidoman cysatin 621984 16 97471 126308 105717 109061 115450 105652 108916 121055 122057 109832 110054 17343 0981566026 0475940918 0226726582 00 010 -0m UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360034930-30 % mutidoran cystatin 5865,27 15 72497 96344 84203 99498 96188 99963 78797 134650 131638 84548 98549 115028 0122126373 0192370251 0415866598 02 o 02 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360004220-14 o steine roteinse nhbitor S013,74 7 152338 179458 142018 250748 201622 198621 184794 180415 149831 157938 216997 171680 0043415863 0430065543 0087866605 06 o 03 UNCHANGED UNCHANGED UNCHANGED -
S5pon01GD001840-1A an Mannose-1-phoshate gsanytansirase 1 103,13 2 31671 35450 30208 3331 42936 46597 42619 34978 36223 33789 40971 3730 0154257882 0,187853949 054552114 028 017 ou UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760027630-20 oese Cochrome b5 470076 6 93221 93859 96994 114531 93376 s 130427 118261 87481 94652 106360 113390 0154976211 0247431752 0663857836 o7 0% -009 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760027630-18 omese Cochrome b5 347,27 s s661 062 5%7 5095 a2 5760 10292 6655 6066 %3 5265 771 0763984358 0158414662 0,1482459%7 003 052 054 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0038400-1C omese arochrome b5 127470 2 33357 3238 26308 21329 30649 25012 32895 3231 26938 30684 26996 3071 046244903 098790138 04412174 -018 000 -019 UNCHANGED UNCHANGED UNCHANGED -
55pon.0160044460-30 e Arochrome b5 145531 3 19858 21062 1949 28211 2347 20497 28205 20204 19633 20023 2352 20044 013243215 0191824872 0931154151 08 0% 00 UNCHANGED UNCHANGED UNCHANGED -
$5pon.0360001790-20 o2 opochrome ¢ 653,18 3 26579 29267 25588 28312 30838 64515 12171 29589 27695 2715 a2 2152 0236006757 0517033215 0234128532 080 03 08 UNCHANGED UNCHANGED UNCHANGED

wansaminase; wransrerase, ransrering nirogenous

$5pon.0160052770-1C s groups 967,02 » 168412 143093 149493 151806 140799 148539 11091 150346 149985 155666 147048 137297 0255143116 0277689602 0512146091 <008 -018 o010 UNCHANGED UNCHANGED UNCHANGED
S5pon 04G0028480-18 s putative L-diaminopimelate aminotransferase, 842304 5 12671 11978 10616 14329 1436 13805 9 14909 15618 1755 14160 13283 0018754681 0503235936 0683500094 027 o8 009 UNCHANGED UNCHANGED UNCHANGED
$5pon 08G0003120-3C ocr2 mRNA-ﬂ!E: :;:::‘:::! subunit2 90538 3 18264 17%9 15116 17815 16710 18181 19097 19734 20113 17123 17569 19648 070945453 0073875867 0017453065 004 020 016 UNCHANGED UNCHANGED UNCHANGED
55pon.0760000280-14 oDBIA ONA damage-binding protin’s 55569 10 20645 18824 18379 231 20085 2623 20%7 19513 19546 19283 2m7 19809 0087527142 0520502634 0,104059698 02 ) 020 UNCHANGED UNCHANGED UNCHANGED
S5pon 04GD015680-1A oot rotein DNA-DAMAGE INDUCIBLE ke fscform 2 120769 s 62015 6115 65802 71151 s6112 64156 57835 63950 7077 62987 63806 64174 0866602158 0781022123 0951867515 o) 003 001 UNCHANGED UNCHANGED UNCHANGED
S5pon 04G0005030-30 DEGPT potease Dolike 7 38272 2 1219 14953 13000 850 15185 11185 91 0 14552 13057 11607 810 0551449396 0234939486 0,449324703 017 080 03 UNCHANGED UNCHANGED UNCHANGED
S5pon01G0026110-1A DELTA-OAT onthine-codd ransaminse 1455,17 s 37589 36559 33201 28176 29993 27925 301 31100 35402 35796 28608 321 0008363489 0,16496764 0,084555064 -032 014 018 UNCHANGED UNCHANGED UNCHANGED
S5pon 0160024190-3C DELTA-OAT Ormitine sminotransferase 129368 6 28208 26726 20413 21202 30094 21610 25507 21000 30357 26449 2302 25755 0526895081 0823648694 0732509623 ‘012 -0p4 -008 UNCHANGED UNCHANGED UNCHANGED
$5pon.0160026110-28 DELTA-OAT onthine-codd ransaminse 74325 4 124 2323 21461 12583 8867 12519 28494 15889 10860 18636 1323 18414 0136427195 0974147264 0258418065 -7 002 -070 UNCHANGED UNCHANGED UNCHANGED
S5pon 08GO008340-1A AT2 uncharacterized LOCIO0283220 302,95 » 33517 20511 52916 27104 2562 29513 25150 27074 26027 38648 26393 26217 0178006593 0,161530826 093768858 055 056 0oL UNCHANGED UNCHANGED UNCHANGED
55pon.06G0004460-14 oHAD Ditydrony-acid dehydratase chlooplasic 30956,70 % 400720 394604 397679 372560 377020 392640 380054 378888 458969 397681 380740 405971 0055567978 077053714 0405992233 006 003 009 UNCHANGED UNCHANGED UNCHANGED -
$5pon.0760015180-14 oHAR2 dehydroascarbate reductase e 14363,13 B 23799 235986 204058 195940 21253 21167 276867 238698 235750 201281 21214 250438 0055838275 0534897501 0089705953 -018 005 023 UNCHANGED UNCHANGED UNCHANGED -
$5pon.0760015180-28 oHAR2 dehydroascarbate reductase e 128845 1 188356 280476 306786 158920 177579 189413 264592 179759 300511 258539 175304 28287 0087597051 0849627282 0,118965269 -056 006 050 UNCHANGED UNCHANGED UNCHANGED -
$5pon.0860011000-1P oHARS Gutthione Sransfersse DHARSchloraplasic 415,77 4 85013 53543 53499 83997 112295 53896 80932 97060 108263 64018 85063 95418 0351137369 007545447 0609869135 041 058 017 UNCHANGED UNCHANGED UNCHANGED -

.8



Tabela Suplementar 1 — Cont.

Contiole_T0_ Contiole_T0_ Controle_T0 AGNOB_0,5.T0 AGNO3 05 T0 AGNG3 0,50 AGNG3 5 T0 AQNOE 570 AQNOE 570 Contiole_T0 AQNOG_05 10 AGNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Coniole_T0 1 Contole To 2 Contole T0 3 AQNOG 05 T AGNOG0S T AGNOG0ST AGNOISTO AGNOGSTO ANOISTO VERAGR AVERASE T AvERAGE AgN0G 05 TOCo AGNOS S TaCom Agho0s Tung ARNSRAST agnos s To mglﬁﬁ AQNG3.05 TOCo  AQNOG 5 TaCont  AQNOS_05 T0/Ag  Slusters.

Arabdopsis 01 02 03 1 2 3 SO%T AgNoss O nwoleTo 10le_T0 NO3_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 ™
S5pon 0560031760-1C DHDPS2 “-hydrony-tetrahydrodipicolinate synthase 2 chloroplastic 71643 4 33632 38183 36783 41027 48497 36986 46630 35098 42880 36199 42170 4153 0,175376613 0217854775 0,900985286 02 020 002 UNCHANGED UNCHANGED UNCHANGED B
$5pon 086000043027 om delaepsterl educaselie 76995 6 44990 42207 49633 41002 47677 31569 28016 45920 40900 45610 40083 38278 0343599098 0271686716 081165625 019 025 o007 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0360036070-2C DoeL2 srotein DOG ke 2 54283 2 23315 2715 15812 16117 25038 27801 27465 25132 2316 21281 22985 2537 0722931694 0,246689156 0,559270061 o011 025 01 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0260002980-1T o Gevelopmentallyregulated GTP-binding protein 1 65466 2 20277 294 29669 26990 21335 24193 19560 23708 2512 24297 2173 21926 0971233799 0,481010285 0333845735 001 015 014 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160021830-1A DRVIHL dormancyassociated protein 1 310156 5 84838 88329 97984 74343 71929 71401 48112 91948 102995 90384 72558 81019 0,011523488 0615324907 0,640675564 02 016 016 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0360009040-2P DRPIA dynanin-elted protein 1A 70047 7 33781 30481 33064 3712 33550 3947 28832 33002 36882 32002 35070 32905 0383837522 0,863622477 0,560139583 o011 o) [+ UNCHANGED UNCHANGED UNCHANGED -
55pon 0360000450-2C f— Dynain-felated protein 4 60453 1 28894 26615 28198 28577 25878 32460 19718 35403 32891 27902 28972 29337 0625508496 0,784674965 0,947620534 005 007 -002 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760012320-1A ™~ shossholpase AL -l 8380,14 u 33043 30103 24363 30522 25433 20752 10995 21106 21382 29170 25569 17828 0397206175 0056350832 0,155563495 019 o7 052 UNCHANGED UNCHANGED UNCHANGED -
S5pon0160013740-1A DSK2A Ubiquitin domain-containing proein DSKZb 78699 5 23831 21873 25084, 17052 19358 19335 16042 20543 20263 23863 18581 18949 0015333191 005913364 0833919571 034 -031 003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760011030-1A orc Witochondrial dicarboxylate/tricarboxylate transporter  DTC 656,81 6 46797 53761 53767 66350 56287 58432 47390 57469 61501 51442 60357 55454 0081077475 0,449946332 0,398597663 03 o on UNCHANGED UNCHANGED UNCHANGED -
55pon 05G0020500-2° ot sotein DETOXFICATION 21l 78161 5 12216 13632 14625 13681 12900 14828 9880 %068 13846 14158 13803 10931 0603225952 0,0984648 0,143012093 -0p4 -037 03 UNCHANGED UNCHANGED UNCHANGED -
54900 0160025100-1A . deonyuridine S-iphasphate nucleotdohydroase 629288 6 129798 115919 97680 89547 82666 81510 46711 91929 94008 114466 8as74 77549 0036108191 0,109814118 0676450808 044 056 013 UNCHANGED UNCHANGED UNCHANGED -
55pon O4GO0038TO-1A 1 AP ruvate deydrogenase E1 companentaloha subunit 294776 v 79133 83358 76738 81899 84293 75217 3570 66679 78347 7973 80470 60255 0g3s148262 0200219937 0154507798 oot 040 o2 UNCHANGED  UNCHANGED  UNCHANGED -
$5pon 04G0003870-4D E1ALPHA formit-lke protein 6. 292484 El 84126 96170 103365 97040 82051 92092 96288 84367 84381 94554 90394 8835 0591320142 0417591298 0747272904 006 010 003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.04G0003870-2P E1LALPHA  Pyruvate dehydrogenase E1 component subunit alpha-2, 61272 3 7388 7030 6024 4400 9190 6856 7080 4931 7146 6814 6815 638 0999387568 0634751797 0,797065974 000 009 00 UNCHANGED UNCHANGED UNCHANGED -

mitochondrial
$5pon 076000869014 ea Manmosyghcoprotein_endo-beta manmasidase 125365 7 34768 36132 34078 25095 35051 208 26256 29894 35439 34993 28131 30530 012310329 0,178356381 0612881377 031 020 012 UNCHANGED UNCHANGED UNCHANGED -
5590n.0760010050-1A 01 ERBB3 BINDING PROTEIN 1 646187 7 201080 198742 206790 26036 219585 23%009 219395 20913 227465 20200 239830 218925 0,036715252 0,040659376 0,182746979 025 o011 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO039030-18 B Calcum-transporting ATPase 4, endoplasmic reticulum- type 52016 9 39451 33027 38330 43561 4386 46202 41193 44537 39653 37069 44550 41794 0021298267 011417124 0,174976673 027 017 009 UNCHANGED UNCHANGED UNCHANGED -
55900 0160008350-1A ECHIA S hytronbutyy-Con dehydratase 49826 2 15825 0 15178 16509 19292 25230 27896 18490 11655 15502 205 19347 0158075664 0266937651 08615109 039 02 o7 - - UNCHANGED -
$5pon 026003404018 CER1BbL longationfactor 1-dets 1 1182408 1 264 a7aa22 485566 9721 364463 464974 484652 429326 416270 161423 44219 44316 0685975759 0557082498 0980117807 006 006 00 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03GO012740-1A o longationfactor s, mitochondrial 3901,58 8 80289 86689 72063 74891 73048 71238 66100 84533 92680 79680 73191 81104 0211276852 0881024184 0375007166 01 003 015 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO026470-1A EFISOHE Eukaryotc transaton niatio fctorsoform 4€-2 78907 3 44052 38666 200 7548 43919 48581 34056 45219 44130 4713 46682 1135 008006778 0889318282 0220541423 016 -0 018 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0007780-30 EFISOMGL Eukaryotc ransaton niatio factor soform 46:2 143788 Y 92891 76599 85623 96602 85783 104419 93606 84796 94898 85038 95601 91100 0,214635653 0346079493 051230747 017 010 o7 UNCHANGED UNCHANGED UNCHANGED -
55900 0260005080-2P EIF2_GAMVA eukaryotctransaton ntiationfactor 2 suburit garma 139590 9 85203 82299 95594 100575 78720 99103 117738 84927 7427 87699 92799 92097 0,564250225 0753976407 0,974668098 008 o007 o1 UNCHANGED UNCHANGED UNCHANGED -
55900 0260033080-18 . Eukaryotc transaton niation fctor 2 suburitbeta 1011,07 6 28001 30968 28292 33005 30505 26574 18708 23700 25669 29087 30028 2269 0676756475 0,048380344 0,058343266 005 -036 040 UNCHANGED UNCHANGED UNCHANGED -
559on.0160038130-20 Er28 eukaryotic transation nitiation factor 2 betasubunit 77494 6 28885 30025 29369 30763 27509 25973 22285 2525 2819 2907 28082 23776 0,406244363 0,003435564 0,05923018 007 -031 024 UNCHANGED UNCHANGED UNCHANGED -
S590n.06G0012570-1A EF361 eskaryotctransaton nitiationfactor 3 suburit Gl 257,12 n 108855 100185 110653 9728 85753 107116 85575 99319 103745 106564 96698 96213 0,229700885 0,178612057 0,955959196 014 015 oot UNCHANGED UNCHANGED UNCHANGED -
S590n. 04G0018470.2P EFaAL Eukaryotc ntiationfactor 4 2311617 19 200975 202729 202762 237648 218414 219822 191971 192067 198977 202155 25294 194339 0,053452808 370474605 0,009427726 010 032 021 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO184TO0-1A EFaAL autative Eskaryotc ntiation factor 414 652734 1 157064 161570 161592 197239 181275 182044 187419 187512 194259 160075 186986 189730 0007351275 0,00040156 0650663772 [ 025 -0 UNCHANGED UNCHANGED UNCHANGED -
S590n.0460021450.2P EIF4A3  inactive leucine-rich repeat receptor-lke serine threonine- 254197 10 135291 129875 135349 120265 138281 125168 100469 130364 144612 133505 127904 125148 0,379611891 0,55915562 0,854290797 006 009 003 UNCHANGED UNCHANGED UNCHANGED -
proteinkinase At1g60630
55pon 05GO008T90-1A . ukaryotctransaton itation fctor 48 89108 6 35036 36165 33943 35817 37563 40630 32757 39032 40139 35048 38003 37309 0,128522679 0,396991878 0,8093791 012 009 003 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0660000240-28 f62 eukaryotctransaton ntiationfactor 6 461270 8 77573 71634 73761 65757 65353 69176 59996 60936 72835 7225 66762 64589 0,023434784 0,095637916 0,640374315 015 020 005 UNCHANGED UNCHANGED UNCHANGED
S5pon. 06600002403 €62 eukaryotic translaton intiation factor 6 2688 ’ 0 0 0 0 0 0 0 0 0 0 0 0 - - - -
S590n.0260004110-1P ElrsAL Eukaryotctransaton niatio fctor SA-1 7407,06 6 65224 65285 38351 36161 31034 24103 43129 64762 46210 56287 30433 51367 0,054870029 0,683895519 0,051257454 089 013 -076 UNCHANGED UNCHANGED UNCHANGED
55p0n.0160049540-18. ElrsAL aitative ibasomalproteinL2, donain 2 469,92 2 362545 360873 331528 364103 330542 342960 361203 333861 320954 351649 345868 338673 0701873334 0451320174 0,664372816 002 005 003 UNCHANGED UNCHANGED UNCHANGED
55900 0260004110-1A fLFsas eukaryotctransaton nitationfactor SA 1265933 1 165888 170049 157249 136467 148619 150769 138128 12413 128105 164395 145285 130182 0,030627158 0,003597833 0,067532621 -018 -0 016 UNCHANGED UNCHANGED UNCHANGED
55900 0260026030-1A A3 eukaryotctransaton niiation factor SA-2 716919 9 65154 73852 61137 83998 66629 71247 54285 83975 66712 66581 73958 68324, 0,308885185 0,861035761 0,605112271 015 ) o011 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760024690-1T Ve embryonicabundant protein 1 444076 3 0 an 082 0 6181 0 9519 8170 13 4180 6181 7667 - 0,059053757 - 056 08 -031
S5p0n.0760012250-1P EMBL027 Arinine-tRNA lase chlorapastcitochondr 179,39 k) 68730 59557 70692 74316 73292 77555 83219 69123 69508 66326 75054 73950 0,07583523 0256775642 0829719846 018 016 ] UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760012250-28 EMBL027 Arinine-tRNA lase chlorapastcitochondr 135419 0 23732 17576 36296 35073 30125 47020 20001 3206 37312 25868 37406 31253 0,196336285 0,469226805 0,387145207 053 027 026 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660012920-28 EMB140 EMBRYO DEFECTIVE 140 97077 9 59181 51833 53739 5205 47809 53868 46746 60739 58529 54918 51374 55338 0,283374191 0,935408711 0,4476303 -010 o1 -1 UNCHANGED UNCHANGED UNCHANGED
NAUH 0EnyOrogenase UoIquInOne ITon-SuIur protei 1,
S5pon 01G0026900-1A EMBLAET mitochondrial 236741 2 12474 103205 102806 96834 100981 7523 99218 123867 118376 106162 91019 113820 015238266 0,398536427 0,105304535 02 010 0 UNCHANGED UNCHANGED UNCHANGED
NAUH 0EnyOrogenase UoIquInOne ITon-SuIur protei 1,
$5pon 01G0026900-2C EBLA7 mitochondrial 220588 0 14913 13980 14035 16782 16166 16395 10596 11601 13618 14311 16848 11938 0,003771584 0,064904835 0,007624699 020 -026 046 UNCHANGED UNCHANGED UNCHANGED -
$55p0n.0360011990-3C EMB1796 pentatricopeptide repeat-containing protein At3gdg240, 399,10 3 27658 26764 19980 19108 21754 19036 16898 26081 20460 24801 19966 21146 0,134674522 0,368528598 0,696846689 031 023 -008 UNCHANGED UNCHANGED UNCHANGED -
mitochondriatlike
S5pon 0260034720-2C embz734 importin 179,07 B 50287 35371 49021 45560 38889 50588 49630 52733 49966 45026 45014 50776 0998376676 0308559682 0177716461 000 o017 017 UNCHANGED UNCHANGED UNCHANGED -
Uinyaroipoyysine-esioue aceryianserase component

S5pon 07GO0IT00-1A EMB3003 Sof pyruvate dehydrogenase complex chloroplastc 198239 1 35853 43210 41575 42503 42132 40644, 52794 43008 39224 40213 41760 45009 0538284714 0,35760807 0470716295 005 016 o1 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_ Contole T0_ Contiole T AGNO3_05 T AGNOB_0,5.T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Conliole T ANOG_05 10 AGNG3 5,70 Teste T Tog2Foid Change CUTTTe
Acesso AVERAGE  AVERAGE AGNG3 05 T DARIET
Ortélogos de Descrigio maxscore  pepiideos  Contiole_TO 1 Conrole T0 2 Contole TO 3 AGNGS_05 T AQNO3 05T AQNO3O05T AQNO35TO AGNOZSTO AgNO35TO AVERAGE  AVERACE  sveRae  AgNO3 05 TOCo AGNOS 5 TOCom AGNGS 05 TuAg AENOSOST Agnos s Ty OI5T AGNO3 05 T0Co  AGNOS.5 TOCont  ANOS_05_TOAg  Clusters._
Arabdopsis 01 02 03 1 2 3 —0 AONBOST agNozsT0 T nwole To 10le_T0 NO3_5.T0 =" Controle_T0 le_T0 role_T0 NOB_5.T0 ™
$5pon.0260028010-1A EMB3004 bifunctional 3 :EE””:g:’“t;“:‘:;:‘:iz“‘;a;,:*'é‘gk”“a“ 527,70 2 39775 42615 42098 42835 39863 45837 23283 51921 53643 41796 2285 42949 0,627841281 0,912859641 0,992201645 o004 oo 00 UNCHANGED UNCHANGED UNCHANGED R
$5pon.0260028010-28 EMB3004 bifunctional 3-dehydroquinate dehydratase /shikimate 3976,04 % 35830 38384 43170 34297 28702 35043 20948 32613 36941 39128 32681 30168 0,093222425 0,162311626 0,652836358 026 038 012 UNCHANGED UNCHANGED UNCHANGED -
dehycrogenase, chloroplastc soform X3
S5pon.0360033670-18 EMB3004 hikimate biosynthesis proten aro0E 122753 7 22664 32718 28039 27501 2894 25733 15720 2039 20548 27807 27399 18835 0,900192086 005293974 0,009243632 -0 056 054 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160014700-1A EMB3L47 malony Cokvaclcarter pratein transacylasefle 2409,06 6 33167 27822 34156 32163 34031 33024 34295 35050 27583 31715 33073 32310 0542022573 0856406578 076948324 006 003 003 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0260015690-3C ot enolase 1, choroplastic-e 303,32 5 63387 67519 65300 74609 71585 71607 6323 86591 81453 65402 72600 77123 0,009927581 0,176866605 0,560293614 015 024 009 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260015690-4D ot enclase 1, choroplastic-e 218890 2 13091 11992 14353 12362 13515 13041 6667 10733 9307 13185 12072 8902 0,830958016 0036520523 0030216733 -0 056 054 UNCHANGED UNCHANGED UNCHANGED -
55pon 08G0016040-28 . enclase 1 831318 3 1494597 1509923 1537303 188199 1693629 1954543 1745433 1766724 1633882 1513941 1843389 1717013 0013879746 0,008063453 022099497 028 018 010 UNCHANGED UNCHANGED UNCHANGED -
S5pon07G0033790-1C . enclase 2 6626195 kil 1052942 1021831 963901 1046439 1012607 1039023 1001621 1116717 1089057 1012891 103269 1069131 0,519050963 0264772478 0370739606 003 008 -005 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760033790-20 . enclase 2 6105884 5 1239304 1264309 1236493 125359 1210914 1286959 1292362 128913 1262398 1246702 1250487 1281204 0,88091962 0,056014565 0268043528 000 004 -004 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06G029810-1C ENODLLL ey nodulindike protein . 360489 9 6256 67539 58515 65396 67551 59575 54320 64347 65527 62867 64174 61398 0730126038 0755881189 0,551934403 003 003 006 UNCHANGED UNCHANGED UNCHANGED -
55pon 04GO008670-1P = citinase B 60244,20 2 284353 2217793 2215055 1224225 2148072 1498550 1467270 1377600 1921625 2305734 1623616 1583832 0071714855 0015943022 091906429 -051 054 003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260024200-1A B0 CsClike protein R0 39900 3 38576 28619 35650 30923 36043 33308 28413 44690 58753 30282 3725 43952 0876290679 0354871931 0315022156 -0 03 038 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260034390-2° L3 eskaryotic peptide chain releae actor suburit 13-k 36692 2 21934 16476 17230 18711 23902 25148 24450 22012 22053 18547 22600 23505 0195528196 0056037578 0,689987504 029 o0 006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO047560-18 oy clectron rarsfer flavaprotin subunt alpha, mitochonril 306207 1 49062 48578 5231 41505 4698 2282 44205 5520 45004 49994 44252 44911 0043531389 0014969493 070543574 018 015 -0 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0013920-17 sy lectron rarsfer flavaprotin subunit beta,mitochondrial 287051 10 48301 45998 4832 38398 4520 42067 26640 40805 4694 47550 41928 38136 0058685956 0,195553801 0582021081 018 03 o1 UNCHANGED UNCHANGED UNCHANGED -
55pon 01G0008860-2° s iin Bilike lctin ROCL 30955,39 7 831166 871202 853195 930583 964731 850430 649973 1003243 982469 868521 915248 878562 0251061546 0934473575 0773908202 008 o) 006 UNCHANGED UNCHANGED UNCHANGED -
55pon 01G0008360-3C cuss iin Bilike letin R4OG2 587214 Y 48117 41495 52324 58336 66618 66456 58573 107062 72041 7312 63303 7926 0016783541 0097143291 0353534955 ) 2] 031 UNCHANGED UNCHANGED UNCHANGED -
55pon 01G0008G60-3P cuss hydroryprolne-rich lycoprtein family rotin 572892 1 2072 1773 2373 20085 2351 23785 15577 31614 21211 20276 2457 22801 0295733782 0632765878 0946915817 015 017 -0 UNCHANGED UNCHANGED UNCHANGED -
55pon 01G0008360-28 cuss iin Bilike letin R4OG2 567749 1 27265 22107 30258 17485 17564 19819 18889 30710 248 27210 18283 2406 0009932456 0,460447022 0,185808025 057 018 039 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0008G60-1T cuss iin Bilike lectin ROCL 209820 1 47512 47008 59884 42975 39359 39236 14065 40156 41298 51468 40523 31880 0067074474 0,116815324 038821152 034 089 035 UNCHANGED UNCHANGED UNCHANGED -
55900, 0660000420-1A 122 o1 592,82 7 166544 171028 174939 150006 158245 148750 136114 183555 211297 170837 152334 176989 0,0085369 0794386598 0328082819 017 005 02 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0002980-1A 80 - lke phosphate-induced protein 78938 4 30479 18599 23698 47731 37574 20595 31265 37309 18261 24259 35300 285 0269991624 0516207951 0548475998 04 025 029 UNCHANGED UNCHANGED UNCHANGED -
55900 0160048030-18 Exond lgha-expansin 6 precursor 200915 3 45736 37625 41837 34818 51324 31128 30930 33188 43095 41733 39089 35671 0710690221 0,264562825 0682804294 -009 02 012 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0000030-3P ExpB2 eansin B 170637 6 2402 2862 18584 26611 29929 7777 17200 20881 15763 21283 24773 1798 0418349492 0177387368 0,157768963 [ 025 046 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO014160-1A ExpB2 egansnB 147725 6 38761 35001 30972 45271 37408 30645 20194 37175 24370 35004 37775 28579 0,599197979 0253705224 0201825644 o011 -029 040 UNCHANGED UNCHANGED UNCHANGED -
S5ponIGIOI4TTO-1A ExpB2 J—— 134824 3 17476 16908 29011 20625 17917 14876 1279 16665 13860 21132 17806 14418 0,480408363 0177949875 0,170604365 025 055 030 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160028570-1A F1086.22 ssprtate-semiadehyde dehyirogenase 10332,69 13 93880 113760 119510 146287 131860 141599 120523 144059 152587 109050 139916 139056 0,02518585 0071819835 0,938639606 03 035 oot UNCHANGED UNCHANGED UNCHANGED -
55pon.0160019060-1A Fl0K125 unnamed protein product 084,58 9 23814 276 23709 18554 24747 21459 24330 38613 43698 23750 21586 35547 0293211302 0,111595571 0082851278 014 058 on UNCHANGED UNCHANGED UNCHANGED -
$5pon 04G0018620-20 F10M23210 aspanate-tRNA ligase 2, crtoplasmicdie 88862 2 7086 6136 5930 060 6950 6441 7883 664 un 6401 6484 7923 0858595941 0,174619861 0,182035275 o 031 029 UNCHANGED UNCHANGED UNCHANGED -
aInyorolpoyiyine-resioue succmytransierase
$5pon 05G004840-28 F10M23250  component of -cxoglutarate dehydrogenase complex 439033 n 48014 6721 52813 54015 52456 49150 60590 55291 59589 49182 51874 58490 03147971 0019500923 0037931328 008 025 o7 UNCHANGED UNCHANGED UNCHANGED -
ainyarolpoyiysne-resioue succmytransierase
$5pon 05GO00490-1A F10M23250  component of -cxoglutarate dehydrogenase complex 307153 n 14553 171 13858 20005 14807 19580 10695 13803 12284 14381 18130 12261 0090390821 0086178279 003160805 03 03 056 UNCHANGED UNCHANGED UNCHANGED -
SUCCINTe:~LOA IgESE AUFTOMINg) SUDUNICDet
$5pon 04GO008180-1P F11A33 mitochondrial 16012,40 8 266666 262024 271156 258156 239797 268546 306166 280486 278622 266615 255499 289751 0275529562 0057945144 0,044735353 006 012 -018 UNCHANGED UNCHANGED UNCHANGED
S5pon 04G0035140-1P FI1A39 NADH dehydrogenase ubiquinone] 1 alpha subcomplex 96636 8 64021 55724 61009 59648, 60529 58947 55049 57616 57294 60251 59708 56653 0,836647107 0231925531 0,03015723 001 009 008 UNCHANGED UNCHANGED UNCHANGED
subunit 9, mitochondrial-ike
S570n.0860005280-1P Fl1A617 RN binding (RRM/RBD/RNP motis) faily prtein 583262 1 86770 90550 102281 94301 73063 78750 86743 82600 90572 93200 82172 86638 0230510553 0276028229 0539387226 -018 ‘o1 008 UNCHANGED UNCHANGED UNCHANGED
$5pon 05GO007660-28 F11C1880 enolase-phosphatase £ 81876 7 20913 28887 27259 20964 25579 21290 26805 22475 27822 27020 23944 26368 0156825348 0,690168218 0219378847 017 -0p4 014 UNCHANGED UNCHANGED UNCHANGED
S5pon 036002641018 FlF211 0s0130953500 133838 2 71457 7972 89899 122407 97147 106544 114532 116910 113873 80366 108699 115105 0035720755 0,003027252 0437151655 04 052 008 UNCHANGED UNCHANGED UNCHANGED
$5pon 07GD006260-1A F11r839 Cotomer subunit zeta-1 166,66 3 15872 16053 29356 20383 13430 2502 10280 11414 13511 20027 18785 1735 0,76982756 0129559222 0,072368595 ‘012 -080 068 UNCHANGED UNCHANGED UNCHANGED
$5pon 0260012750-28 F11r839 Cotomer subunit zeta-2 152127 3 27261 26706 24079 30266 26613 28508 30308 33563 33837 26015 28462 32569 0,164654048 0011954753 0,05681878 5] 0 -019 UNCHANGED UNCHANGED UNCHANGED
S5pon 03G0001620-28 FlaRL1 gnal ecogaition e subunit SRP72-e 66497 4 34609 31758 38073 43027 35290 44384 16236 40385 36577 34047 41034 31066 0155171097 0642635943 0282423117 023 017 040 UNCHANGED UNCHANGED UNCHANGED
$5pon 04GD018160-4D 12877 utatve diseaseresitance proten RGAS sform X1 35928 2 12915 122026 111387 108687 137935 136397 96245 119799 115489 120909 127673 110511 0566320277 0,3083%0235 0220232824 008 013 021 UNCHANGED UNCHANGED UNCHANGED
$5pon 04GD020720-28 F12F118 Iysie-spciicdemethyase IMIZS e 70535 4 ano 41139 40924 43604 45958 44187 47950 48588 46150 41261 44583 47564 0011247108 000120132 002746236 o011 021 <009 UNCHANGED UNCHANGED UNCHANGED
S5pon 03G0031160-18 FaK1LL 3 hydronsabutyryl-Coh hydraase/ catatc 91857 5 10296 18005 13002 11574 16994 14052 12395 15548 16029 13768 14207 14657 0,880836841 0742755194 082742816 005 0o -005 UNCHANGED UNCHANGED UNCHANGED
$5pon0760004180-30 F1305100 ol phosphodiesterase 81072 2 26835 29163 0 35211 36072 0 16282 25775 41150 27999 35642 27736 0753154815 0,486175837 0,789376179 035 -001 036 - - - -
$5pon07G0012950-4D F1367.30 istdne-tRNA lgsse coplasmic 133175 1 37361 38188 36403 44356 36988 44087 41027 4047 40626 37317 41810 40800 0142665193 0,004619893 0699290204 016 013 o UNCHANGED UNCHANGED UNCHANGED -

POSPNONI00S yaMINoIMIGaZOle Carooxyase Tamiy

S5pon 0360023320-1A F13M2219 protein /AR car boxylase family protein 396188 5 137121 137550 141859 176279 154992 159212 166822 150230 142409 138843 162828 153154 0,016580505 0,123568258 0,355938074 03 014 009 UNCHANGED UNCHANGED UNCHANGED -

UDIQUITIN-3550CIaTe (USA /13- 00Main-Containing
protein

S5pon 0460011890-28 FI3M7.16 68648 5 42150 46386 41103 43027 36949 40230 28619 39262 45751 43213 40202 37877 0,289931232 0,366814728 0,685364923 -010 019 009 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Controle_T0_ Controle_T0_ Controle_T0 AGNG3_05 T0 ANOS_0,5_T0 AGNOB_05 T0 AGNG3 510 AGNO3 510 AgNO3_5T0 Contiole TO AGNOB_0,5T0 AgNO3_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso ondiogos de Descrigao mascore  pepideos  Coniole_T0 1 Contole To 2 Contole T0 3 AQNOG 05 T AGNOG0S T AGNOG0ST AGNOISTO AGNOGSTO ANOISTO VERAGR AVERASE T AvERAGE AgN0G 05 TOCo AGNOS S TaCom Agho0s Tung ARNSRAST agnos s To mglﬁﬁ AQNOS.05 TOCo  AQNOG_5 TaCont  AQNGS_05 To/Ag T

Arabdopsis 01 02 03 1 2 3 G ! ANOISTO T nwole TO role_T0. NG3_5 T0 Contiole_T0 le_TO role_T0 NG3_5.T0
S5pon 016000618014 F13p179 Protein transport protein Secé 1 subunit e 37102 2 17833 16862 21899 20835 28866 30863 3031 26826 26191 18865 26854 27749 0,080360678 0,011090585 0,800340807 051 056 005 UNCHANGED UNCHANGED UNCHANGED
$5pon 0560012970-1° 18212 uncharacterized LOCIOG77287 2728889 8 248264 470497 464522 411681 476566 429964 339841 406099 447834 461004 430408 397925 0348147083 0,120762392 0323383579 007 021 014 UNCHANGED UNCHANGED UNCHANGED
S5pon.0660005130-4D F14D16.29 uncharacterizedprtein LOCBO83438 57352 2 48548 50983 41882 46388 55709 59167 56724, 58169 55918 47138 53755 56937 0230797169 0,024867052 0457384737 019 027 -008 UNCHANGED UNCHANGED UNCHANGED
S5pon 0360004290-3C F14G8.8 Shosphoghcerate Kinase 677389 19 33360 38021 39337 37885 38639 107 33007 40781 44859 38573 39544 39549 0514163397 0794007858 0998931756 oo 004 [ UNCHANGED UNCHANGED UNCHANGED
S5pon.0360004290-1P F14G8.8 Shosphoghcerate Kinase 6171,90 0 19835 19678 22555 18748 21060 19918 17170 20125 21918 20690 19909 19737 053364905 0599084378 0916711393 006 -007 oo UNCHANGED UNCHANGED UNCHANGED
S5pon 01G0001800-1A FlH012 NADH-ubiquinone oxdoreductase B18 subunit 357557 4 52680 65%8 59524 58604 50103 53847 55401 66049 64034 59371 54185 61828 0317353558 0650414761 0,13489006 013 006 019 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0860000290-1A 1434 protease 2 234788 » 103334 99782 106859 83436 88472 94613 84261 7290 92916 103325 88340 8346 0019295441 0,031641159 046117514 02 -031 o0 UNCHANGED UNCHANGED UNCHANGED
S5pon.0660000390-3D F1M1320  Sadenosy-L-methionine-dependent methyltransferase 33262 2 0 8928 10117 %825 0 0 7785 7501 784 9522 %25 7650 - 0,696206063 - 005 -031 035 - - -

superfamily protein
S5pon.0360010130-1P FL4922.200 etokacd reductoisomerase, clroplastc 982164 3 443188 446425 423199 501372 492614 506302 561621 505743 537968 aan71 500096 535111 0,000175821 0,005001276 0,103762691 017 07 010 UNCHANGED UNCHANGED UNCHANGED
54900 0360010130-1A F14P22.200 etohacdreductisomerase 83240 2 190321 194625 182848 178291 166447 182299 208858 208493 217413 189265 175679 211588 0081716% 0007757112 0,002999912 o1 016 -027 UNCHANGED UNCHANGED UNCHANGED
590N 0360022180-2C 4R35 eukaryotic transation ntaton factor 3subunit ke 269,73 8 75642 74541 80926 55233 51871 57590 28658 55204 62188 77036 54398 43683 0001007498 0052671419 0580477762 089 086 017 UNCHANGED UNCHANGED UNCHANGED
55pon 03G0005580-1A F4p5 eukaryotc transaton niiation fctor 3 suburit M-k 266915 8 336661 344796 332005 373208 360141 368609 439371 357119 375247 337821 367332 390579 0005294243 0,104694434 0,409210962 ou 021 009 UNCHANGED UNCHANGED UNCHANGED
$5pon 01G0016620-1A Fisc18 Adenylsuccinatelyase 554200 2% 53765 55335 61563 62096 56031 6127 68414 61695 69204 56888 59785 66438 039491303 0,047096485 0,094087741 o7 02 015 UNCHANGED UNCHANGED UNCHANGED
$5pon 066002759018 FI5K96 chitinase CLP-e 34789,01 8 1064358 117983 889556 729629 862781 83915 908672 763938 803171 1023952 810775 825260 0056656838 0071088107 0820055242 034 031 003 UNCHANGED UNCHANGED UNCHANGED
$5pon 0360027150-2C FI5K96 basc 75 lobulin e 43715 2 285 54684 50958 54852 30351 18544 45175 45654 50440 44662 34582 47090 0496542151 0786925155 03121925 037 08 085 UNCHANGED UNCHANGED UNCHANGED
$5pon 0260023950-28 - Shoshatidlgycerolfphosphatidinastl rarsfer prtein 3273837 4 569372 494369 499275 455040 520054 468535 545366 478830 500061 519005 481209 508086 0303539142 0749560317 0389666063 o1 003 008 UNCHANGED UNCHANGED UNCHANGED
S5pon 07G0025230-18 [ ER membrane proten complex suburit 1 126569 » 42978 42651 0543 41786 38075 50062 50586 51974 42601 42057 43308 48387 0747421365 0,104013491 0330652923 oo 00 016 UNCHANGED UNCHANGED UNCHANGED
S5pon07G025210-18 [ ER membrane protein complex suburit 1 100440 n 20025 30864 27912 29198 28345 33052 28456 2089 23007 29267 30398 25037 0514350055 0,102764%2 0075575743 005 020 026 UNCHANGED UNCHANGED UNCHANGED
$5pon 01G0048350-18 F7A737 predicted rotein 19247, 20 698707 669871 692991 652200 693007 675131 749258 692901 722624 687190 673461 721594 0403980734 0,136616048 0,074807823 003 o7 010 UNCHANGED UNCHANGED UNCHANGED
55pon 01G0030800-1A F7A737 predicted rotein 1319259 9 136844 147369 133100 143932 155935 142830 107140 146131 141089 139104 147566 131453 0230512087 0586877456 0281112927 009 008 017 UNCHANGED UNCHANGED UNCHANGED
55900 0160042980-17 17820 sncharacterized oxidoeductase AUGIS6T0 101317 4 6178 10510 733 11265 9334 10552 21669 12005 10878 7940 10384 14851 0162704501 0,13268195 0267438916 039 00 052 UNCHANGED UNCHANGED UNCHANGED
$5pon 01GO017560-28 [ oxidoreductase 88290 6 29037 26538 22013 36659 25551 19095 16658 20836 21080 25862 27102 19525 0833568279 0064798219 0227964479 o7 -op o047 UNCHANGED UNCHANGED UNCHANGED
S5pon 04G0027390-2C F17HIS1 i domain-contining rotein 151649 10 125955 138161 1un2 127652 115982 114163 126932 127116 134349 127112 119266 129465 0348645083 0737386043 0,104867488 009 003 012 UNCHANGED UNCHANGED UNCHANGED
$5pon 03G0013240-28 F17HIS2 Thioredosin family Trp26 218142 5 43972 48513 49765 aanas 43093 36333 32463 44331 36573 7416 41390 37789 012537102 0,069027189 0452130011 020 033 013 UNCHANGED UNCHANGED UNCHANGED
35" exonuciease gomain-containing protein / K
55pon 03G0012990-1A FITHISS homology domain-containing protein /KH domain- 50364 4 2508 221 2298 25051 2597 21763 22666 29145 20497 20026 24260 25436 0890724178 0548936937 0637914801 oot 08 007 UNCHANGED UNCHANGED UNCHANGED
S590n.08G0016530-28 F17K23 Serine/threonine:protein phosphatase 24 65 K0a 6969,21 k] 154611 162755 160301 152818 142024 163645 125371 152400 158165 159222 153129 145312 0398369905 0,251736468 054218073 006 013 008 UNCHANGED UNCHANGED UNCHANGED
regulatory subunit A betaisoform

55900, 0860000260-2C 1722120 aroline-tichspliceosome-associated (P5P)farily rotein 55380 2 48508 26543 34870 70873 36136 56832 0 49003 53610 36653 54614 51307 0207424307 090007964 0,36306784 058 049 009 UNCHANGED - -
S590n.0760007320-4D 11910 i stanationinduced proten 132,34 2 25336 35094 39247 60382 aa677 40528 0 44468 39553 3326 48529 42000 0104704621 0739938616 0,25139325 055 034 021 UNCHANGED - -
S590n.05G0017910-1A F17M5.250 asprtc praeinase Aspl precuror 130,71 9 44659 46150 45942 27656 38035 32976 26210 30072 34152 45584 32889 30145 0013846412 0002733146 05072996 -0a7 080 013 UNCHANGED UNCHANGED UNCHANGED
S590n.0360011640-1A F1848.10 robabl nactive receptorkinase AR2g26730 precursor 72845 5 24012 34433 27347 16719 28617 22239 9217 18886 31349 28597 255 19837 02582473 0284234991 0729842194 034 053 018 UNCHANGED UNCHANGED UNCHANGED
S590n.0460001210-2C F1865.200 quinone oddoreductase PIG3 i 141497 4 36959 39636 38451 30747 38527 35610 2781 34237 45418 3818 34961 3415 0230606792 0557735797 0911790239 013 o017 003 UNCHANGED UNCHANGED UNCHANGED
S590n.0460031020-20 F1865.200 quinone oxidoreductase 33153 3 13865 13873 25387 14848 15265 12519 10175 13638 15057 17710 14211 12957 0423782641 0311100385 0,497592393 03 045 013 UNCHANGED UNCHANGED UNCHANGED
55p0n.0360017030-1A F19811.23 Tranlin familypotein 53724 2 16552 7171 13198 12621 11602 21234 0 14489 18174 15640 15152 16332 0889500149 0,450027539 0,537564159 005 005 o1 UNCHANGED
5590n.0360030930-20 FI9F1850 scetamidase/Formanidase family proteinisoform X1 232825 5 25339 19208 6726 18166 37828 18419 19006 17288 23238 17091 20804 19864 0,415946465 0,655393993 0,505001962 054 02 032 UNCHANGED UNCHANGED UNCHANGED
5570n.0260008850-1A F1961011 unnamed protein product 1115445 6 187007 171137 189094 150429 170002 169039 134712 198021 199745 182012 163157 177493 0086872093 0,834930038 0,555717085 016 004 o UNCHANGED UNCHANGED UNCHANGED
5570n.0460000940-1A F19320 Trimerc px ke erayme 58244 5 29659 23077 28694 32556 31978 26504 72939 27305 30085 27143 3046 433 0318912121 0335773456 0,428899557 016 058 -052 UNCHANGED UNCHANGED UNCHANGED
S590n.0560002620-30 Flo327 ifunctionl purine biosynthsis protein Pk 53285 5 68781 64200 66277 89635 71376 7359 62062 78404 84561 66419 78202 75142 0116623678 0,263843562 0,744010459 02 018 006 UNCHANGED UNCHANGED UNCHANGED
5570n.0660008030-1A F19K16.30 aspary protese faily protein AtSg10770-lke 89099 3 10080 12601 11361 8386 14031 8733 17029 10291 10793 1147 10383 12704 0,649688828 0584720213 0,458848122 01 016 029 UNCHANGED UNCHANGED UNCHANGED
S5p0n.04G0015280-1A F19K6.16 Costomer subunit beta'-3 211068 k) 45771 40060 44501 62997 47666 56291 47375 53168 54537 43044 55651 51694 0,062445218 0,041935539 0,46879701 036 025 o011 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460015280.2P F19K6.16 Costomer subunit beta'-3 151454 1 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - -
5590n.08G0015400-1A F19K6.16 Coatomer subunit beta'3 58687 3 1596 16323 19132 26534 20803 19305 15670 2147 14344 17240 a4 17354 0084016367 0,930036133 0,158426382 039 oo 037 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160026180-1A FlE2.17 microsomalgutathione Stransferase i 608,60 3 43619 45734 45274 89933 55995 66818 107031 57566 56134 44886 70916 73577 0,060335458 0,161775461 0,898022347 086 [ -005 UNCHANGED UNCHANGED UNCHANGED
$590n.0260038250-18 FINI310 probable.endo-13(ebeta-luanase ARB_01444 125,17 1 65241 66565 75075 69091 64622 65173 70319 64856 63668 68960 66295 66281 0,475403428 0,50902624 0,995639757 006 -006 000 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760022110-2C FINIBL celldeathreated protein 139,21 2 47687 47551 54488 45197 39540 43601 39160 50429 42081 49909 4279 44023 0,066174639 0,220046894 0,756298777 02 018 -0p4 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0560012390-1A FINIBS Glcne-{RNA gase mitochondria 1 4631,00 2 102727 96903 96537 103441 112003 116669 109596 101276 102279 98725 110704 104384 0051540727 0,161568622 024797643 017 008 008 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660002990-28 FINISS Giycne-RNAgase mitochondria 1 233030 2 56455 70897 56974 47701 50023 59446 51652 42004 38839 61442 52390 44298 0202132197 0,047815493 0,197559883 03 -047 024 UNCHANGED UNCHANGED UNCHANGED
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Tabela Suplementar 1 — Cont.

Contiole_T0_ Contiole_T0_ Controle_T0 AGNOB_0,5.T0 AGNO3 05 T0 AGNG3 0,50 AGNG3 5 T0 AQNOE 570 AQNOE 570 Contiole_T0 AQNOG_05 10 AGNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Coniole_T0 1 Contole To 2 Contole T0 3 AQNOG 05 T AGNOG0S T AGNOG0ST AGNOISTO AGNOGSTO ANOISTO VERAGR AVERASE T AvERAGE AgN0G 05 TOCo AGNOS S TaCom Agho0s Tung ARNSRAST agnos s To BARETET agncs 05 Toco Aanos.5 Tocon_ AgNos. 05 Torg

Arabdopsis 01 02 03 1 2 3 SO%T AgNoss O nwoleTo 10le_T0 NO3_5.T0 Controle TO le_T0 role_T0 NOB_5.T0
$5pon 066000299017 FINIBS Glyine-tRNA ligase mitochondrial 1 215989 3 61789 73693 58996 29931 56455 64853 51101 20376 20384 64826 57080 43954 0282378238 0022175138 0079247402 018 056 03 UNCHANGED UNCHANGED UNCHANGED B
$5pon 076001082020 2110 statvelsctofguathione ase chlorolasic 105695 3 1629 27373 21547 17582 19533 20268 30003 15344 22289 2179 19114 2255 0468274845 0887931565 0,470689444 019 005 024 UNCHANGED UNCHANGED UNCHANGED -
S5pon.05G0016160-1A Fon2 Pyrwate kinsse 1912,72 2 23106 25631 16896 20534 14705 2173 34524 228 2578 21878 19804 27110 061305203 0316627514 019273163 014 031 045 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01G0028050-1A F2082401 Nuclec acic-binding 08-folé ke prtein 326399 2 15094 6638 a1 8654 6995 8039 0 11434 15891 £ 7909 13662 0633147529 0950109948 0813469102 026 053 079 UNCHANGED - - -

UInYOrOIpoyIysIne-resiaue acetytransierase com ponent
55pon 04GD014STO-1A F20021.4 20f pyruvate dehydrogenase complex mitochondria 5406,77 » 117852 118874 125211 114081 110086 119281 94606 14202 114642 120646 114469 107817 0,154190682 0,14061648 0403199692 008 016 o0 UNCHANGED UNCHANGED UNCHANGED -
UInYOrOIpoyIsIne-Tesioue acetytransierase com ponent
55pon 04GD014970.28 F200214 20f pyruvate dehydrogenase complex mitochondria 5279.33 % 67481 7511 65950 67241 66933 78084 78077 84081 83465 69548 70752 81874 0808511017 0023155337 0054597846 o) 02 021 UNCHANGED UNCHANGED UNCHANGED -
$5pon.06G0015890- 1A F20H233 Putative H/ACA ribonucleoprotein complex subunit 1-like 424349 4 103260 123015 144421 130012 113103 129821 86188 99526 118697 123565 12812 101471 0,957416581 0,219105616 0,105855568 001 028 029 UNCHANGED UNCHANGED UNCHANGED -
protein1
S5pon.0560001076-1A F20116120 Anamorsinie protein 76046 3 1727 23088 2180 38552 25233 18175 39379 20415 18648 22333 27320 26147 045176761 0,596814206 0,901859125 029 03 006 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0008600-3C ROMI715 scetolactate synthase/ amino acid binding protein 177684 8 93267 99008 93613 101430 89087 101896 113919 94663 98775 95296 97471 102652 0,660226175 0,308796092 0527202289 003 o010 007 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05GO0L7090-1A ROMI735 Acetolctate synthase smal suburit 1 chloroplstc 36818 2 20056 17760 17819 23569 15515 15909 0 17087 20721 18545 18331 18904 0941382582 0407917017 0453410029 002 003 004 UNCHANGED - - -
$5pon 03G0025190-1A 200920 08{old nuceic aid bining domain containing prtein 842602 7 199239 215069 198681 184886 171924 162822 144817 164423 188009 202330 73211 165750 0033641586 0,060464119 0,623078657 02 029 006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260006910-4D F2009.280 arobable protein phosphatase 262 70398 2 23972 26416 28294 0 22483 0 22416 20268 20415 2627 22483 21699 - 0,070354488 - 02 027 05 - UNCHANGED - -
55pon 0160039450-2C F21A20120  branched-chain-amino-acid aminotransferase-like protein 1 99330 3 43883 47388 34967 28476 40679 30751 41340 31158 26929 42079 33302 33182 0,170751006 0,189094611 0,978927379 034 034 001 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO00S410-1A F21M20 180 erine-RNA ligase cytoplasmic 183266 1 57787 61712 58111 67031 61586 62356 73584 68719 61519 59203 63658 67941 0,103015959 0078822331 0333365324 o010 020 009 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0002360-28 RIE1012 Gltamate-{RNA lgase cytolasic 92248 6 44138 43241 7475 47507 43582 4695 37271 4698 5523 44952 46018 43264 0581401427 0634931639 0446613421 003 006 009 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0013240-3C 182 30030 educase 494605 B 3004 37592 37096 46384 46138 34233 2337 29647 39807 34964 42251 3040 0,193283661 0493862996 0,144411795 027 018 05 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05GO013240-1A F21192 faty acid biosythesist 478030 1 13489 16788 16567 17076 16985 12581 17441 20387 28911 15614 15534 226 0967030523 0139271336 0,148012395 001 051 -052 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0011920-3C 182 Soaglacharterpraei] reducse e 66056 2 2757 21769 17951 24788 26004 20376 27167 20672 3202 21492 272 26760 0440705989 025142054 0469822391 014 0 o017 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0160062710-10 F21M1226 multiple inositol polyphosphate phos phatase 1-like 42736 3 14611 13695 17465 17020 15973 11618 30830 6977 12336 15257 14870 16714 0,856660516 0851761928 0815795264 04 013 017 UNCHANGED UNCHANGED UNCHANGED -
isoform X1
55pon 08G0020280-18 2123 longation facor -gamima3 1648119 2 622852 62769 614757 620518 61216 639371 660978 658367 633866 621768 624035 652737 081100706 0017477112 0054232174 op1 o7 006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260010260-1A £2103.19 ferredoxin 213662 2 50800 60902 59100 39754 49521 47482 0 50790 55852 56934 45572 5321 0057492188 0302887221 0,608768222 0% 009 03 UNCHANGED - - -
55pon 026001098014 1083 gucan endo-1 3-bet-gucosidase AG precursor 162985 9 79400 72376 74376 77790 75676 62295 26045 64130 65472 75384 71920 51882 0547767798 0,147075514 0220270318 007 054 o047 UNCHANGED UNCHANGED UNCHANGED -
$5pon01GO04TST0-18 21033 Putative IQ calmodulin-binding and BAG domain 123694 2 38061 15030 37370 27082 12609 2990 25282 12861 31868 30154 207 2337 0496140702 0,508284059 0988398091 -038 -037 -001 UNCHANGED UNCHANGED UNCHANGED -
containing family protein

$5pon 01G0007600-1A £2201.120 beta-gucosidase BoGHIB-ie 256280 1 118592 129126 11811 95561 131592 105817 119237 78891 86152 119843 110990 94760 0496287017 0134531946 0378448402 o1 034 03 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0024610-28 2202216 Jactoylgtathione Iyase 63564 3 2351 33088 37450 26354 31409 32630 42908 2813 226 33026 30131 30016 0601984918 072599356 0987143724 013 014 0oL UNCHANGED UNCHANGED UNCHANGED -
55pon 04GO008H30-1A 238516 Siserchromatid cohesion protein PDSS B:8 67773 6 7028 72977 71235 81382 57654 65287 71459 7022 76297 71480 68108 72659 0656902834 059607413 0563387099 007 oo -009 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05GO010450-1A F23H1127 NAD(Pinked oxidoreductase superfarily potein 58455 2 99025 90697 57564 46299 57370 39009 56770 31063 41373 82029 47559 43069 0064153836 0055385974 0650342599 -079 094 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon01G0034330-20 208925 aitative transcritionfactor Hap3/NF-YBfarily 52888,72 7 744220 716407 741671 702610 619277 676385 733994 815786 815262 734099 666091 788348 0060023186 0,130621192 0028967832 014 010 -024 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260008320-28 208925 aitative transcritionfactor Hap3/NF-YBfarily 52888,72 3 643959 619893 641753 698627 615767 672551 476925 530070 520730 635201 662315 51202 0349912123 0,003087201 000762771 006 -031 037 UNCHANGED UNCHANGED UNCHANGED -
55pon 04GO011690-1A 24624120 Ioleucine-RNA gsse oplasic 1086,42 2 60045 55329 53814 66576 60978 65059 57402 65284 66668 56396 64204 63118 0035960867 0122558228 0761016927 019 016 o2 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO012930-1A 2062450 frctokiase-2 45058,71 2 402606 2179 03363 07284 410958 424959 478305 455853 409188 412581 412400 447795 0876800032 0192915341 0,188092566 oot 012 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon 06G0012930-28 2062450 frctokinase-2 4236234 0 209263 314774 295761 320715 308060 314146 366619 324397 302307 303266 317307 331108 0181887925 0231424516 0526885743 007 5] 006 UNCHANGED UNCHANGED UNCHANGED
$5pon 01G0035630-20 201411 Vicilnke seed stoage proten 2433969 7 591343 573319 664922 317117 752799 377765 31nn 432356 639098 609861 482561 462909 0411878617 02089875 0911264733 034 -040 005 UNCHANGED UNCHANGED UNCHANGED
$5pon 01G0035630-1P 201411 Vicinke seed stoage proten 1812051 B 14204 16504 18087 17097 4187 17927 12182 15207 17864 16265 25617 15084 0317048937 0585126928 0271942665 086 o1 076 UNCHANGED UNCHANGED UNCHANGED
$5pon 01GD035630-18 201411 Vicinke seed stoage proten 133320 2 498044 ag66a1 525147 211726 630544 263161 216850 295900 452773 496610 368477 321801 0389741233 0,070513093 0769904842 083 083 00 UNCHANGED UNCHANGED UNCHANGED
S5pon 05G0018980-3C F2M1240 A8 hydrolase superfanily proten Vi 61866 2 26 1032 3992 13306 13754 a5 0 8438 9981 7853 12262 9210 0132199539 0664682724 0,141990871 0s4 023 oa1 UNCHANGED
S5pon 05GO018980-1A F2M1240 A8 hydrolase superfanily proten Vi 57975 2 8600 7981 7463 10468 9855 8153 0 770 8656 8014 %9 8013 0126103731 0380945464 0210296492 o 000 on UNCHANGED
$5pon 03G0012420-1A £266168 §T4 phosphatase-associated familypotein 77033 8 19303 16011 18295 19097 20553 21413 2671 21237 20651 17870 20350 21519 0104155461 0033201687 0267001248 019 027 008 UNCHANGED UNCHANGED UNCHANGED
S5pon 03G013170-28 F2602150 UPFOSE protin 686 1 21k 149819 5 46047 45582 40265 47860 41489 41835 33541 55633 42672 43965 4378 43919 0936207733 099818903 0975443936 -0pt 00 -001 UNCHANGED UNCHANGED UNCHANGED
$5pon 05GO000690-1A £2761850 emspeciic protein TSTL 1465643 8 414226 405272 420052 427180 397848 452656 400787 413569 aam1 413183 425895 419025 0481757769 0679421578 0749950993 004 oo 002 UNCHANGED UNCHANGED UNCHANGED
$5pon 03G0000530-1A F2IMT P-4 complexsuburitepslon 74909 3 17105 16369 18171 19462 18399 20020 15823 2010 21374 17215 20627 19736 0131197117 0282865984 0750367297 026 ) 006 UNCHANGED UNCHANGED UNCHANGED
S5pon 0460014550-1A F28A21220 PO MR LIS, TGPt ™ 135823 2 1838 7395 295 605 223 4858 5984 57 0 38% 29 onB 0,864404119 0,693894471 04883779 012 01 o0 UNCHANGED
S5pon 07G0034100-1C F288233 Jalkeral reducase. (VADP(}dependentiie 529095 8 13480 62927 153536 32090 148202 79727 75351 40101 76698 116981 86973 64050 0526969044 0,153181019 0554017895 083 -087 (2] UNCHANGED UNCHANGED UNCHANGED -
$5pon 04G0033660-1P 28116110 RNk binding (RRM/RBD/RNP mtis) faily prtein 84256 3 34360 36550 35125 3236 23610 25842 38022 20096 20578 3536 27266 32365 0040126587 0390522822 0272003133 -037 013 -025 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GD003650-1A F28112.100 LAsparasele family prtein 15748 1 8969 8054 886 11891 9880 10456 9819 10346 11087 8636 10742 10817 0034031726 0019208675 0667347658 031 027 0o UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260010900-1A F281718 Ribuose hosptate 3epimerase 99240 2 46175 76157 37091 66009 66754 78466 43119 56812 56363 53101 70410 52008 023844287 0938155803 0,038656604 041 003 %) UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Teste T Tog2Foid Change CUTTTe
pr J—— Deserigio Moxscoe pepkeos  Contole TO 1 Contole TO 2 Coniole T 3 AGNCR 05 T AGNCE05 T AGNCE05 T AQNGGSTO AQNGGSTO ANGGSTO AYERAH phak; AVERAGE AQNG205 T0G AgNOS ToCont AgN2 05 T0Rg (UISIRErD Aioas 1o DRBTET aguoo 05 TG AgiOLS TOCEt AgNGG 05 TR Clusers

Arabdopsis 01 02 03 1 2 3 = 5057 AgNoss O nwoleTO 10leT0 NOB_5.T0 =" conole T0 le_T0 role_T0 NOB_5.T0 T
$5pon 066001308028 F28MILL KH domain-contalning potein 183620 5 85722 79817 82376 80551 72111 75638 69976 89314 96227 82638 76032 85172 0091781502 0768389244 0329032551 “on 004 016 UNCHANGED UNCHANGED UNCHANGED B
$5pon.0460008940-1A 28020240 AP andcoile-coil domain-containing prtein -l 63651 3 210 0 50036 40308 0 56619 2729 0 0 26273 48662 2729 0561785614 - - 088 3% 41 - - - -
S5pon 03G011270-1A F28N2425 ypothetical poten Shy32805ca03._054 64689 2 21652 30890 23295 23195 27817 23085 36100 20725 26169 25279 24699 30865 0,866815217 0,255960268 0,144654893 003 028 -031 UNCHANGED UNCHANGED UNCHANGED -
55pon 03G0021940-1P Fa8n247 Retroirus-reated Pl polyrotein UNE-L 257620 2 121182 120314 59010 13127 63469 110944 70321 43071 128361 103169 95847 80584 0803109132 0537733212 0636805018 o1 0% 025 UNCHANGED UNCHANGED UNCHANGED -
55pon 0GGO001930-1A F28p2226 ahenyllanine-tRNA ligss betssuburit, oplasic 200744 2 33974 26771 3134 37790 31106 29%2 17875 29833 33894 30660 32953 27201 0515664507 0545711311 0346193706 010 o7 08 UNCHANGED UNCHANGED UNCHANGED -
S5pon 07GD026380-18 F28p2226 henyalnine-(RNA igase beta suburi, toplasric 130014 0 21 25291 25668 31882 24480 28715 26382 31893 336 24467 28359 30507 0176417083 0,06078033 0513665004 021 032 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon 08G0014030-1A 218100 loha/beta-Hyrlasessuperfaily rotin 116426 10 29637 36335 35522 28586 36676 31797 37316 31219 34108 33831 32353 34214 0,66424507 0895866248 0560782323 006 oo -008 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0360017906-1P F2K13150 NADP-dependent oxidoreductase P1 235042 8 43462 53642 46102 39947 48318 43025 23698 44027 42407 47736 43897 36711 038051788 020051894 0360195339 012 038 026 UNCHANGED UNCHANGED UNCHANGED -
55pon 04GD00S630-1A F2K1380 Ploop containing nucleoside triphosghate hydrolase 70857 5 15699 23514 20853 31994 25395 29644 28911 3318 26778 2002 29011 29606 0,040032825 0,031637364 0835519111 054 056 -003 UNCHANGED UNCHANGED UNCHANGED -
S5pon0TGOOL7130-3P F3C22.60 RNA-binding [:;;'B:/n;::;::; faily protein 33471 3 1232 13887 18086 13099 12153 13871 11537 12346 14140 14779 13041 12674 0384749267 032485209 0709210571 018 02 oo UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO019860-1A RK231 NADP-dependent D-sorbitok phosphate dehydrogenase 95659 5 58418 59267 51947 48357 58414 9778 30897 39877 52407 56544 52182 41060 0326124599 0,0804636 0,186542144 o1 086 035 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0360016320-30 RLT Coatomer subunit beta-2 13235 20 125438 122975 79452 143694 136853 140470 92334 128308 135921 109288 140339 119021 0,108320105 0654066916 0,193232779 03 012 02 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0360007890-4D RN2e Sunivalprotein SuE-ike phosphatasefuceotdsse 92227 4 17055 12793 15074 12961 15830 15840 0 21518 18561 14974 14877 20039 0953405534 0825128478 083437601 001 ) 083 UNCHANGED - - -
$5pon 01G0029440-1P R0S35 nosine-S-monophosphate  dehydrogenase 358,51 8 82356 78954 82863 83966 92757 85452 39727 68596 72002 81391 87392 60108 0114394844 0,107959362 006159295 010 o [ UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0029440-28 F309.15 inosine-S-moncphosphate  cehydrogenase 240378 1 30145 47072 45173 66931 38839 55899 57053 61257 54281 0797 53890 57530 0251235449 0043123216 0687707014 040 050 009 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760026450-18 F4B14_120  Pentatricopeptide repeat- :en:m\;en‘mmnmaimﬂ 103304 n 39559 42606 44059 43807 40529 37097 42601 40160 37730 42075, 40477 40164 0,533543561 0,378687421 0,902067405 006 007 001 UNCHANGED UNCHANGED UNCHANGED -

mitochondria

$5pon 01G0012260-1A . €Fhand amily protein 718369 4 6020 63278 88291 94095 67106 85771 140663 120202 66610 70596 82320 110492 0381853094 0,173828366 0302579305 [ 085 -0p2 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0013190-1A FAT21_ARATH  Cysteine sulfinate desulfinase/cysteine desulfurase and 126 3 10186 9941 10142 8947 8389 216 10331 18740 19853 10090 8850 16308 0008276714 0,107451347 0068721467 019 059 088 UNCHANGED UNCHANGED UNCHANGED -
SSPOnOSGI0RIIOD s ARKTH ;1’::::::::::5 92740 5 19949 20096 19495 28039 2710 26852 32070 29805 20720 19847 26200 27538 0008205537 0090711027 0735559609 040 o047 -007 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0024710-28 FAIV76_ARATH RNA polymerase assodated factor PARGT 20077 n 58215 45952 54546 56030 70375 49958 63177 39636 66507 52904 58788 56440 0451542756 07204429 0832475799 015 009 006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08GO016210-1A B S enclpyranbhikinate 3shosphate  sytase 75570 8 32365 29637 30159 3718 3414 0822 43622 38559 36638 30720 37370 39613 0034190836 0016801324 0474579748 028 037 008 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0056570-20 F4P1312 dleosin 18 100 116864 2 198276 407951 417088 197846 239236 204158 250616 329198 380650 341105 213747 320155 0154309582 0,808325808 0056147149 087 009 058 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05GO000700-1A FSHIA2T thin gt hain ke 11785 2 3992 38673 35186 41646 37173 38642 41541 29618 39566 37934 39154 3608 0563104856 0808189529 0597201646 005 004 009 UNCHANGED UNCHANGED UNCHANGED -
$5pon 026000582014 F5K20_270 autative proteasome nibitor 021,11 3 59622 95631 65806 59024 62062 63129 64770 81385 84006 73686 61405 76721 0333835246 082211767 0,067378864 026 006 -032 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07G0006650-1A F5K20,290 siversaltres prtein PHOS32 212997 2 19005 3826 28404 16555 3173 11439 0 29941 24557 28545 19755 2729 0340585219 0389226259 0891724075 053 -007 086 UNCHANGED - - -
$5pon 08G0025430-20 F6082 Transducin/WO4O repeat ke supefarily prtein 133661 9 90041 77956 99605 93982 91941 76336 57516 62972 7140 89201 87420 63964 0842179206 0027636018 0027087648 003 088 045 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0032460-1P F6E13.19 Late embryogenesis abundant proteingroup 2 14682,46 1 391743 419202 405301 322005 296514 369513 50285 349699 404857 05415 320491 401600 0029060456 0905362218 0,116284747 -030 <001 -029 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0023480-1A F6F223 Neacetf-gammagutamykshosphite  eductase 226400 13 83202 82018 73586 63059 75747 83466 6258 81030 8128 79902 74090 74935 0436900015 0514976681 0926444633 o1 -009 -002 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05GU01T00-1T F6r07 protein REC2 52260 2 25384 25364 30723 33493 2073 26416 29715 25202 26543 27157 77 27167 0966179614 0996683177 0966422074 oot 000 0oL UNCHANGED UNCHANGED UNCHANGED -
S5pon0TGOO3TTEC-2P Fo1740 Agninosucdnate synthase choroplasic 984,07 7 2023 24065 22508 27392 2619 25416 26777 28377 27515 23605 25809 27556 009034792 0,005353959 0138123207 013 02 -009 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07GO037760-10 F61740 Argininosucinate synthase chlorolasic 452845 8 110927 110109 102985 129229 116148 119908 121210 128450 124548 108007 121762 124736 0041230488 0,006956777 0537430827 o017 021 -003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05GO009080-1A FIA1921 2ovogutrste-dependent. diongensse. DAl 236582 5 26068 22350 22068 30975 28232 39042 37045 2708 2979 23095 32883 27576 0060093332 0452416621 0,412993079 08 023 025 UNCHANGED UNCHANGED UNCHANGED
$5pon 05GO030670-2C 707170 macrophage nigration nhbior factor 1782300 6 136751 149988 158784 153500 162174 144666 157291 173130 161941 148507 153447 164121 0577529195 0120771681 0,196871358 005 o1 010 UNCHANGED UNCHANGED UNCHANGED
$5pon 0SGO030670-1P 707170 macrophage nigation nhbior factor 827437 4 108028 109695 118792 135708 141922 117160 98309 130351 122569 1172 13159 117076 0075841327 0656140556 0299192836 03 005 017 UNCHANGED UNCHANGED UNCHANGED
$5pon 08GO013320-1A 78,140 sobable. 2owogtarte-dependent dongenase NS 51198 3 25998 2691 17207 14862 2516 17764 19582 23086 31561 23182 19257 2073 0,410853456 0753789201 0307273943 027 009 -036 UNCHANGED UNCHANGED UNCHANGED
$5pon 04GO013460-1T k24150 cimaroyhCoA reductase- ke pratein2 522026 8 88105 86345 90465 100593 93901 91185 84072 87765 83919 88305 95226 85252 0085068501 0,1530263%6 0031262565 o011 005 016 UNCHANGED UNCHANGED UNCHANGED
$5pon 04GO13460-28 k24150 cimaroyhCoA reductase- ke pratein2 486639 Y 106568 99862 117700 75125 89663 83468 85045 91088 86748 108044 82752 87627 0019458345 0020668162 0347107697 038 -030 -008 UNCHANGED UNCHANGED UNCHANGED
$5pon 04GO0I460-1P k24150 cimaroyhCoA reductase- ke pratein2 486639 Y 11092 11844 10359 1279 13120 13162 15357 14083 12647 11098 13026 14029 0012255464 0030414036 0273674799 03 034 o1 UNCHANGED UNCHANGED UNCHANGED
$5pon 0260028120.28 10187 Trptophan-RN lsse, oplstic 122974 0 31763 35770 34861 4329 36861 37400 39605 26216 20574 34131 39163 31798 0101196705 0,608266126 0177737047 020 -010 030 UNCHANGED UNCHANGED UNCHANGED
$5pon 036003244018 FsAs21 tatveldo-ketoreductase 1 937340 8 186734 175283 173956 136320 165607 149049 133164 134263 150903 178658 150325 139443 0039374681 0,005056283 0347728897 025 -036 o011 UNCHANGED UNCHANGED UNCHANGED
S5pon 03G0011230-2C FsAs21 tatveldo-ketoreductase 1 674509 n 9264 86458 97782 76731 94098 77200 79947 75465 7275 92235 82676 77562 022012963 0014054941 0432003151 -016 025 009 UNCHANGED UNCHANGED UNCHANGED
S5pon 03G0032470-2C FsAs21 tatveldo-ketoreductase & 437641 1 17420 111921 113590 102383 117383 101909 89401 112078 105990 114310 107225 102790 0254887273 0183811102 0,634897034 009 015 006 UNCHANGED UNCHANGED UNCHANGED
S5pon 03G0011230-1P FsAs21 oddoreductase, aldofketoreductase 267723 7 47102 43088 a2 52145 57918 57936 36998 63006 55007 44200 56000 51804 0008264018 0397369675 0628663733 03 03 o011 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GO018330-1A FsAs21 peakine reductase 216610 9 30216 20274 30459 32747 27090 29367 49583 233 22584 29983 20734 31803 0889760465 0847894004 0830239848 001 009 010 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260025580-4D FsAs21 robable aldofeto reductase 184773 7 2603 20 2557 374 1870 28 5% 2115 2153 2860 2647 1601 0752601435 0104705518 0208937425 o1 084 o7 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GD026820-1A FskaL Costomer subunit aphs-3 203553 “ 135988 130955 139320 136200 140488 139320 122575 120835 127267 135421 138669 123559 0302547128 0018646876 0,00281484 003 013 o017 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_ Contiole_T0_ Controle_T0 AGNOB_0,5.T0 AGNO3 05 T0 AGNG3 0,50 AGNG3 5 T0 AQNOE 570 AQNOE 570 Contiole_T0 AQNOG_05 10 AGNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Coniole_T0 1 Contole To 2 Contole T0 3 AQNOG 05 T AGNOG0S T AGNOG0ST AGNOISTO AGNOGSTO ANOISTO VERAGR AVERASE T AvERAGE AgN0G 05 TOCo AGNOS S TaCom Agho0s Tung ARNSRAST agnos s To mglﬁﬁ AQNOS.05 TOCo  AQNOG_5 TaCont  AQNGS_05 To/Ag T

Arabdopsis 01 02 03 1 2 3 SO%T AgNoss O nwoleTo 10le_T0 NO3_5.T0 Controle TO le_T0 role_T0 NOB_5.T0
$5pon 036002322028 FBKa.21 Coatomer subunit alpha-1 159,73 3 41074 40159 43509 39400 38968 38296 35190 33626 36413 41581 38888 35076 0062356213 0,00716303 0011782614 010 025 015 UNCHANGED UNCHANGED UNCHANGED B
$5pon 0160032240-30 £8K7.10 tokfalsstem protein TolB-e 1085,71 9 14493 15705 16483 10130 12377 11155 2037 %63 11570 15560 121 7650 0,00755577 0,055847825 0,299286794 047 10 055 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160032240-28 f— tokPalsstem prtein TolB-e 107,11 10 26805 2112 26037 23253 28592 24304 10024 17986 22981 24385 25383 17297 0,864298581 0,112220063 0,104244819 oo 053 055 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160032240-1A f— tokPalsstem prtein TolB-e 90629 7 1442 927 076 5868 9237 70 a6 6832 8692 10115 7605 6590 0,104277069 0,074009647 0,563897564 041 082 021 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01G0010820-2C FaM21.160 RNAbinding KH domain-contining potein 157076 8 84993 86326 85894 60314 62077 63050 61203 73640 77775 85738 61814 70872 11475%05 0,040908225 0,146927325 047 027 020 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160020450-28 FaM21.160 Nuckicacd binding protein 154885 5 71475 6216 63814 66533 59485 68004 60837 78389 81286 65835 64674 73504 0,779801363 0334712119 027031855 003 016 018 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0560010010-28 FaM2L30 ldose Lepinerase 10432 5 2103 18220 16065 &7 17494 808 14340 928 13206 18443 11058 12354 0,107408594 0,042691091 0736414172 074 058 016 UNCHANGED UNCHANGED UNCHANGED -
55pon 03G0003060-14 FaNI6S asmotinlke proten precursor 14066,32 » 1041525 974489 954378 779894 767163 729519 396792 683656 877837 990131 758859 652762 0001597581 0,0765%0091 0492301714 038 080 02 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0360007010-1A FI02450 Shenyllanine-RNA lgase, chiooplastcmitcchondril 39681 3 10583 1023 10068 16869 12983 10876 13956 13282 1204 10558 13576 1321 0164609485 0,006982234 0853925316 0% 032 004 UNCHANGED UNCHANGED UNCHANGED -
$5pon07GOU06170-1P 5614260 Putative PWWP domain familypotein 64181 7 35041 28793 28050 37515 31918 3425 26819 35000 39507 30761 34586 3775 025135047 0530517971 03851143511 017 013 [ UNCHANGED UNCHANGED UNCHANGED -
590N, 0760029200-2C A Fatty acid anide hydrlase 601597 5 37 7563 8330 2166 5941 5087 3958 6685 9 6710 398 5024 0245069685 0327329085 0681988449 061 082 019 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0860010420-1P FABLC Putative 1 nhosvhandv‘mwwr phosphate 5-kinase/  zinc 16460 2 539314 446905 447527 542321 485806 543627 549090 526846 464172 477915 523918 513369 0,271949877 0,424010651 0,756564791 013 010 003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GOO1STT0-2C . fumarylacetocetase 474680 19 67070 68415 75627 69927 65664 6624 26604 64119 61819 70371 67271 50847 035621889 0,191264047 0249883856 006 -oa7 040 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GOISTTO-1A i Fumanylacetoacetase 457069 1 113404 138447 138500 118567 120798 117956 127382 127910 134953 130117 119107 130082 0260203639 0996949135 0013273841 013 000 0B UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0047810-20 FAHDL Fumarylacetoacetate (FAA) hyrolas faily 198240 3 9524 9509 5423 aits 7968 80 0 8013 5936 8152 5631 6074 0235620479 0273475682 073242947 053 03 031 UNCHANGED - - -
55pon 03G0018970-2C 3 Fructose-bisphosphate aldlase 847058 » 406211 366478 406004 362381 378695 406969 418003 390798 405926 392898 382682 404909 0611142105 0478375471 021791109 -0p oo 008 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0012290-3C a6 fructose-bisphasphate aldolase 1, cytoplsmic 69948 51 2 527942 485621 477594 508282 13814 443790 472290 517478 606796 497052 455296 532188 0261278771 0454787323 0,187026587 013 010 03 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0012290-28 a6 fructose-bisphasphate aldolase 1, ctoplsmic 67503,77 0 912756 647775 811580 948759 886299 706855 922075 795616 750609 790704 847304 822767 0621368724 0746877149 0796055041 010 006 oo UNCHANGED UNCHANGED UNCHANGED -
55pon 03G0000790-1A a6 fructose-bisphasphate aldolase,cytoplasmic sozyme 4655993 1 888527 927440 850751 887832 861198 997409 1062493 1316453 1356697 883906 915480 1245214 0603456234 0019725778 0031027261 oo 049 -op UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GO031930-1° o ferredoin3, chloropistc 10637,78 5 48171 58507 73536 62899 69753 77816 229 121698 79885 60071 70156 74637 0302710705 0649836122 0885164432 [ 031 009 UNCHANGED UNCHANGED UNCHANGED -
55pon 08G0008780-3C oL formate dehydrogerase 1, mitochondrial 731667 1 219395 220748 226290 170898 216561 180142 201906 183053 218192 2210 189201 201050 0079641131 0,111679144 0529734883 03 014 009 UNCHANGED UNCHANGED UNCHANGED -
S590n.0560039230-10 Fere fertin 2116883 9 173846 169943 174598 181523 168547 215393 87129 162822 178222 17279 188487 142724 0326274348 03416177 0219024286 013 -028 040 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07GO16700-4D - fertin 182345 1 74456 69486 74790 7797 77462 96578 84462 73989 96539 72911 84002 84997 0164082033 0,147255435 0917838876 020 02 -0 UNCHANGED UNCHANGED UNCHANGED -
S59on.0160047970-20 Festa FestA 12,12 6 350610 371425 361485 332200 325632 347502 482976 375590 363677 361173 335111 07415 0042011639 029500556 0,133485108 o1 017 -028 UNCHANGED UNCHANGED UNCHANGED -
55pon.0460000320-1A FB2 probable mediator of RNA polymerase Il transcription 8844,24 10 152316 148942 156962 179408 137436 149803 124774 148791 152064 152740 155549 141876 0,835348955 0,289804901 0,417400238 003 011 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260011030-28 FREPI5-1 ;Ksos-bmms:: :r’::: :.1 precursor 130,10 2 27537 36856 34591 31928 32924 25780 13883 39275 30311 32994 30211 27823 0481014158 0550706225 0773768033 013 -025 012 UNCHANGED UNCHANGED UNCHANGED -
S590n.0660002460-1A FKBPES septidybprlyl somerase 263853 0 178056 169742 176361 196672 179943 147029 180259 169237 192357 174720 174548 180617 0991296109 0455358789 0,724340005 000 005 005 UNCHANGED UNCHANGED UNCHANGED -
55900, 0560004990-1A FLATD fascdinike arabinogalacta protin 10 precursor 186,22 8 60289 50926 63251 37320 68326 0794 34633 59657 67481 58155 48814 53924 0423406336 0709617082 0732502184 025 o1 o1 UNCHANGED UNCHANGED UNCHANGED -
S590n.0660001370-1A 7 fascidinike arabinogalacta proten 7 precursor 66413 3 2586 26237 29498 23707 27645 2334 26419 22568 27411 27194 20895 25486 0270847209 0416674118 078552189 01 -009 -003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760018360-1A G arotein FLcike 3 74194 4 28659 27826 28569 25082 21568 202 19791 23839 27170 28351 224 23600 0,008222963 0,091589058 0,881389251 029 026 002 UNCHANGED UNCHANGED UNCHANGED -
$590n.0760012940-4D foLo2 Bfunctional protein Fod 2 105074 3 5807 11616 754 ars 7897 538 0 6196 7260 89 5870 678 0276763004 0,254929452 0,638563102 082 029 03 UNCHANGED
S5p0n.0460029560-18. foLot ifunctionl rotein FolD 4, chioroplstc 474819 8 55704 57992 50966 58784 52897 59502 62684 65881 73261 54887 57061 67276 0,501101623 0,029926171 0,053437933 006 029 -0 UNCHANGED UNCHANGED UNCHANGED
$5pon 03G0030500-2C faRt NADI detydrogensse (qinon) FORL 66391 2 20510 20135 3044 26801 27282 17104 14893 14999 31605 26363 2729 20499 0649887293 0,448204531 0643705536 015 03 021 UNCHANGED UNCHANGED UNCHANGED
$5pon 03G0022260-1A FRUA FRIGIDA e proten & 72525 5 30700 2591 26310 19094 18542 22899 13564 25371 21838 27657 20178 20258 002179933 0,124566001 0980177717 085 085 001 UNCHANGED UNCHANGED UNCHANGED
Sspon.0360012830-28. FTSH4. ATP-dependent zinc metalloprotease FTSH 4 59438 2 88727 72932 77057 72187 77631 76426 64719 73084 78427 79572 75414 72077 0,453247212 0,292404806 0,482576892 -008 014 007 UNCHANGED UNCHANGED UNCHANGED
55900 0560001530-1A Frsz el dhision prte "'::Zc::;:;:‘lr Horoplasticike 65092 4 9776 10276 10161 10834 11096 11293 9551 12148 14011 10071 11074 11303 0,00757663 0232234607 0,558617319 o1 on 010 UNCHANGED UNCHANGED UNCHANGED
5590n.0560023980-18 ua alpha-Lfucosidase 1 precursor 86942 4 18793 21903 17534 17827 17175 12961 17582 15823 17547 19410 15988 16984 0162655366 0,163218228 0,574470606 028 019 009 UNCHANGED UNCHANGED UNCHANGED
5590n.0360008570-1A FYepL ernehreonine-proten. phosphatse 62003 3 35672 4080 2738 268 27450 23070 2117 19818 19132 33740 25656 20355 0175759349 0,050095005 0,029750759 040 o7 03 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160041200-30 ey Gau8t-1 protin 46582 3 10370 10200 122 11992 9789 %003 12625 13368 15467 10597 10261 13820 074104911 0,02382152 0,044926397 005 038 -043 UNCHANGED UNCHANGED UNCHANGED
S5pon 05GO013680-1A 66PD2 Glcose-6-phoshate 1-dehyrogensse 2 hloraplstc 217,78 0 30534 32512 40026 38600 38973 41850 44039 30523 45716 30091 39807 41026 017111682 0207188811 0679038188 021 02 006 UNCHANGED UNCHANGED UNCHANGED
S5p0n.04G0008880-28 G6PD6 BT e 284080 0 38411 35690 33099 56080 51194 53619 21847 43590 39499 35733 53631 34980 0,001008907 091769191 0052172937 059 003 052 UNCHANGED UNCHANGED UNCHANGED

BUCOsE-D-prOSpnate  1-Genyorogenase,  CyopsMIC

$5pon 05G0008360-28 66PD6 iscform-lie 158374 n 23001 205 23262 14677 17279 16413 11116 17086 20167 23363 16123 16123 0,000836879 0,053348337 0,999988889 054 054 000 UNCHANGED UNCHANGED UNCHANGED -
S5pon.06G0021350-30 GADL Pyridoxal phos phate (PLP - dependent transferase 109236 5 62562 12805 78855 8130 15690 9999 0 92037 13363 51407 11273 52700 0,115171249 0,665387649 0,45400337 219 004 22 UNCHANGED - - -
S5pon 03G0016220-28 GAMMACAL Gmmﬁ:;?:’:;‘::: ;E:‘mmma‘ 96387 3 35577 43356 57410 55374 60697 36380 39329 40456 39834 asu8 50817 39873 0611560994 043269955 0212612849 016 019 035 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0260033350-18 GAMMACA2 Gamma carbonic anhydrase 2, mitochondria 186203 7 115210 122977 131695 99317 82128 78556 121004 102950 nan 123294 86667 112758 0,010123539 0212115558 0,034691421 -051 013 -038 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Teste T Tog2Foid Change CUTTTe
pr [ Deserigio maxscorepepideos  Convole T0 1 Contole_T0 2 ConscleT0 3 Ag03.05.T AGNCA_05.T AQNGGL05 T AINGASTO AQNOSSTO AMNOISTO MERATy nVeR'SE  AVERAGE | AGNGS.05TOCo AGNGAS TOCon AGNGR05 TUAs QRNSEAA’rD Ao 5 T0 DRRBRET A3 05 T0Cs AGNOSSTOCon AQNS.08 TOAG Clusrs.
Arabdopsis 01 02 03 1 2 3 -0 AONROST agnogs o nwoleTo 10leT0 NOB_5.T0 =" conole T0 le_T0 role_T0 NOB_5.T0 T

S5pon.0460011780-1P GAMMACAL2 ‘mitochondrial NADH ub\suuugme oxidoreductase 29 0a 1678,95 4 62883 65392 67671 52657 52652 50300 62080 59535 61107 65315 51870 60907 0,001070624 0,048318182 0,001113608 033 010 023 UNCHANGED UNCHANGED UNCHANGED -
$5pon 046000886014 aapct Giyceraldehyde-3-hosphate dehydrogerase 3, cosoic 77069,30 EY 2267070 2040629 2000109 2769411 2380428 2632688 2636917 2613952 2424061 2369269 2594174 2564976 0147373185 0,071409209 0832218391 013 o1 o) UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660012300-28 o Giyceraldehyde-3-shasphate dehydrogenase 1, oscc 64192,27 5 118699 1174605 1107722 1312231 1292043 1353584 134519 1351694 123749 1156441 1319285 1312461 0,005974082 0025213402 0,858699891 019 018 oo UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660012300-4D o Giyceraldehyde-3-shasphate dehydrogenase 1, toscic 4959372 20 510692 507135 51473 456635 584846 455913 365295 431665 493592 510433 499131 430184 0,805211954 0,096489984 0290456604 003 025 021 UNCHANGED UNCHANGED UNCHANGED -
S5pon.04G0017360-28 GAPCPL dicerldetyde-3phosphate  dehyrogenase, cyosolc 891361 18 49083 55000 49261 40983 45006 44463 56519 52081 56162 51101 43617 54921 0,034228083 0,188399611 0,004474225 023 010 03 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0860025750-1C GAPCP1 Glyceraldehyde-3-phosphate dehydrogenase GAPCP1 360,89 6 14312 21859 10341 21966 22460 23776 18391 2112 22254 15504 2734 20919 0,102073444 0207687822 0257309836 055 ) 012 UNCHANGED UNCHANGED UNCHANGED -

chioroplastic
S5pon 01G0048650-18 ooHL2 gutamate dehyrogenase 98394 7 38590 38812 3595 53755 45661 51693 67410 40987 42889 37769 50369 50429 0,008383795 0213218846 0,994970837 o4 o4 000 UNCHANGED UNCHANGED UNCHANGED -
55pon 05G0006050-1A o2 dutamic dehydrogenase? 19362 5 37527 36558 31808 37114 31483 34998 37417 24433 28309 35298 34532 30067 076712091 0284033709 0345734952 003 03 020 UNCHANGED UNCHANGED UNCHANGED -
S5pon0760007790-3C - Rab GOP cssociation nibitor 196138 » 18015 16843 18209 18980 25469 21306 19227 19150 17208 17689 21918 18528 0,095387906 0346165728 0,166901133 031 o007 0 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760007790-1A G0 Guanosine nucleotide diphosphate dissociation inhibitor 2 3189,78 5 77231 52857 74534 71011 77986 66963 57403 64633 65147 68207 71987 62394 0674610976 0513107824 007821523 0ps 013 021 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0560009290-30 o, gycerophosphodiester phosphodiestease GOPDL3 94314 8 33970 38116 aa077 38006 36744 38831 37517 40163 35793 38721 378650 37824 0788111437 0792983925 0980818087 003 003 00 UNCHANGED UNCHANGED UNCHANGED -
590N 0460009330-28 — dycerophosphodiester phosphodiesterase GOPDL3 682,02 8 135800 126740 123819 120591 115201 120968 156072 139093 150620 128787 118920 148595 0071931967 0032562375 0,005134279 o011 021 -032 UNCHANGED UNCHANGED UNCHANGED -
55900 04600053303C f— ahcerophosshadister phosphodiesterase GOPDLS 454052 v 166293 160345 171549 162040 10352 168330 144185 156641 173056 166063 157941 15790 0374809988 oamiess  09%87128s 007 007 00 UNCHANGED  UNCHANGED  UNCHANGED -
55pon 08G0006300-1A - D-aminoacy-RNA deacase 74225 2 277 20437 276 7112 2852 3127 32627 31203 25916 21963 27730 29915 004590904 002180278 0473712967 03 05 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0004750-1A . srobable gutamylendopeptidase, choropasic 30941 2 10059 1209 10452 11399 10658 12868 a8 10720 12178 10868 1162 9059 0438524335 0510189613 036196159 010 026 0% UNCHANGED UNCHANGED UNCHANGED -
$5pon 08G0019340-18 @R G0P-Liucose synthase 1 104811 3 23391 1682 23280 29713 44953 21965 4504 33870 22765 29851 32210 33886 0777078937 0643312038 0866030124 013 00 007 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0260026050-3C GGATL Pentatricopeptide repeat-containing protein ELIL 1622,46 2 23663 19342 20038 26318 26566 24947 20313 33200 36466 21014 25944 29993 0,026175624. 0,153720883 0,459815705 030 051 021 UNCHANGED UNCHANGED UNCHANGED -

chioroplastic
$5pon1GO012730-2C 31 v 439139 2 122363 126326 109355 138523 120686 129389 145963 147063 140122 119348 129533 144383 0233618883 0,010800126 0056366676 ou 027 016 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO0L2TI0-1A 31 robabl ndole--acetic acid-amidosynthetase GHBS 392995 2 49118 49716 43896 0928 36052 38614 2533 43011 0713 47577 38531 42086 0017645224 0049902192 0086644926 030 018 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0040550-2C 31 indole-3-scetc acid amidosynthetase 296329 2 90302 85410 100027 105229 93998 99206 74459 97685 91624 91913 99477 87923 0232679733 0651040907 0206665046 ou 006 018 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0005770-30 31 autative indole--acetc acid-amido synthetase GHB2 28241 1 85937 97825 100978 87111 97201 83799 74213 81938 83213 94913 89370 79788 041493682 0,048087251 0122078632 009 025 016 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G000S770-2C 31 autative indole--acetc acid-amido synthetase GHB2 278633 1 34680 46173 46818 41510 54065 44952 28385 28723 37191 42557 46842 31433 0474777053 0084965717 0031047145 o1 -opm 058 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0760004680-2C 36 autative indole-3-acetc acid-amido synthetase GHB.1 83444 10 30188 43069 30060 32609 23239 34432 32047 20571 2108 34439 30093 25882 0476313057 0,18828604 0425460013 019 -op 02 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06G0017190-30 oF3 puttive GRF-iteractng actor 2 134048 2 13048 17919 17554 13368 1359 14083 11347 12082 12556 16174 13682 11995 0,190073709 0059861777 0014673561 024 083 019 UNCHANGED UNCHANGED UNCHANGED -

glycine cenyarogenase (oeca rooxylating), mitocnondril-
$5pon 07GO18610-1A 6LoP2 lie 85417 5 20760 20797 23480 20969 21914 2047 21660 2155 2574 21679 21110 2130 0598910801 0656211934 0113117816 -0 ) 007 UNCHANGED UNCHANGED UNCHANGED -
S5pon 04GU004050- 1A GLNL-L Crystal Structure of the Maize Glutamine Synthetase 30227,32 2 530164 488378 538823 563262 479687 616342 291706 553868 498248 519122 553297 447941 0,46992297 0,430483879 0302935732 009 021 030 UNCHANGED UNCHANGED UNCHANGED -
complexed with ADP and Methionine sulfoximine
S5pon.01G0026670-1A o giutamine synthetas rootsazyme 2 514252 16 49318 47556 59341 72082 65764 56484 41001 77336 6394 52072 64343 60767 0,095282361 0,48185308 0742156998 032 02 009 UNCHANGED UNCHANGED UNCHANGED -
S590n.0560021990-18 an astidic dutamine synthetase 435651 9 827 523 9579 6613 nn =0) 361 8049 8263 8110 6709 6591 0,201426932 0,446017175 0,944412857 -027 -030 003 UNCHANGED UNCHANGED UNCHANGED -
S590n.0360016170-1A an hicadhesin receptor precursor 1580,10 3 27287 28974 0 104493 54750 88914 53235 102995 3024 28130 82719 62218 0,021411289 0,136708734 0474158249 156 115 041 - - UNCHANGED -
55900 0360009080-1A ot Gltamate synthase 1 NADH]choroplasc 5244,66 i 126863 106240 113611 159247 166464 176394 138154 17673 142583 115571 167368 152470 0,002691088 0,053170913 0320369183 053 040 013 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0360009080-3C an Glutamate synthase 1 NADH] cloroplastc 523956 75 0 0 0 0 0 0 0 0 0 0 0 0 . - - - - - - - - -
S5pon.0360009070-2C an Glutamate synthase 1 NADH] chloroplastc zon 7 0 0 0 0 0 0 0 0 0 0 0 0 - - - -
5590n.0360009080-1P at dutamate synthase 2 WADH] choroplstcle 174859 % 62158 69237 63141 64205 63562 63931 6208 48026 53463 64315 63899 54772 0,692206319 0,006474218 0,089953942 002 024 02 UNCHANGED UNCHANGED UNCHANGED
5590n.0660009730-1A axt Lacoyllutathione lyase 630813 5 704569 698108 695167 669190 719126 632100 752137 681669 692770 699282 673472 708859 0,366452884 0,686455384 0,348860332 005 o002 <007 UNCHANGED UNCHANGED UNCHANGED
S5pon.0360009370-28 av persulfide dioxygenase ETHEL homolog, mitochondrial- ke 4448,71 6 82088 98304 85785 108027 101307 95993 78822 96332 88527 88725 101776 87894 0,095906026 0911794032 0,086799418 020 001 021 UNCHANGED UNCHANGED UNCHANGED
$5pon 01GO018000-1A e GoP-mamose 35-epimerase 701567 Y 101736 88351 89202 136355 138518 131 9338 125220 97912 93097 130701 105660 000942419 0307757647 0,104157868 049 018 031 UNCHANGED UNCHANGED UNCHANGED
$5pon 06G0009970-30 on putative lucose-6phosphate translocstor 148590 4 84459 79528 88690 99383 93516 97635 100971 79722 89217 84226 96845 89970 0016349468 0,439056036 032354566 00 010 o011 UNCHANGED UNCHANGED UNCHANGED
PIOBA0IE pNCSpNOIPG NYaroperoxiae gutatnione

$5pon 05GO00S600-1A PX6 peroxidase 6, mitochondrial 21591 8 111744 136392 131701 118985 132018 128329 86621 97184 110520 126612 126444 98108 0985161173 0049672438 0023288519 000 037 037 UNCHANGED UNCHANGED UNCHANGED
S5pon.04G0023800-2C €29 probable phospholipid hydroperoxide glutathione 321468 8 50097 64352 52026 47356 58949 44706 50978 74221 81603 55492 50337 68934 0,455904658 0,259946251 0,142679321 014 031 085 UNCHANGED UNCHANGED UNCHANGED

perovidase
S5p0n.0460021790-18 2 Gltathone reductase ytosollc 597737 7 282466 262407 250259 279133 253161 207052 208541 308144 293407 265044 276849 269364 0,511043504 0,902347657 0,845839026 006 oo 0 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460000920-1A 2 Gitathone reductase ytosollc 350964 b3l 39313 36883 2836 49337 29839 44020 31405 28085 33748 30847 41198 31079 0,398941144 0,367130886 0,17140483 024 017 o4l UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660025370-18 o2 3 3ike protein 443882 9 845797 768573 733328 773609 790983 79281 891752 851058 819731 782566 785691 854181 0,930702047 0,141884926 0,034362263 oot 013 012 UNCHANGED UNCHANGED UNCHANGED
$5pon 06GO000330-1A o2 163 3ke proein A 3004386 bt 331059 336699 338049 266878 204907 278460 219769 255169 286004 335269 26315 253647 0,002039756 0013274332 0,673402315 -035 -040 005 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0260007980-1A o2 sronthreglting facor T1e 69155 2 14424 16896 15740 11801 11817 13827 10998 10400 14940 15686 12482 12113 0,030893135 0,088324493 0,826200668 033 -037 o UNCHANGED UNCHANGED UNCHANGED -
$5pon 06GO006S0-1A . L3 3ike protein 52538,93 bl 585138 565159 583055 632689 511355 623940 749632 681905 660363 577784 589328 697300 0,785033558 0,012396105 0,0851221 003 027 -024 UNCHANGED UNCHANGED UNCHANGED -
S5pon 06GO003220-1A . 163-3e protein 6F14.C 4927745 7 315410 304314 325185 282405 2618 280287 209843 26190 217320 314970 262280 230451 0,05796099 0,001878795 021269744 -026 085 019 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ Contiole T AGNO3_05 T0 AGNOB_0,5.T0 AGNOG_05 T0 AGNG3 5 T0 AGNO3 5 T0 AGNGS 570 Conliole T0 AGNOG_05 10 AGNOS_5_T0 Teste T Tog2Foid Change cUTTTe
Acesso Ontelogos de Descicao maxscore  peptdeos Contole_T0 1 Contole_T0 2 Contole T0 3 AQNGE 05T AGNOI0ST AQNCB0ST AQNCG.STO AGNG3STO ANO3STO ANERASE ,AVER'CL  AVERAGE  AGNO305TOCo AGNO3 S TOCont AQNO305 ToAg AGNSRRST AgN03 5 Tl BABREZET quos.05 Taco AgNoS 5 T0Gom 400,05 10 Clskrs.

Arabdopsis 01 02 03 1 2 3 SOST AgNozsTO T nwole To 10le T0 NO3_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 T
$5pon 056000979014 GRS 1633l protein GFL&-6 4451185 0 354997 351090 383055 260794 2153 308477 262537 250832 27%822 363048 263602 264397 0021343986 0,001676835 0977497183 06 0% 000 UNCHANGED UNCHANGED UNCHANGED B
$5pon.0560003790-4D . 10331ke proten 6FL4 3537025 Y 37282 2013 431086 378362 321515 377767 318016 350458 359070 409527 359208 342515 0127421264 0038717761 0501391538 019 0% o007 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05G0007380-1A — gutaredoin Coile 19094,05 7 2372 291231 241567 204788 243596 216829 173010 245708 245800 252057 21737 221506 02630177 0388531852 0993525635 018 019 000 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160020776-1A p—— MortiolgutaredoxinSi1 514642 s 61931 64105 6511 83653 71733 80063 86231 90584 74010 63792 78483 83608 0016071017 0017304574 0,447348082 030 03 -009 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0760005200-2C - gutamate Lsemiadetyde  2Laminomutzse 4060,49 5 38381 32499 32123 a3 42909 41376 59686 43873 49395 34334 42532 50985 0017771975 0,030150435 0,144634412 031 057 026 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760005200-1A - gutamate Lsemiadetyde  2Laminomutzse 205238 » 44050 37373 38878 50475 asg78 45733 48094 2310 4596 40100 48360 45867 0028192885 0,111415863 0256996155 027 018 [+ UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760014260-3D aH Gltamate-cystine ligsse chloroplastc 258641 B 68620 66614 74452 97266 9129 79764 50748 83053 89611 69895 89420 74471 0,025856518 0727506525 0316266671 036 0o 026 UNCHANGED UNCHANGED UNCHANGED -
S5pon0360014110-1A pr—, dutathione transerase 8 soform 11 1877,10 6 7152 72826 80463 66399 78520 64794 31845 56687 75779 76814 69905 54770 0228526985 0,162915204 0323020941 014 049 035 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160002010-1A pr—, gutathione transferase10 108639 4 44966 24624 43902 41201 3506 32356 41180 30018 36622 44297 36201 3540 0034623329 0058276511 0953026876 030 -031 oo UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0005720-1A GsTF3 gutathione Sransferase G5TF2 362,30 7 785730 787069 785471 625600 756036 687668 342303 671713 723780 786090 689768 579279 0062844501 0,158346095 0427411033 019 o 025 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0027440-18 GsTF3 gutathione Sransferase 3 202982 10 426974 392850 392728 346060 0911 391609 34752 321572 368876 402184 380527 345900 0322192292 0030652757 0,195159619 009 02 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon07GOI3LIOIT GsTF3 gutathione Stransferase & 19098,23 6 516344 512956 506706 576984 524675 562630 542750 498066 523601 512002 554763 521473 005428727 0514175366 0,175919594 ou [ 009 UNCHANGED UNCHANGED UNCHANGED -
S5ponTGOI3TIO-IA GsTF3 gutathione Stransferase & 855273 8 35046 34854 ans 50522 43739 51103 14055 45198 0797 38008 48455 33350 0048124511 0,669890893 020593308 035 019 [ UNCHANGED UNCHANGED UNCHANGED -
$5pon1GO0I410-2P TS srobable gutathione S-ansferase G506 336388 1 109748 115710 103741 133868 113928 114164 85102 90590 95855 109733 120654 90516 0216888157 0014406373 0,014515689 o1 028 [ UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO013360-7P &STUE putative gutathione S-ansferase GTUS 2882 9 29976 41440 3306 69470 31498 58460 76703 68687 40851 35107 53143 62081 0200218161 0076676612 0598724142 00 ) 02 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO013330-1A - Gltathione Stransferase U7 850444 1 236214 222633 234125 264650 238180 262481 293348 28020 220349 230991 255104 27370 0063687002 0523891267 0769180275 o1 010 04 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0013400-1A - srobable gutathione S-ansferase G506 329104 9 91043 85179 74196 75061 64371 88236 51338 61255 72212 83472 75889 61602 0422050751 0048481629 0,193969726 014 o 030 UNCHANGED UNCHANGED UNCHANGED -
$5pon01G0013420-28 P dutathione Svansterase L, chloroplastic-ie 237543 1 18952 25040 19926 31014 14807 26115 28492 25571 18016 21439 23979 20026 0651222656 05248117 0993784208 016 016 000 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO025030-18 P robable guathione S-tansferase 606 145458 6 8030 12987 13749 13327 10786 11448 8408 7 9611 11589 11854 8499 0898204713 0,178598565 0026712796 003 085 048 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0017850-28 P bronze2 prtein 58398 2 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
55pon 06GO18510-28 STUE srobable guathione S-ansferase GSTUS 386722 6 69006 62092 7026 60697 59914 59274 68005 68413 66809 67141 59962 6773 0050019316 0828384297 0,000251808 016 0p1 018 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO0I8SI0-IT STUE uncharacterizedprtein LOCIO1TS3868 15%,70 6 62004 99877 108557 132840 107480 105719 79196 84157 100437 90146 115346 87930 020720711 0894352222 0,065032695 03 004 039 UNCHANGED UNCHANGED UNCHANGED -
Sspon 06G0I8S10-3C GsTUI probable glutathione Sransferase GSTU s s 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
$5ponIGO0I10-3P STUE autative gutathione Sansferase GV 75240 5 149267 214835 168455 120735 126709 138087 149778 146126 141950 177519 131511 145951 0080374667 0,18244596 0024126839 083 -028 015 UNCHANGED UNCHANGED UNCHANGED -
$5pon01GO029750-1P sTULS aitative gutathione Stansferase o 123595 2 97703 102193 95723 97751 76371 80214 95408 90906 92609 98539 84779 92974 0115068343 0074527754 0288999846 022 -008 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 016002975014 sTU robable guathione Stransferase 65TU1 250965 3 699235 712206 723698 795046 719182 751219 730051 682954 736416 711713 755149 716478 0133171955 0807418525 0235260392 009 oot 008 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0002870-2C sTU gutathione transferase1d 6055,85 5 70686 72268 87654 47550 93774 54626 48077 88540 112570 76869 65318 83052 0493829853 0767608875 0495311328 023 o011 035 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260012850-1P GsTUs dutathione transferase 65T 3 321667 9 35592 36401 35266 50043 43806 4373 67047 38450 36939 35753 45864 47480 0008796523 0297489039 0879621526 03 [ 005 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO025250-1P sz gtathionine Stransferase 059,73 5 715 52002 54158 47139 47483 45693 2884 37169 47918 51492 46772 37977 0092280329 0083676921 0188121402 014 04 030 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260050670-1C stz gtathionine Stransferase 434019 7 320777 314869 288556 205671 434395 226575 203216 205151 378137 308067 283880 305502 0807390708 0952547121 0,85088672 00 -001 -008 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0003540-28 Hoav istone H2A variant 1 1083164 6 273320 230638 218623 169531 177156 171259 196876 214403 219214 240860 172649 210178 001521228 0,162250061 0,006376536 048 -020 -028 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260027980-20 H2AXA pitative istone HaAXD 388,22 4 80447 71208 78829 60009 59205 56787 74579 62858 68504 76828 58667 68647 0003798356 0,138098234 0047107588 039 016 03 UNCHANGED UNCHANGED UNCHANGED
$5pon 0360022050-3C e 2hydronyphytanoyhCof hase 137897 n 123738 117836 126390 116855 121637 116114 9374 122207 132134 122655 118202 116028 0219801591 0,603771548 0860872545 005 008 [ UNCHANGED UNCHANGED UNCHANGED
55pon.0260000790-1T HAT zinc finger BED domain-containing protein 1095,52 3 130992 122145 124771 106036 103447 129247 95415 118994 131499 125969 112910 115303 0,204006194 0,383177909 0,866818733 016 013 003 UNCHANGED UNCHANGED UNCHANGED
$5pon 04GD17850-28 Hea ot nzlcc:: :i:::::‘:mw dral 61506 2 18161 17071 17209 208 20786 20884 20809 21980 19994 17480 21553 2008 0007456305 0,006791189 0,540952903 030 026 0 UNCHANGED UNCHANGED UNCHANGED
$5pon 06GO007620-27 1086 istone deccetylase 73842 5 2man2 27680 30316 27809 2705 27604 27386 27495 27520 28489 27613 27467 0395589737 0327106119 0,286770473 005 005 o1 UNCHANGED UNCHANGED UNCHANGED
$5pon 03G0000710-2C Tt Histone deacetylse HOT3 165255 6 50957 a1sa 34437 59465 45378 38125 46027 50564 36874 42302 47656 44622 0531308346 0730260691 0705070191 017 008 009 UNCHANGED UNCHANGED UNCHANGED
S5pon0760003330-30 Hor3 Histone deacetylase HOT2 271666 9 367995 356453 401249 317791 314757 304352 168361 227036 332777 375232 312300 202125 0010946468 0,056800708 0,222989008 026 083 03 UNCHANGED UNCHANGED UNCHANGED
$5pon 08G0001950-28 HEMBL aminlevulinc acd dehyiratase 299228 5 46732 53734 50266 47883 48705 41396 53978 48626 55076 5024 45995 52560 0238633227 0,460187959 0097829925 01 o007 019 UNCHANGED UNCHANGED UNCHANGED
$5pon 01GD007650-1A HEXO2 Beta-hexcsaminidase 2 10921 7 35030 31209 36904 25383 3222 20863 23339 27162 30235 34516 27489 26912 0073937637 0044278848 0861330021 03 -036 003 UNCHANGED UNCHANGED UNCHANGED
$5pon 08G0013010-28 Heo Homogentste 12-diongenase 79328 4 10758 14281 11883 10664 = 11604 651 1137 10973 12306 9704 9520 0219492955 0207479883 0,934925316 03 -037 003 UNCHANGED UNCHANGED UNCHANGED
$5pon 01G0008600-28 HNTL sincbindingpoten 1000924 7 105984 107362 97010 91875 98863 90691 138277 96752 89392 103452 93810 107474 0079700708 0800773198 0407522961 o1 006 -020 UNCHANGED UNCHANGED UNCHANGED
$5pon 016000860014 HNTL sincbindingpoten 887757 6 181262 184296 176588 131862 145397 151565 205549 152246 146125 180709 142001 167973 0003750572 0539446039 0,273706826 03 o1 023 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260016040-1P HRL ypersenstivednduced response protin2 379560 1 4253 40495 43230 49470 0718 ags12 39116 36656 36072 41993 46233 37281 0215486245 001856239 0037612567 o1 o017 031 UNCHANGED UNCHANGED UNCHANGED -
$5pon 076000035014 HRL ypersensieinduced esponse proteinike protin 1 351195 Y 67950 87420 86713 113345 73732 103945 100489 75150 97109 80696 97007 90916 0294832793 0372380108 0,693046972 027 o017 009 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0012380-1A HRL ypersensiie induced esporse protei Lile 122730 2 12674 15157 18419 20053 16760 15765 12948 19873 14365 150416 18859 15729 0328638172 091313741 0404174627 029 003 026 UNCHANGED UNCHANGED UNCHANGED -

G6



Tabela Suplementar 1 — Cont.

Contole T0 Contole 70 Contole T0 AGNG3_05.T0 AGNOG_0,5.T0 AGNO305.T0 AGNOG5.T0 AGNOG5.T0 AGNOGS5.T0 Contiole 0 AGNG3 0510 AgNO35.70 TeseT Tog2FoldChange cuTTTe
pr J—— Deserigio Moo pepideos  ContoleTO 1 ContoleTO 2 Contole TO 3 AGNCR 05 T AGNCE05 T AGNCE0S T AGNGRSTO AQNGGSTO ANGSTO AVERAH h ik, AVERAGE AQNG305 T0C AgNOS Tocont AgN205 TR (USIRSD Agias o DRBTET Aguoo 05 100 AgiOLS TOCot AgNGG 05 TRy Clusers

Wviopls o o o T 3 3 = 05T G50 | midle 0 gt NG 570 e o0 et Vst S %
Sspon.08G0016410-28 His1-3 histone H1 2780,79 3 91933 88961 96424 91432 69576 125820 92161 109219 108854 92440 95609 103411 0,85713455 0,142949688 0,675538604 005 016 -011 UNCHANGED UNCHANGED UNCHANGED -
$5p0n 0260011850.20 HsN1B AP phosphoribos lransferss, horoplstc ke 315574 3 30278 23302 19353 30085 39950 36420 2806 1077 33867 25644 35473 26583 0138579626 0941138426 0481175782 o047 005 0@ UNCHANGED UNCHANGED UNCHANGED -
S5pon 016003884020 HN Rho GTPase activation protein (ROGAP) with PH ~ domain 90146 9 22153 37458 38231 34554 34950 33317 32303 39678 21382 39280 30274 37788 0,030982636 0,659585122 0,282039 020 006 ou UNCHANGED UNCHANGED UNCHANGED -
S5pon 046002308020 HSNGE itdnolshosphateaminatrasfease 69568 4 35873 40833 21979 38416 31509 20033 2539 35072 30282 3908 36666 312097 0434296114 0,102350927 0,277092839 010 03 03 UNCHANGED UNCHANGED UNCHANGED -
[p— s il e, el o . sas78 . ms a0 e sess 6w e s 7a®s semn ss;m o8 e OnesssT  OGMEOos  077EI o on 005 UNCHMGED  UNGWNGED  UNCHAWGED -
Sspon.05G0008110-3C HT4 ATP/GTP binding protein 1439,99 8 69090 78895 86677 79079 28074 77007 73575 71187 80783 78220 61387 75182 0,388750746 0,630802291 0,460524632 -035 -006 -029 UNCHANGED UNCHANGED UNCHANGED -
[ — o ettt 152509 © s asess  semss  aoen ;e aswn 2ad0 om0s e Ses  aomes  aoises  03Wsoms  Oslsswss  osmsas on on oM UNemwGED  UNCHWGED  UNNGED -
Spon 060G 1028 o et ot 665235 . wsses s asoss awos  amst dmow s G msss awmss 000 dasse  00wsls O 04ssws 00 o o1 unomweD  UncaweD  ononGE -
Sspon.08G0000620-4D HMGB2 DNA-binding protein MNB1B 1653,61 2 75320 49412 22422 77814 67826 57452 108916 59543 42531 49051 67697 70330 0,318109066 0,44417302 0,905203866 046 052 -006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.04G0007360-28 HoP2 Hsp70-Hsp90 organizing protein 3 7307,18 35 140977 157359 162751 156640 148148 163970 158975 158186 158092 153696 156253 158418 0,764842545 0,511051053 0,661077976 002 004 -002 UNCHANGED UNCHANGED UNCHANGED -
Sspon.04G0011210-3C HP30-2 SAM domain family protein 1866,12 2 70902 68720 69472 64813 74465 67418 48110 62670 82532 69698 68898 64437 0,799973891 0,626552246 0,689628696 -002 -011 010 UNCHANGED UNCHANGED UNCHANGED -
[p— " R 115027 2 o esm woms e ses ewr sw2 s ol oems s w5 OUMaes  olmseds  oseses 0 o7 o5 UNHNGED  UNGMNGED  UNHGED -
Sspon.07G0003140-30 HSP60-3A Chaperonin CPNGO-like 2, mitochondrial 5202,54 13 356633 376482 352806 321825 338387 335085 378640 259586 305069 361973 331766 314432 0,027557226 0,251010515 0,646872142 013 -020 008 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0021730-28 HSP70-10 heatshock 70 kDa protein 10843,18 34 95600 94618 95233 127096 97796 108768 125378 100754 95886 95150 111220 107339 0,133403768 0,2528%04 0,771799479 023 017 005 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0760011510-1P HSP70-14 Heat shock 70 kDa protein 14 9455,08 51 72961 70731 65076 58188 62468 62953 42598 55027 57409 69589 61203 51678 0,039820322 0,02550294 0,120159088 -019 -043 024 UNCHANGED UNCHANGED UNCHANGED -
ST et hec 0108 ot o15597 2 wm ems w0 msio s sens  eme s 7ses e s oolwsny  oaswme  oomsas o o o UNGWNGED  UNCHMGED  UnoENGED -
Sspon.0760011510-1A HSP70-14 Heat shock protein 4 7934,83 26 201515 196343 176642 174069 177180 188176 165430 166272 184927 191500 179808 172210 0,250266395 0,123035532 0,377819644 -009 -015 006 UNCHANGED UNCHANGED UNCHANGED -
Sspon.07G0011520-1A HSP70-14 Heat shock protein 4 2481,10 16 122713 92688 133622 160309 93444 137369 130771 146399 133990 116341 130374 137054 0,576657841 0,189907653 0,757333636 016 024 -007 UNCHANGED UNCHANGED UNCHANGED -
S5pon. D4GUO0S100-1A P07 heatshock 10kDa protein17 218 2 209541 192032 363457 150490 204905 21055 178997 188902 202194 255010 205483 190031 0465064569 0301893474 062389739 031 -om on UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160052010-1C HSP70-2 heat shock cognate 70 kDa protein-like 30722,04 35 203954 188601 201861 231094 229467 219722 265987 226611 242743 198138 226761 245114 0,008714564 0,019287349 0,199919189 019 031 -011 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0160052010-1P HSP70-2 heat shock cognate 70 kDa protein-like 28591,82 35 10162 7129 7054 8377 11464 12697 13588 11595 10389 8115 10846 11857 0,171724705 0,053986379 0,558812626 042 055 -013 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260029090-3C HSP70-4 Heat shock protein 70 53806,92 40 878023 880005 834047 787201 805961 843898 990409 867990 873148 864025 812354 910516 0,082600842 0,337417% 0,086076089 -009 008 -016 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0051970-1P e heatshock cogate 70 Da protein2 338813 u 103 220 1608 130 138 1661 JEE 1359 281 1020 173 31 0758764626 0433720051 0219473384 005 010 015 UNCHANGED UNCHANGED UNCHANGED -
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S5pon.0760006270-3C HSP70-4 subunit 37c 31314,82 20 17910 15733 18669 19985 21642 18017 17774 17401 21791 17438 19881 18989 0,148646341 0,402535193 0,637351802 019 012 007 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0560026250-18 HSP70-4 putative mediator of RNA polymerase Il transcription 20209,74 23 214286 201480 157805 144676 197966 167868 107053 184273 183572 191190 170170 158299 0,412989296 0,345796379 0,711711568 -017 -027 010 UNCHANGED UNCHANGED UNCHANGED -
Sspon.06G0031530-1C HSP70-4 hea(xhn:ks::;:;(‘:?;:kba protein 2763,45 7 a15 7402 32 7415 2891 7814 4095 6876 6873 6313 6040 5948 0,892345105 0,807061438 0,962376135 -006 -009 002 UNCHANGED UNCHANGED UNCHANGED -
Sspon.03G0015810-1A HSP70-4 heatshock cognate 70 kDa protein 2512,08 8 19701 20271 19011 16134 11662 18610 15187 19900 19530 19661 15468 18206 0,112210938 0,402712875 0,340835207 -035 -011 -024 UNCHANGED UNCHANGED UNCHANGED -
Sspon.03G0015810-28 HSP70-4 Heat shock 70 kDa protein 3 2469,14 5 13378 16290 14235 18890 12828 14670 3654 11169 12620 14634 15463 9148 0,69875137 0,132423075 0,12884531 008 -068 076 UNCHANGED UNCHANGED UNCHANGED -
Sspon.03G0015810-3C HSP70-4 heatshock cognate 70 kDa protein-like 2442,03 6 2504 3417 2827 4541 4049 4430 203 4707 an 2916 4340 3740 0,009614156 0,349951088 0,46735755 057 036 021 UNCHANGED UNCHANGED UNCHANGED -
S5pon.03G0001660- 1A HSP70-6 Heat shock 70 kDa protein 6 chloroplastic 3449,72 27 81107 78213 77117 77309 74340 77860 113627 99323 108466 78812 76503 107138 0,226149367 0,002866275 0,002092817 -004 044 -049 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0025470-1A HSP70-6 Heat shock 70 kDa protein 6 chloroplastic 3407,48 29 211224 210515 195335 220374 192945 206840 228660 214485 238125 205692 206720 227090 0,918715558 0,06771632 0,123916031 001 014 -014 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0036170-20 HSP70-8 heatshock 70 kDa protein1 37091 2 10591 13329 0 7105 15686 9132 0 11550 15145 1190 10641 13348 0,609349658 0,887061227 0,756683573 -017 016 -033
Sspon.0260011960-4D HSP90-1 sodium/hydrogen exchanger 6 29326,68 23 473403 438032 455699 447021 382498 438240 527297 565394 517998 455711 422586 536896 021722273 0,010199686 0,010056304 -011 024 -035 UNCHANGED UNCHANGED UNCHANGED
‘Sspon.05G0027810-30 HSP90-1 heat shock protein 81-1 4287,14 27 142083 123726 116474 154855 141214 157002 111608 155773 164907 127427 151024 144096 0,060204827 0,410043283 0,70745535 025 018 007 UNCHANGED UNCHANGED UNCHANGED
Sspon.0260011960-3C HSP90-2 Heat shock protein 90-2 41489,50 a0 1114516 1072477 958423 1182233 1069636 1120013 1043774 1200328 1171186 1048472 1123961 1138429 0,255115109 0,250348842 0,815480925 010 012 -002 UNCHANGED UNCHANGED UNCHANGED
Sspon.0260011980-1A HSP90-2 Heat shock protein Hsp90 25994,54 14 70168 66576 70765 84m27 75726 78936 92651 73989 69947 69170 79797 78862 0,0224842 0,244698706 0,906524773 021 019 002 UNCHANGED UNCHANGED UNCHANGED
Sspon.06G0000530- 1A HSP90-5 Heat shock protein 90-5 chloroplastic 2419,91 19 38740 41792 4341 39329 44266 38369 32653 34656 39166 41324 40655 35491 0,784272976 0,069423066 0,123660527 -002 02 020 UNCHANGED UNCHANGED UNCHANGED
Sspon.0260012400-2C HSP90-5. heat shock protein 805, chloroplastic 2408,99 2 25412 29497 29400 31552 32241 31704 34121 33944 40171 28103 31833 36079 0,051967566 0,031191107 0,107965744 018 036 -018 UNCHANGED UNCHANGED UNCHANGED
Sspon.02G0044450-18 HSP90-6 Heat shock protein 90-6 mitochondricl 2195,46 31 51324 58917 52024 57878 54620 51783 71483 60240 54056 54088 54760 61926 0,833522312 0,237444512 0,254887838 002 020 -018 UNCHANGED UNCHANGED UNCHANGED
Sspon.08G0001270-28 HSP90-7 endoplasmin homolog 6016,08 35 137626 131067 139139 153890 167396 159085 171799 162230 170741 135944 160124 168257 0,00650963 0,001173309 0,176721699 024 031 -007 UNCHANGED UNCHANGED UNCHANGED
Sspon.02G0006030-4D HTA2 histone H2A 4955,05 7 156710 138453 156175 134702 131626 128042 140908 145420 150458 150446 131457 145595 0,039379046 0,503250835 0,013655587 -019 -005 -015 UNCHANGED UNCHANGED UNCHANGED
Sspon.0260001740-1P HTB2 Histone H2B 33817,27 7 862230 902988 931734 754829 868489 878453 863684 1060599 942310 898984 833924 955531 0,217415199 0,40411595 0,155620232 -011 009 -020 UNCHANGED UNCHANGED UNCHANGED
Sspon.02G0014080-30 HTB2 histone H2B3 33817,27 8 21356 22365 23077 17483 20115 20346 18149 22287 19801 22266 19315 20079 0,047685748 0,168330192 0,640155725 -021 -015 -006 UNCHANGED UNCHANGED UNCHANGED -
Sspon.04G0005120-28 HTB4. Histone H281 33821,18 7 54881 57475 59305 75436 86795 87791 75673 92926 82562 57220 83341 837n1 0,003300537 0,006885743 0,955473427 054 055 -001 UNCHANGED UNCHANGED UNCHANGED -
Sspon.08G0016380-1A HIRA Histone domain-containing protein 8412,77 4 274971 213846 149645 186993 227636 273892 272340 311686 317844 212820 229507 300623 0,724008937 0,086888815 0,069422482 011 050 -039 UNCHANGED UNCHANGED UNCHANGED -
Sspon.03G0006720-1P KL hexokinase-5 595,79 3 12556 18822 18602 25402 17438 21670 21596 20496 17284 16660 21503 19792 0,191310577 0,266338248 0,552054603 037 025 012 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_ Contole 10 Contiole_T0 AGNO3 05 T0 AGNO3 05 T0 ANOG_05 T0 AGNO3 5 T0 AGNO3 5 T0 ANOS 570 Conliole T AQNOG_05 10 AgNG3 570 Teste T Tog2Foid Change CUTTTe
pr J—— Deserigio Moo pepeos  Contole O 1 ContoleTO 2 Coniole T 3 AGNCR05 T AGNCA0S T AGNCE05 T AGNGRSTO AQNGGSTO ANGGSTO AVERAH hal; AVERAGE AQNO305T0GH AQNOSS T0Com AgNO2 05 TR (EISTGRErD AgioasTa DASTOTET aguoo 05 TG AgiOLS TOCEt AgNGG 05 TR Clusers
Arabdopsis 01 02 03 1 2 3 = 5057 AgNoss O nwoleTO 10le_T0 NOB_5.T0 =" conole T0 le_T0 role_T0 NOB_5.T0 T
$5pon 076001141010 ) hexokinase-7 44091 2 18932 18647 16688 26693 2022 22256 &2 18552 1703 18089 2303 14192 0074728592 0370377361 0,107119896 035 035 070 UNCHANGED UNCHANGED UNCHANGED B
$5pon 036002277028 it hexokinasel 37260 2 23846 19351 21543 13175 23002 18515 19803 16816 20402 21580 16910 19007 0235958968 0,20624837 0557793371 035 018 o017 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360024450-3C B Aspartate-tRNA ligase 2 cytoplasmic 647,38 u 123301 120024 129286 126185 113926 111063 137786 120167 110946 12438 117058 122966 0252413105 0886361022 0553144353 -009 -001 007 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360024450-28 B Aspartate-tRNA ligase 2cytoplasmic 544868 2% 152883 142886 136052 124395 139671 130935 144529 147153 140770 143940 131667 144150 0,136146731 0,969874355 0,059900151 013 000 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460012350-2C B aspartate-tRNA ligase 2, cyoplasmicdfe 1295 3 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
55pon 05G0008S10-1A oHL isoitrate dehydrogenase 177203 5 58897 58926 0384 55974 6092 48558 35332 45788 418 52736 48574 40822 0617219819 0,158347492 0,161003934 o1 037 0% UNCHANGED UNCHANGED UNCHANGED -
I5OCITate 0enyOrogenase NAJ re uiatory suounit 1,
S5pon.04G0009090-1A DHL mitochondrial 168,22 3 52419 55902 54828 56064, 5121 61477 50549 6026 58764 54383 56287 56513 0573299502 0539945769 0959742379 005 006 001 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360016690-1A HS Isocitrate de hydrogenase NAD] cataltic subunit 5 175052 9 58148 47851 70525 73702 62611 65867 57011 57%8 61151 58841 67393 58710 0,308426694 0985227973 0089258422 020 00 020 UNCHANGED UNCHANGED UNCHANGED -
mitochondrial
S5pon.0160020440-1A \F2AH ARATH Eukaryotc ransaton niiation factor 2 suburit s 633,42 B 144099 147889 148283 126256 115727 156362 36919 162483 163839 146757 132782 121080 031758484 0574906948 0802593249 014 028 013 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO008S30-4D s indole-3-glycerl phosphate synthase, chloroplastic 51750 2 23693 25591 26200 19802 17382 19545 28114 26125 28891 25174 18909 27710 0004435377 0,086990865 0001444215 -0a1 o1 055 UNCHANGED UNCHANGED UNCHANGED -
SHI50TOpYIMalate enyaratase lage suount,
55pon 04G0019560-28 [ chloroplastic-lke soform X1 3859,24 1 ar012 46240 50132 62485 51334 59919 50029 59616 56427 47794 57912 55357 00473547 0,068816767 05921927 028 021 o7 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460019550-1A 5} 3-isopropylmalate dehydratase large subunit, 3647,23 7 38073 38867 38581 40747 28655 49635 48507 50474 44793 38507 39679 47925 0,856651702 0,004993982 0260971414 op4 032 027 UNCHANGED UNCHANGED UNCHANGED -
chloroplastic-ike isoform X2
55pon 04GO019550-4P " Sisopropyimalte dehydratase lage sburit 261323 6 17835 15162 11238 15282 19833 18586 872 17581 12608 14785 17900 12977 0250154964 0,609667307 0,164369891 028 018 046 UNCHANGED UNCHANGED UNCHANGED -
$5pon01G0027420-28 " LTYHA 20184 2 20148 1832 18320 23040 20767 23675 40836 22801 219 18943 2494 28610 0029331224 0,190795054 0378253706 025 059 035 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0360013200-28 w -anino acid hydrolase L ike 1 163812 9 48238 54848 50542 55378 62127 65158 50743 66748 57804 51209 60887 58432 0049729779 0223601491 0676139683 025 019 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0035170-18 MPAL mpottin algha-1bsubunit, MRV 855921 2 287250 28432 330326 25351 32237 259113 207305 278531 282609 302336 278267 256148 0,408955009 0,176536813 0538477182 o1 024 012 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0760012540-28 MPAL Impottin subuit alpha 13386 2 114562 111570 113595 108233 123458 108787 97930 126705 133398 113236 113493 119345 0,961888347 0,605551919 0650466837 000 08 -007 UNCHANGED UNCHANGED UNCHANGED -
55pon 0360029970-2C 1PGAM2 vegetativ ncompatbilty rotein HET--L-ke 1443085 2 128620 136548 143628 213990 174065 202084 176962 189512 165508 136266 196713 177328 0,008671263 0,007372208 0230399242 053 038 015 UNCHANGED UNCHANGED UNCHANGED -
S5pon 036002997018 1PGAM2 vegetativ ncompatbilty rotein HET--L-ke 1393105 % 125997 133762 140698 135091 109887 127575 120251 128780 112468 133486 124185 120500 0339974369 0,109976351 0697911333 010 015 oo UNCHANGED UNCHANGED UNCHANGED -
$5pon 0TGOOL7060-2° PusL 2isopropyimalte sythase B 1074814 0 152626 181714 139052 191292 176996 211836 172606 193328 183747 144464 193375 183227 0,011035977 0,006006847 0436531357 [ 03 08 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07GOOLT060-1A Puis2 2isopropyimalate sythase B 766830 % 97853 92439 95646 95511 86612 104764 112559 102502 103944 95313 95629 106335 0956662968 0034874906 0,15456639 000 016 015 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0005150-1A 52 inostl3-phosphate snthase 643574 1 53059 4844 58265 66941 126063 73939 23039 48074 61534 53256 88981 4215 0131190134 0480361956 0,109211067 o7 027 10 UNCHANGED UNCHANGED UNCHANGED -
$5pon01G0042550-1P w2 nositol-3-phosphate synthase sozyme 1 24752 6 29761 26851 23616 22696 50712 22839 13692 16787 23843 26783 32082 18107 0603415532 0,068570499 0226500862 02 056 083 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0003760-4D. RK probable LRR receptor-ike serine/threonine-protein 1365,72 9 4191 39704 4712 47284 45748 47662 42840 48687 46561 43146 46898 46029 0,203836842 0,383482363 0,655742723 o 009 003 UNCHANGED UNCHANGED UNCHANGED -
Kkinase IRK
55900 0260012620-3D ™ iscamylase-type starch debranchingenzyme3 48118 2 31794 33081 33297 29937 31369 28510 136908 29725 32013 3 29939 66215 004264145 0397122 0,362944792 013 102 RE UNCHANGED UNCHANGED UNCHANGED -
55900 0360022100-1A st aromaticamintransferase SSL-ie 293894 10 128295 96080 130150 83338 94363 81796 78034 79729 107964 118175 86499 88576 0,054287933 0,1146113 0,852600447 045 042 -003 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0160015220-1A okt Chain &, nositoktetrakisphosphate 1-Hinse 1 127414 4 44690 75317 77582 40209 45804 37841 29005 41856 53548 65863 41285 41470 0086498644 0,128423589 0,981446465 067 067 <001 UNCHANGED UNCHANGED UNCHANGED -
5590n.0260009980-1A ok Jnostol 134 trsphosphate 5/6-Kinase & 1958,65 1 39683 a2623 47684 3324 44587 30767 25569 35296 41048 43330 3626 33971 0216491928 0,13955258 0734447991 026 035 009 UNCHANGED UNCHANGED UNCHANGED -
$5pon07GO014420-1A ™ IsoualerylCon dehydrogenase mitochondral 1027,93 5 3002 51071 53779 58245 46773 5233 34692 26857 60938 46041 52453 0829 0431765313 0662901156 0343356671 018 019 036 UNCHANGED UNCHANGED UNCHANGED -
$5pon 02G0019370-1A K108810  Phosphomannomutase/phosphoglucomutase-like soform X1 65397 4 2052 20775 18446 27655 2138 33766 34785 27168 28565 2101 27590 30172 0,174082005 0033339224 0578910643 039 052 013 UNCHANGED UNCHANGED UNCHANGED -
5590n.0160000160-1A (115 quinone oxdoreducase lie 9065,19 15 143841 154529 168214 140406 144678 123253 88178 13647 132919 155528 136113 119248 0,113818188 0,10108565 0374606305 019 -038 019 UNCHANGED UNCHANGED UNCHANGED -
5570n.08G0014550-1A (152211 oSl esteraseflpase 177831 7 83408 87066 77463 69452 100113 78529 57481 62723 73022 82616 82698 64409 0,995876639 0,027125597 0,14666115 000 -036 036 UNCHANGED UNCHANGED UNCHANGED
S5p0n.08G0014550-28 (152211 oSl esteraseflpase 132319 7 44256 42901 40765 39542 55132 4392 3147 34995 37807 42641 45988 34716 0,524499979 0,020413528 0,089685852 o011 -030 o4l UNCHANGED UNCHANGED UNCHANGED
5570n.08G0008940-3C 181719 uncharacterized LOCIOO283220 231842 3 22055 22680 47313 21626 2392 19232 22936 22568 2677 30683 21607 23393 0302175538 0431582213 0,302907446 -051 039 o1 UNCHANGED UNCHANGED UNCHANGED
PUTaTIVE ITUNCHION men oD uIGSe--prosprate
S5p0n.0660014070-1A KIOPL7.1  dehydratase/enclase-phosphatase £ 1Methylthioribulose- 167437 5 56809 48307 48996 57816 68930 51187 128979 65899 55272 51371 59311 83383 0,246258615 0,239138691 0364994226 021 070 049 UNCHANGED UNCHANGED UNCHANGED
S5pon.0660014070-28 K19P17.1 putative bifunctional methykhioribulose-1-phosphate 161001 16 17142 18113 13675 10300 12715 1929 26069 14891 14905 16310 11648 18621 0,037647242 059069915 0,13967259 049 019 088 UNCHANGED UNCHANGED UNCHANGED
dehydratase/enolase-phosphatase E1 Methylthoribulose-
S5p0n.0160009320-1A K20i18 Fanconi anemia roup | protein homolog 651986 3 49073 48763 47935 53901 49765 49437 64380 76847 70817 48590 51034 70681 0,173092211 0,003631648 0,007132732 007 054 047 UNCHANGED UNCHANGED UNCHANGED
S5pon.0760001200-17 K2A188 heterogeneous nuclear ribonucleoprotein H-like isoform X1 736212 9 92048 108071 103353 73801 70734 70112 98985 77626 107974 101158 71549 94862 0,003751379 0,56968517 0061992273 050 009 041 UNCHANGED UNCHANGED UNCHANGED
S5pon.0160063290-1D (GM16.10 L0C7 relatedproten 44816 2 18634 10700 8904 11097 14932 13557 0 15747 11608 12746 13195 13677 0,894921845 0551121242 0,447410043 005 010 005 UNCHANGED
$5pon 0260047490-20 (o18.20 wBlke2 135453 0 57729 52674 58823 61109 51143 58837 7417 57620 81237 56409 57030 71025 0869960457 0,11414009 0,140296399 o0 03 032 UNCHANGED UNCHANGED UNCHANGED
$5pon 04GD035120-1D - tatve volsge-gated potssium chamel suburit bt 129491 2 11336 2612 13648 11716 11326 11673 11992 12892 10773 15865 11571 11886 0280176931 0318232049 0,642004867 086 082 -0 UNCHANGED UNCHANGED UNCHANGED
S5pon 05GO036970-1P Kas_il 3-0n0acylsynthase I, mRNA 90976 3 29034 31882 30201 36893 37827 30229 33716 37874 35655 30372 34983 35748 0142584504 0021085382 0789255364 020 o 003 UNCHANGED UNCHANGED UNCHANGED
S5pon 08G022510-17 (st S ocaciaqharer e sythse | choropsic 1426165 15 136459 176 151758 161180 188585 179754 112297 183571 201440 141820 176506 165770 00216378%9 0435707643 072061035 0 023 009 UNCHANGED UNCHANGED UNCHANGED -
S5pon 08G022510-18 (st S ocaciaqharer e sythse | choropsic 986100 n 202730 199231 200220 160186 175962 149359 127850 143065 159716 203727 161836 143544 0007121555 0,003375883 0202532278 033 051 o017 UNCHANGED UNCHANGED UNCHANGED -
S5pon 04GO008ST0-1A (R Verylongchain -0acyl-Co recuctase 1 72979 2 7617 8915 10087 10899 12439 13097 6356 8926 11894 873 12105 %059 0027600053 0920696491 0,148572796 045 [ ) UNCHANGED UNCHANGED UNCHANGED -
S5pon 07GD020550-1A p— 2detyiro 3deonphosphooconste  slddise 146087 3 17820 17813 18870 25032 23295 22052 25972 18334 19086 18167 23460 111 0,004759838 029397775 0417638786 037 02 015 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ Contiole T AGNO3_05 T0 AGNOB_0,5.T0 AGNOG_05 T0 AQNOG_5_T0 AQNOG_5_T0 AGNGS 570 _Conliole T0AGNOG_05 10 AgNO3_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao macscore  pepideos  Contole To 1 Contole To 2 Contole T0 3 AGNOG 05 T AGNOG0S T AGNOGOST AGNOISTO AGNOISTO AGNGGSTO CVERASE AVERRSE " avemGE Aguoa 05 TOCo AGNOSS TaCom AgNO30S Tuag ABSEAST Agnos s To mglﬁﬁ AQNO3.05 TOCo  AGNOS_5.TOCont  AgNOS 05 TUAg Clusters.

Arabdopsis 01 02 03 1 2 3 505 agNossT0  nwole To 10le_T0 NO3_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 ™
$5pon 0760020550-2C KOSAL 2-dehydro-3deowyphosphooctorate  aldolase 83253 3 10027 9988 13389 12479 13685 10781 19815 10705 14975 11134 12315 15165 0,448763759 0,231932936 0,360605248 015 045 030 UNCHANGED UNCHANGED UNCHANGED B
$5pon 056001301014 NGt SNFLelated protein inase reultorysubunit gamma-1 88200 7 25164, 22007 24372 36397 25306 33485 18861 31178 30498 2388 3179 26845 0084533605 0,505998071 0,400491587 o041 017 02 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0260029040-1A (PNBL mportn suburitbeta-1 178570 9 79896 81197 82528 92631 77412 102221 67598 93057 97210 81207 90755 85955 0258938116 063613455 0703607723 016 008 008 UNCHANGED UNCHANGED UNCHANGED -
S5pon.05G0007860-1A 2 L protein 54281 3 3131 25215 18289 39272 29185 31730 26334 33061 24999 2912 33396 28131 0152656018 0513425869 0250811271 o4 018 025 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05G0020530-1A 1A Longchain acy-Cof synthetase 92775 9 36925 37546 35395 47467 4125 45052 38278 48099 47390 36622 45548 44589 0001656732 0068973214 0786746936 031 08 003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760019220-30 A Jong chain acykCof synthetase 5, choroplastcle 26036 2 21569 5400 718 12010 7961 9786 47668 8054 20129 11452 %919 25284 0782211924 0340276867 0262149001 021 14 135 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0460001610-1T " Leucine aminopeptidase 2 hloroplastc 3327011 EY a2m54 392182 388415 383491 398591 25614 456383 42289 437894 400617 402565 43036 0909545044 0053635574 0,080394669 oot 013 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460001610-2C " Leucine aminopeptidase 2 hloroplastc 3319288 3 91196 84902 84087 78014 81085 86583 103171 95600 9891 86728 81894 99254 0224256200 0016220297 0,006444161 008 019 028 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460001610-1A " Leucine aminopeptidase 2 hloroplastc 3171186 31 108994 101472 100497 90845 94422 100824 94561 87622 90730 103654 95364 90971 0,104760725 0019367327 0,28270008 o1 019 o007 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04G0011910-20 ot Jeudne aminopeptidase 2, chloroplastc 65111 2 13614 15958 13414 7647 13138 12647 0 12420 13383 14329 11244 12902 0175151626 0261641778 0613746632 036 015 021 UNCHANGED - - -
55pon 06GO003540-1A LARREB Jorelated protein 68 322 2 wm 6762 2955 5423 a1 7028 3657 831 0 4896 5531 a7 0669687168 0,440402602 0279636501 018 005 02 UNCHANGED - - -
$5pon 04GO007ATO-1A LECRKA2 Lype lectin-domain ontaining recetor inase STL-e 708635 Y 88094 83337 90529 116509 88782 115536 62020 104724 84950 89153 106942 83598 0122672646 0,692590102 0207033006 026 009 035 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07GO006710-1A LE™2 LETMlke protein 64790 4 1313 14010 an 16151 15580 11206 27336 15872 16054 11498 14312 19754 0250800888 0,110603961 0255157213 032 o7 046 UNCHANGED UNCHANGED UNCHANGED -
55900 0260030090-1A LGALDH L glactose dehydrogenase 1787 4 34538 43629 31981 30104 31762 33200 33294 30019 28359 36716 31735 30557 0204755346 0182219141 0531967009 021 0% 005 UNCHANGED UNCHANGED UNCHANGED -
590N 0160038980-18 ™ RNAbinding (RRM/RBDJANP mtifs) family protein 84399 4 80679 72508 79088, 70726 82691 6504 37594 78642 86078 77437 72920 67438 0472366625 0548577892 0747978355 -0m 020 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06GO012780-1A ™ RNAbinding (RR/RBDJANP mtifs) family protein 35290 3 19073 24097 18688 32031 29192 26571 19330 20901 33310 20621 29264 2514 0021217274 0458663038 0368792761 051 025 026 UNCHANGED UNCHANGED UNCHANGED -
S59on.0160062210-10 LKHA Jeukotiene A< hydrolase hamolog 906,18 2 243808 240852 un2 241559 202820 25128 197013 218708 256502 243961 23167 24074 0,1415768 0318741324 096714961 013 012 -001 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GO031190-1A LKHAG Jeukotiene A< hydrolase hamolog 849334 2 109052 93280 95318 88634 81661 83330 100272 104024 121793 99216 86375 109030 0079287293 0293201645 0029721451 020 014 0% UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO047700-18 . Hongation factor2 3204757 55 826571 856697 871775 954108 876878 945387 891168 895120 873405 851681 925458 886578 0056760143 0078732474 0,199349004 [ 006 006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04G0019180-2C Lo iporygenase 47178 2 3965 843 6440 E 0 4687 5 3205 70 5416 4057 4720 0162666149 0591445781 0287161851 -0p2 019 02 - UNCHANGED - -
S5pon 07G0012490-2C 1ot dihydrolivoyldehydrogenase 114738 7 40328 42578 a1877 33039 38525 29751 2943 30685 3448 41595 33771 31359 004160379 0002718473 0454589365 030 -op ou UNCHANGED UNCHANGED UNCHANGED -
55pon 03G0014960-3C otz Oibydrolipoyldehydrogenase 1, mitochondrial 977793 % 139974 147133 153652 143568 123749 130255 149641 156702 215049 146920 132524 173797 0110498224 0271698673 012773035 015 2] 039 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0014960-1A otz Oibydrolipoyl dehydrogenase 1, mitochondrial 941149 2 129902 136546 14259 153545 132348 139307 116063 121539 166794 136348 141733 134799 0498012462 0929662902 070811824 006 -0 o7 UNCHANGED UNCHANGED UNCHANGED -
55900 0560010620-1A e small nuclear dbonucleoprotein LW 220050 3 21686 35398 29574 2013 26150 21870 2819 27910 27590 28386 23678 26840 0280159707 0590185249 0206469846 029 01 016 UNCHANGED UNCHANGED UNCHANGED -
S5pon.06G0019170-1A L2 smeike protein L2 467938 3 102617 92107 87611 58409 80831 67345 17906 52684 sa117 94112 69062 51569 0033473228 0,096128872 0435256062 045 -087 2] UNCHANGED UNCHANGED UNCHANGED -
55900 03600292301 Lsm3B Smiike proteinlsmdb 480077 3 41839 48663 asa1 52331 63761 42167 7328 66857 44935 5314 52753 61680 0318971182 0136335179 0447165344 [ om 03 UNCHANGED UNCHANGED UNCHANGED -
$5pon05G0022720-20 w7 L7 849,72 5 52502 68184 52831 62674 57449 52516 53204 54528 53840 57852 57546 53857 0961363542 0483610574 02803159 001 010 010 UNCHANGED UNCHANGED UNCHANGED -

UInyoroIpoysine-resioue acetytransierase com ponent
55pon 06GO006040-3C i) 4of pyruvate dehydrogenase complex choroplastic 216564 6 49656 54236 54189 51166 56977 46619 61416 47674 46568 52694 51587 51886 0758449316 0879778055 0960255184 003 -0 001 UNCHANGED UNCHANGED UNCHANGED -
ainyaropoyIysne-resioue acetytansterase component
55pon 06GO006040-1P 1R of pyrwvatedehydrogenase complex 143583 3 2818 35034 21203 3029 23658 32376 38535 35332 20193 26352 28788 31350 0657757018 0522509354 0,701935374 013 025 o UNCHANGED UNCHANGED UNCHANGED -
S5pon 0160030730-1A LTA3 Dihydrolipoyllysine-residue acetyltransferase component 1 130987 7 28391 27162 21473 22066 21981 24636 27097 23693 26997 25675 22894 2599 0203533461 092115599 0,099000365 017 001 018 UNCHANGED UNCHANGED UNCHANGED -
of pyruvate dehydrogenase complexmitochondrial

55900 0260008540.28 e chiti elctorinding protin 233,40 3 114971 127047 122656 93283 82126 87822 95936 141972 131470 121858 8774 123126 0002334832 0934212287 0,068584674 047 0oL 049 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0760018540.28 s Diaminopimelate decarboxylase 2 choropastic 390657 2 174530 148475 183450 152370 177904 143350 113603 130761 190314 168818 157875 144893 0,498946154 0401282111 06367704 010 02 012 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760018540-1A sz Dlaminopimelate decarboriase 2 chioroplstc 280916 4 5392 5654 5907 3912 740 4665 7060 8193 10170 5651 5439 a7 0,86638582 0,037432754 0,109967445 006 058 054 UNCHANGED UNCHANGED UNCHANGED
55p0n.08G0011650-1A MABL6.20 septidase 53 domain-cantining proein 219865 0 30233 37526 40689 37646 32877 38361 2108 35631 36954 37483 36295 31338 0,663980909 0311349502 0,3992499% 005 026 021 UNCHANGED UNCHANGED UNCHANGED
5590n.08G0011600-1A MAB16.20 loha/beta-Hydrlasessuperfamily rotin 49043 9 26865 20618 26480 21925 25302 25012 19995 15544 23652 20654 2013 19664 0858767768 0,177555695 0,150069191 003 -033 030 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660014650-1A MACIZS auttive alpha-mamosidase 268238 8 140688 B1I17 119366 115635 167772 154220 134683 100410 149517 130590 145875 128203 0414301293 0,887226275 0,454146588 016 003 019 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660014650-2C MACL2S obable alpha-mamosidsse ASgI3SE0 scform S 172564 2 112100 19772 106950 86356 142312 12723 125408 57553 99021 112001 118630 93994 0,756380922 0399172115 0,394900229 007 026 0 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660020130-18 MACS unnamed protein product 108697 4 10288 1308 12058 20517 31049 16725 2351 11510 17530 11925 2760 17130 0068618362 0,186081623 0,348537743 093 052 o4 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660024720-18 MAGD sotein mago nashi 269,77 5 99206 98811 93924 88147 90383 82047 73666 75472 84651 97327 86992 71929 0023878744 0,00699228 0,003850146 016 0 016 UNCHANGED UNCHANGED UNCHANGED
S590n.0560000820-1A MAH20.13 pyrovate Kinase,cytosolc sotyme 2130761 % 449459 439504 471816 455364 529315 530673 522747 474622 486329 453593 505117 493899 0125339511 0,082961982 0717622559 016 012 003 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0860009140-1A MAPGS-1 65408 microtubule-associted proten 1 78180 4 16075 13783 14386 15104 14327 13178 0 17783 15746 1478 14203 16764 0571436946 0,56231007 0,620348426 005 018 -024 UNCHANGED
5590n.0360008790-1A APES.3 6540 microtubule-sssocited protein 3 35902 6 13303 14503 12058 17967 13258 14814 18926 13710 12849 13200 15346 1561 0256486364 0,407750336 0,941149075 021 019 ] UNCHANGED UNCHANGED UNCHANGED
$5pon 0260031690-4D MBD10 mthyl binding domaint0s 801713 16 6123 67137 68468 59931 53256 59992 48771 58276 74157 65643 57726 60401 0064817753 0,534600466 0,746889896 019 o 007 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0260031690-28 MBD10 mthyl-Co-inding domsin-contaiing roten e 776188 1 20451 228963 235914 156222 149603 163265 119325 145662 192768 22176 156363 152585 0,00334314 0,041179292 087107097 -051 -055 0o UNCHANGED UNCHANGED UNCHANGED -
S5pon 0260053370-1C MBD10 mthyl binding domaint0s 690068 n 75677 78192 75470 54330 56088 58225 53800 55662 7048 76546 56214 60103 0,000166744 0,040059534 051964578 045 -035 010 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GD03770-18 MBD1L mthyl binding domaint1s 278891 n 27101 39534 4621 31179 32030 38802 34189 42882 49310 37632 34300 a4 0611254507 0,562255667 0,189752989 01 016 030 UNCHANGED UNCHANGED UNCHANGED -
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Contiole_T0_Contole T0_ Contiole_T0  AGNOB_0,5.T0 AGNOB_0,5.T0 ANOG_05 T0_ AQNOG_5_T0 AGNG3 570 AGNO3 510 Conliole 0 AGNO3 0510 AgNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Convole T0 1 Convole_T0 2 Contole T0 3 AgNG3 05T AGNOG05 T AQNGB0ST AGNOG5TO AGNOG 5 TO AGNGG5TO VERASE AVERRSE " aemace  AgN03 05 TG0 AgNO3 5 ToCon Aghoo 05 Tung AEIRAST aghos s To mglﬁﬁ AQNO3.05 TGO AQNGS_5 TOConi  AQNGS_05 To/Ag T

Arabdopsis 01 02 03 1 2 3 5057 AgnossTO  nwole T0 10le_T0 NOB_5.T0 Controle_TO le_T0 role_T0 NOB_5.T0
S5pon 0260011320-28 MeD2 methyl binding domain protein 111 isoform X2 280868 10 97591 99044, 98211 89722 81694 86133 98634 95256 99531 98282 85850 97807 0,006218385 0,745829419 0,010886257 020 001 019 UNCHANGED UNCHANGED UNCHANGED B
$5pon 0760023960-18 MEDs methybinding domainprotein MBO101 60261 3 36122 33650 29040 20312 24313 23596 28011 29795 30864 32038 2780 29557 0013417321 0,205044506 001013918 053 016 038 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660013250-1A MBKS.9 GroES-like zinc-binding alcohol dehydrogenase family protein  1864,00 » 102966 87769 99055 105459 99699 98891 3724 87094 96312 96597 101350 73577 0395903178 0289686832 020643633 o007 039 046 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160003420-28 MCB17.8 Suppressor of gene sircing3 53337 2 9630 10119 9066 6657 9265 8641 0 0 8508 9%05 01 8508 0166471999 - - 023 o1 010 UNCHANGED - - -
S5pon.0260030710-3D WA methlcrotonoyl-Cok carborylase suburit s 45793 3 30032 31597 29069 30456 28167 33256 31920 30835 38434 30233 30626 33730 0822642073 0232017516 0,328668581 oo 016 o014 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0016650-3C MCD78 ayrovte Kinase,cytosolic soayme 26941 1 56937 61968 62117 64600 57023 67517 41752 66777 62789 6041 63047 57106 0,489542997 0704872437 0,517009851 006 -008 014 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160008706-1A MCD78 ayrovte Kinase,cyosolic sozyme-e 99947 6 18644 20925 19095 18134 14344 15587 14585 18614 18613 19555 1621 17271 0,049723128 0,205749839 0,561429278 027 018 -009 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760002130-28 ML Guanylate-bindingfamily protein 96144 8 47218 46831 52203 53075 4502 50237 e 45436 56877 48751 49505 48146 0806308378 0905609839 0800229634 o) -002 004 UNCHANGED UNCHANGED UNCHANGED -
S5pon 06G0023150-18 L1925 RNAbinding KH domain-contining potein 105866 5 49283 40315 4770 35001 41733 41176 30070 37462 39791 44156 39437 35774 0203350435 0,001430541 0361895719 o017 031 014 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06G023140-18 M9 RNAbinding KH domain-contining potein 32889 5 2a7m 21578 19644 2111 21508 18387 8194 21496 22937 20998 20338 18309 0610269144 0622778813 0711091522 005 020 015 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO014090-1A MO ONA replction censing fctor MCI2 143304 5 48539 24727 54051 57129 50645 48259 59653 52304 52597 49106 52011 54852 048587655 0,187558194 0471592351 008 016 008 UNCHANGED UNCHANGED UNCHANGED -

PULBLIV I1-CIFOMOS OMe Malntena nce (ML) complex
$5pon07GO00ST70-2C Mevs protein family unn 1 38110 37392 41981 36038 35599 38043 40683 39541 38814 39161 36560 39680 0181822329 075096186 0028276876 010 o) 012 UNCHANGED UNCHANGED UNCHANGED -
5590n.05G0010960-4D vevs putative mini-chromosome maintenance (MCM) complex 84137 1 15181 21400 17894 26203 16519 21921 20723 25322 25582 18158 2158 23852 0366340743 0075396319 0511022487 025 039 015 UNCHANGED UNCHANGED UNCHANGED -
590N 0360013580-28 MOME oA Mh:a:’:::‘;:::‘:,vmwmm 67929 9 50952 47475 54093 58570 49382 53750 39577 61970 60023 50840 53901 53857 0402227825 0704835494 0995690339 008 008 [ UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0006270-1A MOV ONA eplcaton censingfactor MCVS 311812 B 34954 39214 45581 30583 43019 42998 50185 35253 31628 39916 38867 39022 0848954127 0,896677988 0,083430699 004 003 -001 UNCHANGED UNCHANGED UNCHANGED -
S590n.0460001500-1 MOV ONA eplcaton censingfactor MCVS 85215 7 24389 29790 25131 31098 30382 28536 25358 30462 35882 26436 3006 30567 0126604868 0300514026 0866404685 018 021 -003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 076001076014 MCVE minichromosome malntenance protein 67557 9 32600 33778 34029 3991 30160 33558 19122 39127 34126 33469 34353 30792 0761031174 0679871645 0617125059 004 o2 016 UNCHANGED UNCHANGED UNCHANGED -
590N 0260028590-1A MW7 ONA replction censing factor MCIT 118840 B 47533 42838 w3 0849 39571 0023 49459 49514 44868 4271 40281 47947 0076087585 017703146 0,008418364 014 012 -025 UNCHANGED UNCHANGED UNCHANGED -
UInyorolpoyIysine-resiove succnyiranterse
$5pon 05GO012560-3C MCo15.2 component of 2-oxogluta rate dehydrogenase complex 489,79 6 99405 97549 83639 95025 96854 95625 113257 96061 97341 93531 95835 102220 0669172189 0307694805 0314601464 oo 013 009 UNCHANGED UNCHANGED UNCHANGED -
55900 026001883027 MDARL onode yiroascrtae reditase, MORAR fom Ongs 625096 Y 217876 211098 17753 209759 210286 22015 20226 214605 185586 25576 214020 200805 0751419448 0,164798413 0228806049 001 010 009 UNCHANGED UNCHANGED UNCHANGED -
5590n.0260018830-1A MDARL Structure and catalytic mechanism of 533,78 n 83852 87510 91545 86342 8621 89972 79645 76731 79049 87636 87511 78475 0963293376 0,018639979 0,003996321 000 016 016 UNCHANGED UNCHANGED UNCHANGED -
monodehydraascorbate reductase, MDHAR, from Oryza

5590n.0660004300-20 MDARL monodehyroascorbate _reducasee 1830,20 10 56497 52807 50211 60101 59815 62237 52178 35014 36828 53172 60718 41340 0018841985 0,108367175 002434299 019 036 055 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06GO011470-1A MDARS Monodehydroascorbate reducase 5 mitochondrial 99116 9 31164 31686 24350 36290 29834 34753 36357 25862 34479 29067 33626 32233 0210711374 047328576 0730662949 [ 015 006 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160022790-28 MDF20.10 DEK domaln-contaning chromatin associated protin 74157 7 53493 60206 65133 50132 48783 54911 50239 50888 59598 59611 51276 53575 009646343 0253231763 0551820229 022 015 -006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 016002279014 MDF20.10 DEK dormaln-contaning chromatin associated protin 51166 4 1163 196 1913 121 2500 1024 260 2001 210 1667 782 287 0,80697946 0,096662793 022294109 010 052 0@ UNCHANGED UNCHANGED UNCHANGED -
S590n.0660021590-2C DH mlate dehydrogenase, chloroplasticle 2193279 19 135867 131840 137434 183660 165934 191610 148352 192143 178541 135047 180401 173012 0004293218 0,043685029 0,648120304 04 03 005 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160019480-1A MDH2 mlate dehydrogenase, rtoplasmic 8680845 u 1303194 1362047 1398685 1446829 1335251 1339942 1189651 1307720 1331607 1367976 1374007 1276326 0887191384 0121839536 0,161949169 oot 010 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08GO017370-30 MDHOAT potein BRE 55238 3 15798 18628 17435 14108 14885 15150 12193 14176 17933 17287 14714 14767 0042788144 0249625303 0976712682 03 03 001 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO004ITO-1A MECIS18 Actvtor of 90 kDa heat shock prtein ATPase 206456 10 32504 32069 31822 29407 27545 29679 33086 2599 27262 3245 28877 28772 0009685221 0,199892493 0,965726%2 015 016 oo UNCHANGED UNCHANGED UNCHANGED -
S590n.0660004970.28 MECIS18 Actvtor of 90 kDa heat shock prtein ATPase 1982,09 10 59382 59078 57369 49090 48579 50653 68368 53152 56332 58610 941 59284 0,00043808 089226655 0,103044882 025 oo 026 UNCHANGED UNCHANGED UNCHANGED -
S590n.0760003080-3C MEESS Celn/Bf ke TeP-inding potein 2088369 » 536930 575160 609578 389818 641129 426036 578353 546400 667569 573890 485661 597440 0338283086 0,603987398 0,265442595 -024 006 -030 UNCHANGED UNCHANGED UNCHANGED -
55p0n.0460008380-30 RS DExi-box ATP-dependent RNA hllase DESHT 180354 » 13625 12587 12316 13150 13801 14108 14698 10965 13906 1283 13700 13189 0,158298773 0787722183 0,686025608 0o 004 005 UNCHANGED UNCHANGED UNCHANGED
$5pon 0260042140-18 MFC16.18 small nudear ibonucleoprotein-assodated proten B 150269 5 36381 41192 a8 38070 31559 31552 16196 26853 36151 40107 3377 26400 0092333976 0087030996 0300066397 025 060 035 UNCHANGED UNCHANGED UNCHANGED
S5pon.0360014490-1A MFP2 glyoxysomal fatty acid beta-oxidation multifunctional 5674,32 2% 134597 138091 152798 149515 142814 145866 111281 132966 141124 141829 146065 128457 0512683261 0272090116 0,125509505 o4 014 019 UNCHANGED UNCHANGED UNCHANGED
55900 0260017390-1A Vet [D_mv!:::EG‘C;::;:Vwmm 171693 8 39272 43038 23307 42628 49107 a1s17 96943 51125 48921 35205 4aa18 65663 0,229030728 0,143702354 0,250703697 034 0%0 -056 UNCHANGED UNCHANGED UNCHANGED
55900 0260017390-3C Vet Cochaperone Gy failyprtein 170346 8 31662 33571 17569 28976 35511 3002 73584 38814 36113 27601 31610 49504 0,500928874 0,169292129 0217216581 020 ) 085 UNCHANGED UNCHANGED UNCHANGED
S5p0n.04G0018980-1A e aitative ATP synthase 24 kDa suburitmitochandrial 568021 u 184955 205537 193968 155814 182810 171170 151566 160940 161804 194820 169932 158103 0,064509284 0,005691884 0,235402817 020 -030 010 UNCHANGED UNCHANGED UNCHANGED
S5p0n.04G0018960-1A MG pitative ATP synthase 24 kDa suburitmitochandrial 560418 Y 15565 19166 14134 20605 19551 21136 15715 13957 14608 16288 20430 14760 0,057456731 0,388931493 0,001214485 033 o1 o047 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460014440-3D MHKL0S sncharacterized prtein LOCIG3654780 127579 3 25823 26603 26374 2958 25593 2808 28134 28844 28198 26267 25660 28392 0723115164 0,002796439 0,162050858 003 o011 015 UNCHANGED UNCHANGED UNCHANGED
S5pon0160031120-20 MIROL Mitochondrial Rho GTPase 1 452187 u 56678 48052 54531 55920 38793 53981 54339 62538 5128 53087 49565 56042 0588966094 0,525194616 0367230778 010 08 018 UNCHANGED UNCHANGED UNCHANGED
S5p0n0160031120-1A MIROL Mitochondrial Rho GTPase 403158 2 12356 12595 12058 12218 9155 15660 173 16741 12983 12336 1234 14109 0,996852365 0,237855505 0473587702 000 020 -020 UNCHANGED UNCHANGED UNCHANGED
S590n.0660008490-4D MIB2414 Galactose mutaraasedike superarily proten 200,63 9 50307 59510 50016 42208 35256 3717 26669 39257 4624 53277 38394 37390 0,016156289 0,071482884 0,87688018 047 -051 0 UNCHANGED UNCHANGED UNCHANGED
$5pon 04GD006O50-1A MIC207 Wetsldependent potei hcroase 101909 5 76984 74589 75909 69288 79054 72583 46405 72756 81546 75828 73602 66902 0,499975379 0,446407454 0571222289 004 018 014 UNCHANGED UNCHANGED UNCHANGED -
S5pon 026002805014 621 Cofactorindependent phosphoycerte mutase 82959 8 26528 25929 26124 26318 28267 24215 2271 19675 26973 26193 26267 2792 0953627635 0,614938096 0,628781861 000 -008 008 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05G0009630-28 MLPAZ3 WLpfe protein @3 281509 3 52292 80478 36388 105052 71150 81407 71787 85132 71963 56386 85671 76294 0,145442343 0217860577 0,431800866 051 (2] 017 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05G0008290-1A s Walate synthase,gyoqsoms! 7885,50 7 169580 158229 177013 132959 196854 179191 12311 140416 170490 168274 169668 144706 0947292175 0,18783042 0,348595545 oo -022 03 UNCHANGED UNCHANGED UNCHANGED -
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Contiole_T0_ Contiole_T0_ Contiole T AGNO3_05 T0 AGNGS_0,5.T0 AGNO3 050 AGNG3 5.0 AGNG3 5 T0 AGNO3 510 Conliole 10 AGNOG_05 10 AGNOS_5_T0 Teste T Tog2Foid Change CUTTTe
pr J—— Deserigio macscore pepideos  Contole_T0 1 Contole TO 2 Coniole TO 3 AG03,05.T AQNGGL05T AQNGL05 T AGNOI5T0 AGNOS5T0 ANOISTO AMEATy oECL  AVERAGE  AGNGR05TUG) AGNGA S TOCon SNGR05 TUAs DA%] oo 570 DMRORET o305 T0C NGBS TOCon! NS08 TORG uskrs.
Arabdopsis 01 02 03 1 2 3 -0 ANOROST agnogsTo T nwole T 10le_T0 NO3_5.T0 =" Contiole_T0 le_T0 role_T0 NOB_5.T0 T
$5pon 056000829028 MS Wialate synthase, gyorysomal 713640 2 0 0 0 0 0 0 0 0 0 0 0 0 - B B B B B B B B B
$5pon 03600102101 MMDHL alste dehydrogense, mtodhondrilile 60917,05 19 429554 462266 41748 396845 447016 4372 265085 423552 450811 440523 a2m28 379803 0394279146 0332077053 0473055215 006 023 017 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360010210-3C MVDH2 malate dehydrogenase,mitochonril 4257966 9 13971 141342 135202 133995 138527 139179 101846 145282 153982 138672 137238 133703 0587484217 0774755414 0838228256 -0 005 004 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0010210-1A MVDH2 malate dehydrogense,mitohondrial 4166846 1 63055 6320 65027 60096 67835 76429 45267 79084 78534 65434 68120 67628 0614419959 0,855144305 0969627622 006 005 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760016290-1A ML methionine s methyansense 33242 2 18%07 12083 18645 24048 21020 2445 14450 21507 24368 16545 2171 20108 0055735156 0389704868 0384529734 019 028 020 UNCHANGED UNCHANGED UNCHANGED -
55pon 08G0005280-4D MNFI3L RNAbinding (RRM/RBD/ANP mtifs) family protein 865305 1 110248 110636 123883 116724 95625 99428 84573 108566 116126 114922 103926 103188 0235810287 0323371326 0,95168646 015 016 oo UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260017630-1A MoDL Enoylacycarrier-protin] reductase NADH] choroplastc 144747 3 58606 61056 96838 74729 52380 52876 12416 46565 46495 72167 59995 35159 0445161777 0092252276 0,140747418 027 10 o077 UNCHANGED UNCHANGED UNCHANGED -
S5pon 076002720018 MoDL enoyl-acyl-carrier-protein] reductase NADH] 2, 108126 H 35761 32172 35982 36156, 34728 33189 28220 28627 29005 34638 34691 28617 0973669816 0,008672778 0,002373957 000 028 028 UNCHANGED UNCHANGED UNCHANGED -
chloroplastic-ike isoform X2
S5pon.0560016210-1A MORFL aredicted rotein 370331 8 92499 105832 101428 82031 71076 87274 22597 97257 122533 99927 80427 80796 0035204717 0561528428 0990893154 031 -031 001 UNCHANGED UNCHANGED UNCHANGED -
55pon 08G0016880-1A MORR2 mutiple organellar ANA editin factor 2, chlroplastic-e 124130 4 27265 26970 28683 33713 33281 28503 25010 28951 24753 27639 31832 26238 0074767887 0390772657 0,060067358 020 -008 028 UNCHANGED UNCHANGED UNCHANGED -
5590n.08G0016880-28 MORES gl organellar ANA editin factor 2, chlroplastic-e 158013 4 30525 33317 32814 25958 27627 25117 32219 36799 33618 32219 26234 3012 0006148764 0,282029121 0,006651853 -030 0o 038 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0023430-20 MORES gl organellar ANA editin factor 2, chlroplastic-e 46106 2 981580 1017646 767668 36433 894658 643495 721 562162 835916 922298 524862 475100 0210044441 0,148108934 0,893290055 081 096 o1 UNCHANGED UNCHANGED UNCHANGED -
55900 0160004230-2C MORFE 0AG protein 21741 8 383147 458290 675265 492958 608856 455082 492951 63252 476712 505567 518965 534305 0898928729 0789509862 0832319101 004 008 004 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0004230-1° MORFE 0AG protein 191680 8 140723 146129 166520 155408 119930 111318 54782 141329 140333 151124 128386 112135 0227441085 02602342 0,625288666 023 043 00 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06GO011700-28 MORES mutiple organellar ANA editin factor 5, chlroplastic-e 98885 3 22683 13001 22609 28413 2716 20094 0 30191 34676 19831 25741 32433 0,144558017 0856350156 0726434014 041 2] 033 UNCHANGED - - -
$5pon 06G0000200-20 VoAl puromycinsensive aminopeptidase 819338 Ed 117668 19232 118131 12014 100332 117783 85943 104818 106135 118344 112776 98965 0425330169 0,041406895 0201349524 007 026 019 UNCHANGED UNCHANGED UNCHANGED -
55pon 08G0000150-1A e 2ovogltarate dehydrogenase, miochordrblie 250528 2 116143 97734 121776 127175 114661 114442 77138 121139 125589 111884 118759 107954 0458620566 0829325823 0537122999 009 005 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05GO012790-4D e 2-oroglutaate dehydrogenase E1 comporent 95384 8 40167 46270 5141 7776 5204 a7847 35719 46101 52501 45926 49276 44773 0398402002 0853711505 0427588528 010 -0p4 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0005630-3C MPAZAL Putative serine peptidase 28 family protein 77872 3 47887 46686 42759 32096 36636 38640 35801 36703 38259 5777 35790 36921 0015748019 0,006564328 0613078168 036 031 004 UNCHANGED UNCHANGED UNCHANGED -
590N 0160013460-1A ek sltnduced MAP Knase 1 104090 4 29998 31122 30189 26380 28047 28737 23301 2021 27548 30436 1 23657 0025462374 0035837537 0,14679186 013 036 03 UNCHANGED UNCHANGED UNCHANGED -
S590n. 04G0018870-2P o Mitoger-actiated proten kinase 17 34528 2 0 0 0 3956 19077 0 0 35264 0 0 11516 35264 - - - - - 161 - - - -
S5pon 0360022790-28 Ppalphal itochondiakprocessing peptidase alpha suburt 778 7 60911 61800 63106 74532 70168 72707 50887 64734 60266 61939 72469 58629 0001749979 0467732811 0031681811 023 008 031 UNCHANGED UNCHANGED UNCHANGED -
$5pon 036002279014 Ppalphal itochondiakprocessing peptidase alpha suburt 735739 % 62336 65332 64582 66754 63766 70198 61969 83611 73263 64083 66906 72948 0243365851 0233017365 0,406563337 006 019 012 UNCHANGED UNCHANGED UNCHANGED -
S590n.0760003890-1A Ppalphaz nitochondiakrocessing peptidase suburit algharie 313162 8 76540 75531 83646 73739 72084 73378 72281 78304 69025 78572 73065 73203 0,101766678 022332285 0,962625603 010 010 000 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160006110-1A MPPheta Peptidase beta subuit 871742 8 255228 21760 253806 21728 2751 230042 195653 232380 247082 243598 231507 225039 0331663426 0,379359946 0,694499942 007 o011 0o UNCHANGED UNCHANGED UNCHANGED -
S590n.0460002660-1A VT3 Mitochondrialphosphate carre protein 3, mitochondrial 981202 3 181416 188766 2706 199788 190762 193857 184970 164863 203572 199069 194802 184468 0781493945 0,463297525 0419164622 003 o011 008 UNCHANGED UNCHANGED UNCHANGED -
$55pon.0260013410-28 MPT3 mitochondrial phosphate carrier protein 3, mitochondrial-  like 991,94 3 18435 26517 23580 17267 15148 17306 23257 30317 60339 22844 16574 37971 0,063877886 0,262575096 0,133508707 046 [¥:] 120 UNCHANGED UNCHANGED UNCHANGED -
$5pon 02G0007110-1A Mab2217 TP synthase suburit dela’,mitochondrial 516861 7 186397 177396 180756 185602 200980 196935 130100 258127 235323 181516 194505 207850 0,07034827 0,541614315 0,753635002 010 020 010 UNCHANGED UNCHANGED UNCHANGED -
55900 0360003520-1P M6 cinnamoyhCoh reductase 1 123037 2 37165 21687 4020 2670 881 31575 18770 33189 36089 33031 35029 29349 0838687417 0,663557918 0,560770742 008 017 026 UNCHANGED UNCHANGED UNCHANGED -
55900, 0860000450-3C MaKe.18 aitative &hydrony-4methyl-2-oxogltarate aldolase 2 110693 4 34729 30018 20094 43147 26749 23885 42199 34702 2713 28580 31260 33538 0736626172 0513907216 0,791252483 013 03 010 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0017970-28 MaK27 Monocopper oxidaselke protein XUS 949,35 2 5372 61769 57552 40144 41306 44039 42761 53626 51820 57687 41830 49402 0,003602766 0,1123281 0,100137892 046 02 0% UNCHANGED UNCHANGED UNCHANGED -
WAS UUMAIV-LUNIAINING [AISLATIUN
$5pon 06GO012450-28 MRFL REGULATORY FACTOR 1 5677,86 a 110852 127143 119333 161936 118257 134560 116704 158022 143307 119109 138251 139345 0231587617 0,193842401 095334085 02 023 -001 UNCHANGED UNCHANGED UNCHANGED
S5pon.0660012450-1A MRFL MA3 DOMAIN-CONTAINING TRANSLATION 5328,95 38 52220 59129 58577 59037 52429 64950 47657 57387 59090 56642 58805 54711 0636902237 0,669269034 0465135744 005 005 010 UNCHANGED UNCHANGED UNCHANGED
REGULATORY FACTOR 1-like
5590n.0560008480-1A AL Topasomerase-lke proteln 45113 4 21435 26512 23020 a7 28638 20925 9808 29950 25262 23809 33563 21673 0,098115889 0,750093079 0,185719068 050 014 063 UNCHANGED UNCHANGED UNCHANGED
55900 0260004250-1A MRHIOS nudearranspartfactor ke soform 12 125764 7 50373 55287 58762 55960 49489 54162 32571 49474 56828 54807 53204 46291 0,632820311 0324211388 0,405142742 -op4 024 020 UNCHANGED UNCHANGED UNCHANGED
55900 0260018440-28 MROLLL KQ 783965 B 238615 229208 212990 216905 213889 209680 155436 230974 21605 226938 213492 204018 0,158660374 042302137 0,720659857 -0m 015 007 UNCHANGED UNCHANGED UNCHANGED
LaICIuM-Ge pengent 1pI-01NaINg (aL s soman) ramiy
55900 0260018440-1A MRO11.1 protein 620853 2 98358 92802 87792 109755 109789 104398 54400 105663 99980 92984 107981 86681 0,013284075 0,722026947 0261922181 02 -010 032 UNCHANGED UNCHANGED UNCHANGED
> MmetnyETanyoroperoy guEMate-nomocysteine
$5pon 026003186014 M1 methyltransferase 1 3631936 Ed 491093 475873 508757 449305 444395 440719 389771 369044 419059 491907 444820 392625 0,008634321 0,004608691 0,023897694 015 033 018 UNCHANGED UNCHANGED UNCHANGED
>-metnyETanyoropreroyitnguEMate-nomocysteine
S5pon 01G0024520.3C st methyktransferase 1 1774838 » 18832 18973 17738 26296 26201 23266 16975 20383 20878 18514 25250 19412 0003228616 052012864 0020856925 045 o007 038 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160024520-1P L §-methyltetrahydropteroyitiglutamate-homocysteine 8013,34 % 113552 114850 116589 118493 117768 114033 10121 134792 150809 114997 116765 128907 03413119 0,396684631 0,455418823 00 016 014 UNCHANGED UNCHANGED UNCHANGED
methyhransferase 1
S590n.0160020890-1A MS8P2 membrane sterid binding protin 21 656257 9 79233 70035 75092 60071 71685 69171 64330 78382 71375 74920 66975 71363 0,147013808 0,5044873 0,460270725 -016 007 <009 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760024880-18 ML aperovide disnutase 16018,68 B 601919 592482 630060 553698 609195 617946 552166 571761 627178 608154 593613 583701 0,562670826 0385777203 0,758864076 003 -006 oo UNCHANGED UNCHANGED UNCHANGED
S5pon07GO010420-1A ML Superoide dismutase 1219615 8 44043 43813 45663 41985 51520 54119 42994 44351 50792 aas17 49208 46046 0277270428 0,569904398 0512386339 014 005 010 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0023910-1A MSE3L2 small nudearibonucleoprotein 430197 2 6450 50872 46250 97699 89006 56653 0 56587 35989 53877 81119 46288 0,116436239 0,256889208 0,07232484 059 -022 081 UNCHANGED - - -
S5pon 01G0045680-1P st 8ty nucleosome/chromati asse mbly fctor C 125082 6 60889 68389 55560 57694 47813 5321 54064 56920 61141 61612 52909 57375 0,137150945 0375287916 0273279858 -022 -010 012 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260009000-1A st nudeosome/chromatin assemblyfactor 108 11393 6 15387 15655 13267 1925 12139 13219 20379 15640 16310 14770 14861 17443 0,970609717 0,183039768 0,385920087 o1 024 023 UNCHANGED UNCHANGED UNCHANGED -

00T



Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Convole To 1 Convole To 2 Coniole_T0 3 AGNOG 05T AGNOG 05T AGNOG0ST AGNOISTO AGNOISTO AGNOISTO VERASK AVERASE T AVERAGE  AgNO305TOGH AGNO3S TGom AgNO3 05 Tuag ARMSEAST Agnoos To mglﬁﬁ AQNG3.05 TOCo  AQNOG_5 TaCont  AQNGS_05 T0Ag  Clusirs._

Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO 10leT0 NOB_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 T
S5pon 016004568018 MsiL MSI type nucleos ome/chromatin assembly factor C 103883 B 19367 19490 15073 15788 15657 17327 14109 19802 19755 17977 16258 17889 0329043774, 0972255242 0,453024788 015 001 014 UNCHANGED UNCHANGED UNCHANGED B
$5pon 0360007870-1A s WO-40 repeat-contaiing prtein MSH 8337,07 7 266738 260422 272065 235953 253104 21741 65300 240705 279906 269408 235499 195304 0031175601 0324341108 0,579675451 019 046 027 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460018480-2C MEILAL lcing actor 3Bsubunt e 59632 5 36084 37952 41837 38113 36611 34127 48222 37114 46376 38624 36284 43904 0318340793 0240294039 0,103600871 009 018 028 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660019200-2D VSIS NADH quinone reductasefle 120641 6 39555 40064 38255 26774 45782 31475 3171 33318 42136 39291 34677 35575 0466658294 0332905356 0,898592989 018 o014 004 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660000430-1A VSIS NADH quinone reductasefle 1329 5 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
S5pon.0260034520-3D MIED.25 cellwall proten FFé e 7449.40 0 256025 234602 248083 272439 273281 264564 213408 257076 294699 26236 270095 255061 0025181278 0734929667 0559570967 013 005 008 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260034520-18 MIED.25 cellwall proten FFé e 711494 1 69596 59341 61313 42679 41008 47868 48528 53706 55054 63417 43851 52029 0,006498126 0041762225 0,04027082 053 027 026 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160042430-18 MTHER brown midrb2 1095,00 2 37412 38774 38165 39262 39271 43366 48657 37424 34380 38137 40633 40358 0153062783 0627765859 0952777825 009 008 oo UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0260037880-18 MT202L 265 proteasome non ATPase reguatory suburit 118580 4 28932 20136 12751 11491 25568 2094 32266 2523 31504 20606 19718 29698 0,894795884. 0,153376639 0,1045%9132 006 053 059 UNCHANGED UNCHANGED UNCHANGED -
$5pon07G0014470-3C MURS2 exonudease V,choroplasticlik soform 12 210528 2 0 3036 2009 1064 190 1914 0 1600 1607 223 1639 160 096612454 0587286996 0,40065535 082 085 003 - - - -
$5pon 0260004130-1A MULES Saccharopine dehydrogenase 108845 4 27945 31631 3253 32571 3029 32361 16796 30390 30681 30706 31753 25956 054295092 0377604722 0279274055 005 024 029 UNCHANGED UNCHANGED UNCHANGED -
55900 0160020380-1A X206 Seaine aldehyde dehydrogenase 2 mitochondrial 252652 5 43577 56981 6021 45210 as777 38703 33851 55139 0129 53593 43230 43000 0136701025 0263263402 0978750918 -031 -032 oo UNCHANGED UNCHANGED UNCHANGED -
54900 0160042010-18 X206 Seaine aldehyde dehydrogenase 2 mitochondrial 2221 4 19582 28218 27600 31512 21560 18695 30528 308 18758 25133 23922 26511 0812351276 078712289 0661678492 -007 008 015 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08G0015370-30 MYHISED Putative trarslaton eongatio fator iy prtein 167618 2 41905 75497 43471 43013 57859 47955 95886 50854 51768 53624 51276 66169 0847216482 05339434 0383223975 006 030 037 UNCHANGED UNCHANGED UNCHANGED -
54900 0160003140-3C MiHSS solcing factor CCL-e 61215 3 15488 14353 14722 16127 13754 14899 10499 14710 17373 14861 14927 14194 0935286376 0758761155 0746409017 oot -007 007 UNCHANGED UNCHANGED UNCHANGED -
$5pon01G0003140-4D MiHSS slcing factor CCL-e 29742 2 7329 6762 5683 5696 85 5683 371 6943 832 6591 5741 =] 0154926496 0,869460013 0683202792 020 006 014 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0041730-1C AL scetylansferase Lk protein 659,16 8 38733 37071 36260 0645 27156 3895 91 41604 0215 37355 35382 41580 0665159964 0016724328 0217499988 008 015 03 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260007160-1A NADVEL Malc enzyme 67832 5 20491 23520 28711 2771 24960 22300 31293 28781 26675 25574 24010 28916 0436173109 0183123577 0036455277 009 018 027 UNCHANGED UNCHANGED UNCHANGED -
55pon 03G0006750-28 NADP-VEL robable gutamate carborypeptidase LAMPL 741065 % 40134 44662 40816 37095 42130 1831 31372 38908 6124 41870 40352 38302 051992419 0531508747 0751043581 005 o1 006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0360006680-20 NADP-VEL NADP-dependent malicenayme-ie 529162 1 50753 55590 54916 31475 50942 41002 2884 46135 54990 53753 41153 43330 0096345262 0253343069 0830178878 039 031 007 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0007410-1A NADP-VE2 NADP-dependent malicenayme 154676 15 4304 46209 4258 29630 37297 34043 9725 7318 35880 43970 33657 20313 0014768006 0064920048 0308022525 039 085 [ UNCHANGED UNCHANGED UNCHANGED -
S590n.0760011420-4D NADP-VES Malc enzyme 10044,13 2 143975 130589 122413 213165 158830 185383 112656 179325 158090 132326 185793 150024 00340519 0439590529 022809071 049 018 031 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0047290-18 NADP-VES NADP-dependent malicenzyme 3 Q13335 n 52098 50373 51970 44960 8737 55028 58740 58169 53578 51481 49575 56829 055838606 0036204537 0,09705058 005 o1 020 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07G0003200-1A NAPLL Nucleosome assembly protein 237689 n 20124 27084 28778 294 19109 20878 19991 28159 23080 26662 2310 23978 0115839435 0365419229 0618791986 026 016 010 UNCHANGED UNCHANGED UNCHANGED -
55pon 08G0014990-28 NAPL2 Nucleosome assembly protein 475006 2 178836 164138 171063 185009 180537 177021 168385 194098 185733 171345 180856 182739 0,120509363 0,259610877 0,823706388 08 009 -001 UNCHANGED UNCHANGED UNCHANGED -
S590n.0860014990-3D NAPL2 Nucleosome assembly protein 639,19 n 61631 56688 59544 57384 55997 54906 43333 49952 47802 59288 56095 47029 0117130651 0007145715 0,012014361 -008 033 025 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0760003200-28 NAPL2 Nucleosome assembly protein 25202 1 58623 65842 70504 98969 82430 107316 72891 102774 85645 64990 96238 87103 0,018093342 0,076633312 0,46538967 057 2] 014 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260007310-1P NOKL Nucleoside diphos phate Kinase faily potein 2789429 9 399726 382380 398849 504773 533921 536355 313017 521318 464305 393652 525016 432880 0000347652 0563717796 0217270702 [ o1 08 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0160014210-1A NDKL \dentification and characterization of the first plant G- 1592,15 7 533609 528187 501387 526655 506206 513194 512771 487954 482353 521161 515352 494359 0,644466192 0121777582 0,131750672 -002 008 006 UNCHANGED UNCHANGED UNCHANGED -

auadruplex binding protein encoded by the Zea mays L

S590n 0160063130-1P D2 otein NUCLEAR FUSION DEFECTIV 2k 1371,08 4 10740 76 5883 798 14632 509 756 5376 6398 8128 8175 6343 0990025711 0303886056 0,605725744. oot 036 037 UNCHANGED UNCHANGED UNCHANGED -
S59on.0160063130-1D D2 RNA binding prtein 124594 3 10161 10878 10097 7950 14650 665 6663 781 %29 10379 9688 7858 0798470608 0054707856 0531311492 010 040 030 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0760006160-1P NFYES nuclar factor 182 183118 2 53416 47203 50625 50333 50666 44660 58364 52793 50385 50415 48553 5347 0,521158604 0311908913 0,158961655 005 010 015 UNCHANGED UNCHANGED UNCHANGED
S570n.0460004480-3C NFYES nudeartranscrptonfactor ¥ subunit 6 91280 2 39797 42367 38831 36016 32954 34879 225 41140 39025 40331 34616 34139 0014454402 0,365139506 0,940838124 02 -0 oo UNCHANGED UNCHANGED UNCHANGED
5570n.0360003290-28 NFYES Nucler transcrption factor Y suburit 3 79512 2 2807 2332 270 28008 26814 23251 25308 25390 21678 2474 26020 20125 0592708256 0,78090665 0,369941663 007 -0p4 o011 UNCHANGED UNCHANGED UNCHANGED
S5pon.0660015190-1A NEYCL COART-HAPS-trascrption fctor 58 12857 2 25053 23339 23601 26087 21078 25015 37978 21516 28390 20131 2193 20294 0,972661105 0304379825 0367451671 000 028 028 UNCHANGED UNCHANGED UNCHANGED
S590n.0260011880-30 NG Noclear tanscrption factor ¥ suburit C6 587105 7 86512 95452 73076 89395 78513 66594 81351 82962 82069 85013 78167 82127 0500504263 0,680861995 0,580910834 o 005 -007 UNCHANGED UNCHANGED UNCHANGED
55900 0260038730-18 NIFS1 aseine desufurae,mitochondriabie 75764 6 46947 41176 43550 47397 43799 42293 35084 26274 42072 43891 44196 34477 0801884895 0,125223547 0,105897516 oo -035 037 UNCHANGED UNCHANGED UNCHANGED
S5pon.0760012550-1A NFUS 051130549665 180103 3 20493 20024 19549 26583 21186 25590 22561 30407 22797 20289 20853 25255 0,070678705 0,129277932 0,806407173 027 032 005 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460002730-30 NRL Ferredoin-ite reducase, cHoroplsic 109023 0 8508 7814 s 12461 7992 13209 16780 9104 11853 8 1234 12579 0,102174639 0,00307243 0,653636841 085 081 016 UNCHANGED UNCHANGED UNCHANGED
S590n.0260027520-1A P22 Niase e protein2 78750 2 20094 27522 17495 21954 26072 16535 0 12552 20661 21708 21520 18606 0966319554 0,205153331 0,208514289 001 022 021 UNCHANGED
S5p0n.0160051030-1C NP3 Omega-amidase chlroplstc 373306 n 95800 87118 79475 72878 90563 72250 70904 66269 86075 87460 78565 74416 0308405472 0,161831056 0,650025683 015 03 008 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160053970-1C AMD3 nonsense-mediated mRNA decay NMD3 farily proein 63934 7 17223 19748 2090 20333 20889 20352 12099 16888 20489 19201 20591 16492 0301723199 0352393127 0,167657863 00 023 032 UNCHANGED UNCHANGED UNCHANGED
S5pon 03G0031520-20 TL2 dycpeptide tetadecanoransersse 1 99891 7 45131 49746 45922 42486 0324 44037 30270 42603 40648 46933 42082 37880 0059794707 0,08995865 0,326435388 015 031 016 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GO009TT0-1A NOPS-2 tatve nuclel protein 51 187356 16 6674 70571 71329 96368 64352 84065 93474 110115 69795 71548 81595 91128 0364280295 0,18094798 0,5585%4711 019 035 016 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0009840-1A NOPSE clealrprtein NOPSE ke proten 438200 8 130786 120911 119841 129729 108424 109934 90011 117598 126227 123680 115362 111279 0362042754 0341351639 0,771016023 010 015 005 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO009800-1A RO NAPLrelated protin2 941281 10 224558 200319 205748 235948 186689 212600 189976 208919 202785 226540 211746 2727 0450698829 0,976042209 0,546102808 010 000 010 UNCHANGED UNCHANGED UNCHANGED -

TOT



Tabela Suplementar 1 — Cont.

Contiole_T0_ Contiole_T0_ Controle_T0 AGNOB_0,5.T0 AGNO3 05 T0 AGNG3 0,50 AGNG3 5 T0 AQNOE 570 AQNOE 570 Contiole_T0 AQNOG_05 10 AGNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Coniole_T0 1 Contole To 2 Contole T0 3 AQNOG 05 T AGNOG0S T AGNOG0ST AGNOISTO AGNOGSTO ANOISTO VERAGR AVERASE T AvERAGE AgN0G 05 TOCo AGNOS S TaCom Agho0s Tung ARNSRAST agnos s To mglﬁﬁ AQNG3.05 TOCo  AQNOG 5 TaCont  AQNOS_05 T0/Ag  Slusters.

Arabdopsis 01 02 03 1 2 3 SO%T AgNoss O nwoleTo 10le_T0 NO3_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 ™
S5pon.0560014760-1A NRPB11 DNA-directed Wnn\vmhgses I, 1V'and V subunit 11 134335 2 58615 63076 49858 49684 64320 46097 0 44049 62752 57183 53367 53400 0,604232056 0,3194647 0,411976645 010 010 000 UNCHANGED - - -
$5pon 016005596020 NRPE2 DNA-irected RNA plymerase i subunit 2 a7 2 626 5357 6640 2 6198 5003 5750 0 6753 6081 5815 251 0657338889 0421396194 0484911335 006 004 010 UNCHANGED - - -
S5pon. 026001812028 NEPE3 ONA-directed RNA plymerases I, IV and V suburit 3 193,75 7 61858 56052 49747 42800 3677 47047 53194 a3 50574 55885 44508 49367 0,0379%0616 0210472899 0172521 03 018 015 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260018120-1A NRPB3 ONAirected RNA polymerases I, IV and Vsubunit 3 177,44 2 44476 39312 37709 40741 35118 36105 27905 48026 43649 40499 37321 39860 0301080344 0925725754 0709810895 012 -0 -009 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160047570-20 NRPBBA DNA-directed RINA polymerases |1l and Il 17.1 K0a 36224 2 51275 30641 34590 40051 23620 37193 57543 25591 43156 38835 33621 42097 0555007189 0785285249 0,466305124 021 012 0 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0560030110-18 NPESA ONA-directed RNA palymerase V suburit il 50482 2 21485 27886 22288 19564 17683 15048 12603 20103 20186 23886 17432 17631 0,05430062 0,124032836 0,947484576 045 -0m 002 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760004050-28 . Vesicle-fusing ATPase 89731 10 25368 2644 26073 38302 27945 44568 13410 2934 20919 24695 36938 21224 0,068994729 0502920329 0,078422015 058 02 080 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660020440-18 NA oredicted protein 130072 3 101394 112608 116103 99273 157554 150733 67370 90923 110408 110035 135853 89567 0204174279 0,19619862 0,10552579 00 030 060 UNCHANGED UNCHANGED UNCHANGED -
S5pon.04G0025950-2C NTR2 Nuclear transport factor 2 (NTF2) family protein vith RNA 133483 3 4755 35928 38507 52010 40411 47978 58329 46574 36609 39063 46800 4nmn 0121037159 0285714184 0961044509 026 021 001 UNCHANGED UNCHANGED UNCHANGED -

binding (RRM-RBD-RNP matfs) domain
$5pon 05GO013270-1A N2 R binding proten-ie 103383 5 58210 51824 54479 57666 56807 54365 47679 61466 57145 54838 56279 55430 0530077615 0901026344 0849273189 oo o) o) UNCHANGED UNCHANGED UNCHANGED -
55pon 06G0020080-30 e Nucler transportfactor 2 188285 4 88323 105802 129438 114961 87196 107702 9691 138371 73380 107854 103287 102914 0768912199 0836379444 0986512158 006 007 o1 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0000020-1A iR Thioredoxinreductase NTRB 498060 8 130565 12m12 12711 113388 112884 110664 75018 11181 118654 128629 1312 101651 0000223328 0,116745582 0474246813 020 034 o1 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO009700-1A NUQL Putative nuceolnike faily rotin 207436 B 157795 133414 152781 171134 149529 159576 179465 182690 169196 149663 160080 177117 0288876589 0017970301 0,084168865 010 2] 015 UNCHANGED UNCHANGED UNCHANGED -
$5pon1G0019170-28 NUQL nucleolin 2-e 11672 7 45959 37603 41198 60662 34491 61417 67766 59213 52839 41587 52190 59939 03122259%1 0020771384 0475514516 03 053 020 UNCHANGED UNCHANGED UNCHANGED -
55pon 06G029730-1C NUQL Nudeolin1 63757 6 32083 29876 28760 39497 31204 35102 3795 39102 35263 30240 35281 37884 0123067203 0,008626179 0460534702 [ 031 009 UNCHANGED UNCHANGED UNCHANGED -
S590n.0760012910-3C NUPSOB Nuclea pore complex protein NUPSOA 146525 7 37284 37890 29213 33886 2996 31861 40584 32694 35176 34796 31904 36152 0392212312 0728388854 0,176332801 013 006 018 UNCHANGED UNCHANGED UNCHANGED -
Sspon 036000830014 NUPS0B Nuclear pore complex protein NUPSOA 135447 s 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
55900 0260031930-28 o1 seine synthase 13829,99 1 265624 273773 274120 298323 280183 271072 267789 202611 251304 27un 283193 253902 0229122929 0,093748705 0054717367 006 009 016 UNCHANGED UNCHANGED UNCHANGED -
55900 0360017910-1P osB Csteine synthase mitchondril 1350665 2 155783 156196 165643 147343 151050 148717 176006 167657 189329 159207 149037 177664 0040175743 0059732523 0,0110665 010 016 -025 UNCHANGED UNCHANGED UNCHANGED -
590N 0360017910-1A osB Csteine synthase mitchondril 1282395 20 105680 11571 120897 116828 122904 124277 75851 77882 89997 12716 12133 81230 0,158908553 0007329262 0,001288885 ou 047 058 UNCHANGED UNCHANGED UNCHANGED -
5590n.04G0006260-1A QBAPIA il b associated protein 1A 284827 6 19024 30214 2779 287 49476 51 14808 20936 37350 25339 19058 24365 071301203 0910409759 0765915978 -op -006 035 UNCHANGED UNCHANGED UNCHANGED -
55900 0360007240-1A oBAP2A il bodyassociated protein 28 120037 3 2111 21654 26670 1776 31908 13595 20318 18204 21996 23155 19093 21506 0575230485 0546606381 0735895882 028 o1 o7 UNCHANGED UNCHANGED UNCHANGED -
S590n.0760015580-28 oEp16L auter enelope porepratein 16, chlooplstc 70004 2 26634 31374 38398 27959 31738 20847 22865 20800 28%5 32135 28180 2210 0373842652 0,132568298 027707053 019 -op 02 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0160038520-18 oEpI62 auter enelope pore protein 162, choroplastic e 402931 8 80204 87396 94035 40950 86399 47826 65810 68410 92002 87212 58392 75631 012141639 0271596834 0357978291 -058 021 -037 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.04G0015800-28 oEPs0 auter envelope protein 80, chloroplstc any 2 176847 20308 48952 122017 203879 206191 10278 160320 169050 82036 17762 13216 0161088393 0,681177423 0334395369 1 046 085 UNCHANGED UNCHANGED UNCHANGED -
5590n.06G0010980-1A oM affeic acd O-methylanderse 202394 3 198 0 0 3756 7457 3920 10374 3902 1519 1498 5038 5265 - - 0,941443932 175 181 006 - - UNCHANGED -
S590n.0460028100-18 oop srobable cyosolc aigopeptidase A 209185 16 59987 61854 59137 53204 41837 53026 0773 53823 60151 60326 49356 51582 0046233007 0203718511 0,760864575 -029 023 006 UNCHANGED UNCHANGED UNCHANGED -
S590n. 0460021470-1T oo srobable cyosolc aigopeptidase A 233500 19 7209 68398 70882 77589 73697 80953 60678 88409 86197 70910 77413 78028 0053595861 0,449300825 0,91695001 013 015 002 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160051840.2P ORP3C Osterokbinding prtein-elated protein X 260346 3 51543 55303 61117 54543 57990 55258 44363 48725 54598 55988 55930 4929 0985554814 0,171954263 0,100165286 000 019 018 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06GOULTIOIP ORRM2 dycne-ich RNA-bining proein 4, mitochonrial 1089,79 2 36276 36732 31874 29728 36937 27828 29757 42453 41802 34960 31496 38004 0337000543 0527983118 0260896186 015 012 027 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO001TS0-1A 0STIA O oanserse 67 s 33263 2 2003 17827 18088 2108 23958 201 2736 2113 20755 18719 2708 2071 0015691918 0,128037484 0,878452851 028 030 002 UNCHANGED UNCHANGED UNCHANGED
$5pon 0260018050-30 osT48 O osRrarserae 48 kba suunit 95064 8 20014 31007 37483 36302 36511 36119 25670 32397 33602 32635 3624 30570 0209573435 0586451985 0081004201 015 009 025 UNCHANGED UNCHANGED UNCHANGED
S5pon.0260018050-1A 0sT48 Dolichy-diphasphooligosaccharide-protein 80699 7 20254 21546 22700 33182 33845 30572 16105 25228 25386 21500 32533 22240 0,000837844 0825760656 0,03320287 080 005 055 UNCHANGED UNCHANGED UNCHANGED
glycosykransferase 48 kDa suburit

S5p0n.0460005370-1A orc Ornithine carbamoyltransfersse, chioroplastic 193,79 9 124858 127601 127091 151698 11776 130902 100085 128666 148475 126530 131459 128742 0,691781176 0,855660022 0,874834959 006 o002 003 UNCHANGED UNCHANGED UNCHANGED
55pon.0660002940- 1A oru1 OVARIAN TUMOR DOMAIN-containing deubiquitinating 323494 H 59831 51028 49223 59703 32249 41875 39046 29716 41631 53361 44609 36797 0,37057936 0,027455389 0,425769579 026 054 028 UNCHANGED UNCHANGED UNCHANGED
S590n.0360022530-1A ovs EME,:‘:;V_TR:-L:;M“ 99591 B 35670 35177 32984 36691 29043 31235 22054 33316 30867 34610 32323 28879 0,397964204 0,166319723 0,43766692 010 026 016 UNCHANGED UNCHANGED UNCHANGED
S590n.0360022530-1P ovs R — 87012 1 23003 19871 20824 23875 222% 20974 16585 23146 22557 21233 2382 20762 041010262 0847379434 0512870933 08 -003 o011 UNCHANGED UNCHANGED UNCHANGED
S5p0n0160013070-1A et S onoprolnase e 23662 2 10577 10736 10485 %50 941 10040 1323 8124 0 10599 9710 10674 0009492255 0,416828122 0537745862 01 oo o1 UNCHANGED
S5p0n.0760020680-1A 0 Jalkeral reducase. (VADP(}dependentiie 309328 n 17043 18294 16847 13461 18631 12471 11576 11676 13202 17395 14854 12164 0,265311348 0,001756762 0,206731901 03 052 029 UNCHANGED UNCHANGED UNCHANGED
S5p0n.04G0012460-1A P31 cochaperone protein AL 48891 3 328778 347118 316518 338358 314980 330274 335931 315353 338592 330138 327870 320959 0,855313494. 0,988758029 0,845474002 -001 00 -001 UNCHANGED UNCHANGED UNCHANGED
$5pon 01G0010960-28 32 srostaglandin  synthase 3509,79 3 95674 110988 86513 103233 76730 96670 61299 115045 122658 9175 92211 99667 06334731 0929379307 0739173367 008 [ o1 UNCHANGED UNCHANGED UNCHANGED
S5pon 06G0002790-28 P2dbeta2 Transmembrane emp24 domain-containing protein 1042,71 3 33859 38918 41831 45316 44665 37682 49119 36779 30388 38070 42554 38762 0,264961516 0913983187 0562643677 016 003 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07G0006600-28 PSCSA D!Ka_l_wmn!i::::m snthase 8 174238 1 63171 67370 66797 81459 6429 74588 54208 59332 63606 65779 73632 59048 021300792 0,089596164 0,064863081 016 016 031 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07GD006600-1A PSCSA Dets pyrlneScarbonte syntise B 142393 0 57881 56144 57539 54602 58408 58419 56418 51650 62714 57188 57143 56927 0,97554466 0,939977028 0,953175053 000 -001 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GD004450-1A A2 roteasome subuitspha tpe 1257389 1 264746 303172 301129 276369 308052 307644 215059 239210 267390 289682 207355 240553 0,662501746 0,066369706 0,036714913 oo -027 031 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Tesie T Tog2Foid Change caTT
Acesso Ontelogos de Descicao mascore  pepideos  Convole To 1 Convole To 2 Coniole_T0 3 AGNOG 05T AGNOG 05T AGNOG0ST AGNOISTO AGNOISTO AGNOISTO VERASK AVERASE T AVERAGE  AgNO305TOGH AGNO3S TGom AgNO3 05 Tuag ARMSEAST Agnoos To BARETET agnos 05 Toco Aqnos 5 ToCon_ AgNG0.05 T0Ag  Clskrs.

Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO 10leT0 NOB_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 T
$5pon 026000354017 PANZ2 proteasome suburitalpha type 6 101241 2 0 0 0 0 0 0 0 0 0 0 0 0 - B B B B B B B B B
$5pon.0460007750-17 oao12 soteasome subuntspha type-2 920290 6 208757 151787 150414 173197 171269 165411 130658 165124 182667 171652 169952 159483 0931987563 0639387517 0535284319 -001 o1 009 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0260039620-1P Pag2 lyadenyate-binding protein 2 1106158 2 331276 323101 328670 336714 324810 356962 315440 371459 380188 327682 332495 356363 02897822 0238030156 0496841864 005 012 007 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05GO007530-1A Pag2 solyadenylate-binding protein 2 410108 s 216299 200123 230797 137693 205193 169481 123432 152110 184414 229073 170789 153319 0047987119 0016102891 0,542486839 00 058 016 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GO055530-1C PAB2-2 roteasorme suburitalpha type sform 11 685,77 5 25911 265081 244001 259118 200450 273697 151581 288590 260575 253998 257756 233582 0758112983 0654094125 0,603057431 oo o1 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0860011450-28 PABNG solyadenylate-binding protein 2 177047 5 34930 45037 43739 45510 33982 39090 35138 0648 36850 41235 39527 37545 0729519517 0359470308 062153385 006 014 o007 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0860011450-1P PABNG lyadenyate-binding protein 2 10254 7 285 23976 19782 16845 16231 17924 18665 19180 19021 2201 17000 18955 0018124445 0061820442 0019516076 039 03 016 UNCHANGED UNCHANGED UNCHANGED -
S5pon 08GO013780-1A PACt proteasome suburitalpha type 11869,0 1 269796 295819 271938 217385 257181 239943 166433 239184 282640 279184 238170 220419 0044855102 0227142286 0818936459 023 -028 005 UNCHANGED UNCHANGED UNCHANGED -
55pon 0GGO003910-1P PAD2 Proteasome subunitalpha type 945829 10 15274 178682 172193 161674 150327 141830 118028 122739 137630 167783 151277 126264 0,165866755 001327798 0037718253 015 081 0% UNCHANGED UNCHANGED UNCHANGED -
Sspon 06G0003310-1A PAD2 proteasome subunit alpha type-7-A 8782,19 n 77578 84435 86383 88543 79669 80466 59764 64800 72379 82799 82893 65648 0981867628 0019413921 0020454072 000 03 on UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0002910-1P PAEL2 sroteasome suburitaloha type 5 1791397 7 79945 89317 93279 98391 79%00 92908 63069 87856 76252 87513 90400 75726 0691394253 0222966681 0,179047733 005 021 026 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06GOOL7150-1A PAEL2 sroteasome suburitalpha type 5 15622,40 B 200939 193327 181739 181825 181201 187774 188413 198276 200347 192001 183600 195679 0231585744 056116391 0,046328602 006 [ 009 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0002910-1A PAER2 roteasome suburitalpha type 5 121818 10 9376 9014 8266 10056 10015 10380 10087 11214 131 885 10150 10877 0021774967 0017910344 0,15345482 019 029 010 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO029110-18 o sroteasome suburitaloha type 1 853036 Y 205518 218733 20770 207066 203106 181554 148511 171027 195447 215007 197242 171662 0127401969 0039313956 0,178594998 o1 03 00 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260002320-1A L sroteasome suburitaloha type 3 698044 Y 21787 21427 173082 211305 224769 27978 221056 212150 213208 205432 21349 215471 0401173786 0573920139 0370243288 [ o7 oo UNCHANGED UNCHANGED UNCHANGED -
$5ponIGO0471T0-18 K Phytanoyl-Coh dongenase 287046 3 47090 61993 109254 79782 65159 53181 72988 75979 48489 7279 66041 65818 0756081828 0753147076 0985663208 014 015 00 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260044310-18 — surple acid hosghatase precusor 259122 6 44036 53551 68121 61684 115268 94977 54377 58532 43645 55236 90643 52185 0107420025 0731480195 0076941466 o071 008 080 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05G0025490-18 oap2 05090133600 70518 2 21361 20827 19164 23159 28550 20945 27138 29030 3024 20851 20218 2879 0011630795 0,001714402 0012073229 0% 049 -025 UNCHANGED UNCHANGED UNCHANGED -
55pon 08GO00S10-1A PAP2 scid phosphatase precursor 108433 4 3092 33805 25281 26726 31296 27094 18943 22665 26957 29809 28372 22855 0643554923 0,109454261 0,114365353 -007 038 031 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0013340-20 Pap27 autative nacive purple acid phosphatase 27 68191 4 2873 21549 26032 2402 26931 23309 26466 19034 18847 23485 20214 21489 0723385731 0513116904 038925705 004 013 017 UNCHANGED UNCHANGED UNCHANGED -
S5pon0760025520-2C PAPPS sernefreonineprotein phosphatase 5 1239 3 17889 13723 9944 24089 18329 19693 2737 18994 18521 13852 20704 20751 0075938056 0,08593899 0986671182 058 058 000 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07GO00T390-1A PATLS stelin3ile 381339 2 70733 63086 63882 56394 62166 72458 a1735 57608 56318 65900 63671 51887 0694999233 0067845158 0,164061317 005 034 030 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07G0007390-4D PATLS paelind 333325 2 163340 162283 172484 136094 180148 152460 88129 109501 139556 166036 156234 112395 0500758893 0024577155 0,089987454 009 056 048 UNCHANGED UNCHANGED UNCHANGED -
55pon 08GO01SET0-1A peAL Proteasorme subunt beta type-6 1398655 15 231551 259436 273895 21813 215570 27203 199795 188246 214678 254961 21528 200906 0060236435 0020760696 0,069108888 -020 034 o1 UNCHANGED UNCHANGED UNCHANGED -
55pon 08G0024390-18 - roteasome subunt beta type-7-Adie 141054 5 67092 89088 79513 37262 63621 69231 67712 59029 64048 78564 56705 63596 0135916826 0,09409192 0535225332 -0a7 030 o7 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260040660-18 o oteasome subutit beta type 7-A precusor 153385 3 46548 37230 30568 85566 57414 48816 66945 49888 47427 38115 63932 54753 0098355995 0,096512991 0,509266684 075 052 02 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO025420-1A pe01 Proteasome subunt beta type-2 11060,03 1 413665 389771 362721 385702 373291 375641 344066 379401 391110 388386 37811 371526 0539718188 0455027733 067166955 -0 006 ) UNCHANGED UNCHANGED UNCHANGED -
$5pon 08GOULATI1P peEL roteasorme subunt beta e 746394 1 119919 132386 144551 150805 140017 129445 97952 101807 115235 132286 140089 104998 0453662119 0036583518 0,012279499 008 033 ) UNCHANGED UNCHANGED UNCHANGED -
$5pon 026001091014 o oteasorme suburit beta type 1 1023441 1 320020 356724 335259 284603 300034 308468 350431 305861 314508 340334 207701 324933 0017474756 0,419964012 0,1744075 019 -007 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06GO002600-1A o Proteasome subunt beta type-1 401889 15 2378 23813 2614 21190 20251 20897 47613 26811 23638 23402 20779 32687 000504356 0284937839 0,188652255 017 048 085 UNCHANGED UNCHANGED UNCHANGED -
$5pon01G0037420.30 - shosshoeralpyrwvate carboxyinase (ATP) 47104 2 60323 59332 9828 62592 59536 63716 60709 67577 62585 56494 6198 63620 020141889 0,143359484 0523567399 013 017 -0p4 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04G0001130-2C ponA2 rofferating el nulearancigen 2087981 16 680925 664555 648665 624134 592220 582706 550214 669251 668679 664715 599687 629381 0014080229 0433928185 0514007777 015 008 007 UNCHANGED UNCHANGED UNCHANGED
$5pon07G0005790-30 Poct pyroate decarbolase 1 120573 8 21985 21616 19399 20125 18152 19171 19436 28593 27902 21000 19249 25310 0134407453 0230809933 0,109108932 01 027 040 UNCHANGED UNCHANGED UNCHANGED
$5pon 0260046300-1P Poct ayroate decarbonase e 1131614 1 107329 90466 85089 117072 89393 105882 65270 79616 91699 94295 104116 78862 0401119715 0203304239 0,085038461 o1 026 040 UNCHANGED UNCHANGED UNCHANGED
$5pon01G0052330-1° Q2 ayrwite decarborylase 24633,08 3 655069 649741 649660 904339 730237 844427 844399 809821 752648 651490 829001 802289 0021721961 0,004914764 0655152064 035 030 005 UNCHANGED UNCHANGED UNCHANGED
$5pon 03G0021200-1A Q. ayrwte decarborylase 319119 16 167581 156112 154834 84539 185794 98467 118609 115971 127731 159509 122033 120770 0316073734 0,001994083 0949174689 038 040 003 UNCHANGED UNCHANGED UNCHANGED
$5pon 03G0015920-1A PocH Pyrovate decarbonylase & 734701 2 191904 187067 194099 225615 181165 206253 119759 206243 190694 191023 204344 17232 036452855 0520356212 0338477247 010 015 025 UNCHANGED UNCHANGED UNCHANGED
S5pon0760031390-20 POCBL PLASMODESVIATA CALLOSE-BINDING PROTEIN 2 9627,20 3 165376 160410 159347 129531 128218 120405 81310 123614 142080 163044 126051 115668 0000408437 0,058810207 0,59906513 037 -050 012 UNCHANGED UNCHANGED UNCHANGED
$5pon 03G0020230-1A PDES Octcosapeptide Phox/semt fail proein 145883 9 58905 56901 49381 59121 66147 69003 68153 65538 67815 55062 64757 67169 0078561661 001589482 0473200639 023 029 005 UNCHANGED UNCHANGED UNCHANGED
$5pon 06GO1S660-2C P02 refoldinsuburit 2 72658 3 39285 46296 25181 26356 61267 33671 43636 52067 54200 36920 40631 50036 0789647656 0,134564101 0436260479 013 om 031 UNCHANGED UNCHANGED UNCHANGED
S5pon 0260010620-1P PDH2 pyruvate dehydrogenase £1 f‘;’“v:"!"‘twhwt beta-1, 801349 8 109122 105835 100590 120428 133235 117525 127100 118438 122170 105182 126729 122569 015711454 0,007904882 0,480648293 027 02 005 UNCHANGED UNCHANGED UNCHANGED

mitochondria

$5pon 0260010620-28 PO pirovate dehydrogenase E1 comporents burit bea 695752 1 125585 121802 115765 107247 110402 97384 123743 115309 118942 121051 105011 119331 0029781805 0671291286 0036212926 021 002 018 UNCHANGED UNCHANGED UNCHANGED
S5pon 05G0014950-28 POH-EL_ALPHA  Pyruvate dehydrogenase E1 component subunitalpha-3, 183390 8 32980 35201 37919 28011 4020 31070 40259 31980 41940 35368 33107 38050 0596909303 0472002383 0359851548 010 o011 -020 UNCHANGED UNCHANGED UNCHANGED -
S5pon 026003149014 POHEL_BETA - ﬂ!Mm::zj::pw"mhm - 188330 9 48258 58536 55457 44089 62092 ags1a 31922 47288 64872 54084 51565 48027 0705946877 0577227153 0762873025 007 017 010 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0SGO017460-28 eDlLLL roten diulide fomersse 20002,70 El 273440 270716 265704 316935 298548 300281 360697 341432 333040 269953 305255 345058 0004936395 0,000902967 0016770019 018 035 018 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0SGOOI7460-1A PDlLLL roten diulide fomersse 19915,04 Ed 298009 302650 311677 336000 304777 315388 303736 266191 203288 304112 318722 287738 0218049772 0240374559 0098838779 007 008 015 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole TO_ Controle_T0_ Contiole_T0_AgNG3_05 T0 AGNG3 0,5 T0 AGNOG_ 05 T0 AgNO3_5 T0AGNG3 510 AgNG3_5_T0 _Contiole_T0_ AgNO3_05.T0 AGNO3_5_T0 TesieT TogzFaid Change cuTIITo
Acesso ondiogos de Descrigao mascore  pepideos  Coniole_T0 1 Contole To 2 Contole T0 3 AQNOG 05 T AGNOG0S T AGNOG0ST AGNOISTO AGNOGSTO ANOISTO VERAGR AVERASE T AvERAGE AgN0G 05 TOCo AGNOS S TaCom Agho0s Tung ARNSRAST agnos s To mglﬁﬁ AQNOS.05 TOCo  AQNOG_5 TaCont  AQNGS_05 To/Ag T
Avabdopsis 01 02 03 1 2 3 SO%T AgNoss O nwoleTo 10le_T0 NO3 5 T0 Contiole_T0 le_T0 role_T0 NO3_5 T0
S5pon 04GD021200-1A POILL4 protein disulfide isomerase3 297888 7 35289 33005 41071 3779 3738 46670 62073 35826 37390 36455 39735 45096 0488952096 0383308017 0592202219 o1 031 018 UNCHANGED UNCHANGED UNCHANGED -
$5p0n 03G0014720:3P P oten disulide somerase? 5401,70 15 100928 108242 113676 13547 106532 111963 126593 110803 106837 107616 110681 114744 0511705343 0370635229 0559789911 oo ) 005 UNCHANGED UNCHANGED UNCHANGED -
S5pon03G0014T20-1P P21 rotein disulfide some rase-ke -1 869,32 Y 22093 23650 2723 33024 31705 33182 32850 28753 24 23488 32637 29776 0000517813 00257532 0,154891186 o047 [£2) 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0360014720-3C P21 otein disulide some rase-ke 22 316,54 1 55198 56716 57439 60416 57415 63356 75662 65462 62220 s6451 6039 67781 0038383061 0050792221 0,168408797 010 026 017 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0014T20-1A P21 rotein disulfide some rase-ke 22 23,90 15 5795 57329 s6681 75353 68221 68675 78750 83356 71781 57318 70789 77%2 0004522647 0,003653462 0,15169041 00 om 014 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0260013570-1A P22 proten disulide somerase ke 2:3 218494 1 70621 70824 74079 66497 71423 70459 41913 59262 74813 71841 69460 58663 0273554865 0240442459 0324561436 005 -029 0% UNCHANGED UNCHANGED UNCHANGED -
S5pon 05G0011220-1A wDils-2 oten disafide omersse10 57950 2 2393 27163 22881 20872 2932 27657 17252 25914 26611 2529 24287 23259 0720282902 0548018119 0750091089 005 o2 o007 UNCHANGED UNCHANGED UNCHANGED -
55pon.0260026110-14 POKI3 Pyridoral 5-phaosphate synthase- ke subunitPOKL2 556331 1 209925 214099 207458 238716 215163 233116 204134 am1e 226084 210493 228998 29111 0065851298 0085124754 0992072132 o2 %) 00 UNCHANGED UNCHANGED UNCHANGED -
55pon 04GO030660-1P P01 Shetoacyh Cothiolse 2, peroxisomabie 1815478 3 304459 343869 362110 341942 356180 370834 291013 322997 3a8121 350146 356319 320710 0580058761 0169279739 0,126738464 003 013 015 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0160014190-14 P e cidbinding protin 171887 7 91692 94311 96187 77399 75285 81659 72657 90601 109265 94063 78114 0841 0002208314 0777250336 0301365058 027 005 02 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260033420-18 e 1.ys perosiredorin PERL 327,29 6 70807 63132 72806 43268 104362 3045 63697 s5174 80377 68915 60652 66416 0729626292 0769447014 0817229408 018 005 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0860002660-28 PERIS peroxidase 16 3152,05 3 44707 47399 44035 69434 58003 74224 82265 62680 47753 4531 67237 64233 0011343709 0133792549 0759920851 057 050 007 UNCHANGED UNCHANGED UNCHANGED -
S5pon 08GO002650-4D PERIS peroxidase 16 2um1.92 3 17040 17439 17175 23480 19392 21812 17800 14833 1301 17218 21561 14645 0021909873 0243361238 0035763538 03 03 056 UNCHANGED UNCHANGED UNCHANGED -
55900 026001268014 - eroidase 17 2360149 2 5340 500023 aazrsL 557395 a1140 sga719 2168 Seoe39 49392 ag214 535753 495233 040662033 0957976794 0518665497 o ool o UNCHANGED  UNCHANGED  UNCHANGED -
S5pon.0760013950-14 P Peroxidase S 504,46 1 62202 67675 64380 90321 7936 64109 76109 80194 46829 64753 77926 67710 016503403 073456933 04749074 07 06 00 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760013950-2C P Peroxidase S 338334 7 10312 9091 7359 13859 10405 a6 14414 12681 %59 921 1333 12185 0192890219 0114946585 0674791875 03 05 010 UNCHANGED UNCHANGED UNCHANGED -
S5pon0260021920-2C P peroxidase 1 1834 s 53547 54922 4149 36376 26709 38522 77203 59010 3731 49988 33869 57848 0045136315 0557238946 0118206854 -056 021 o7 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760032940-1C pera peroidase Sile 93685 5 11872 18232 12007 2105 14015 11569 22405 25589 10058 14037 16563 19351 0594451584 0362981898 0671144559 ) 046 02 UNCHANGED UNCHANGED UNCHANGED -
S5pon03G0034150-18 PERID perodase 1 precrsor 32785 © 2636 25531 26185 19463 20338 20883 17624 17258 2314 26020 2008 19065 0000501923 0013439923 0467185761 035 085 010 UNCHANGED UNCHANGED UNCHANGED -
55pon.0160010500-4P [ peroidase 2ile 79570 2 40651 0 13178 30078 36576 30523 47968 31272 15958 26914 31726 31733 0316837414 0413547628 0999444261 0% 0% 00 - - UNCHANGED -
S5pon04G0011700-20 pERa7 peroidase 2ile 430818 10 123406 12219 103285 178692 179339 97931 202623 91974 90346 116303 151988 128514 0268643746 0761785933 0635759592 039 o1 0% UNCHANGED UNCHANGED UNCHANGED -
55pon.0160010500-14 . peroidase 2 75032 3 13272 o 35 18575 19925 9107 23471 14428 840 %10 15869 15513 0188592577 0282865425 095147913 on 089 03 UNCHANGED UNCHANGED UNCHANGED -
S5pon. 04G014420.28 pERS2 Peroxidase 52 3007524 © 16455 16170 12999 59 35664 16300 10147 52 16572 15208 20074 1159 0585197482 02648155 037611265 00 039 o7 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360015030-20 pERS2 Peroxidase 64 879,58 1 165276 196664 168332 173593 151614 20227 175128 127163 118259 176757 176145 140183 0974462295 0145827671 0195153744 001 033 03 UNCHANGED UNCHANGED UNCHANGED -
S5pon0760016910-28 pERS2 peroidase ke foform XL 2977,10 4 81427 78487 68092 75314 82254 68221 85203 67421 67507 76002 75263 74377 0903521536 0849120083 0917269762 0ot 003 o0 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05G0036460-1C PERS2 seroidase e 98596 4 37605 19296 2am 812 231 18207 37632 20035 25199 2624 16257 27622 0234141697 0865720387 0,165740263 089 o7 076 UNCHANGED UNCHANGED UNCHANGED -
S5pon03G0015020-3C pERSH perodase 2precursor 1064028 7 271157 199509 206598 210953 30373 297894 312501 207930 209248 211088 270407 23240 012721002 0417891389 05583991489 036 020 015 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0015020-14 pERSH Perosdase 1 precursor 375738 15 47368 35005 53464 25709 45546 39502 38308 35117 33682 452719 36919 35702 0354860545 0,16240403 0849870799 029 034 005 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0260046820-1C pERSS Peroxidase 2 165383 2 29162 33397 26537 96475 49765 41809 1942 5337 32139 29699 62683 68439 0127086612 0218103369 0863801409 108 120 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01G0022000-1A PERSS peroidase 27 precursor 235556 8 69293 71700 59469 101755 83091 76549 75910 51976 61828 66820 87132 63238 0073540408 0673291878 0080349287 038 -008 046 UNCHANGED UNCHANGED UNCHANGED -
S5pon01G0036820-20 pERSH peroidase. Wil 207055 2 799 0 0 789 14886 3m 0 12508 11089 %9 852 1799 - - 0856417512 015 057 081 - - - -
S5pon 03G0013610-28 pERT2 percidase T2 9533,34 1 100794 115448 16471 88515 96926 86185 71768 68597 97201 110904 90542 79202 002777541 0037919785 0304468391 029 049 019 UNCHANGED UNCHANGED UNCHANGED
Sspon 03GO013610-1A pERT2 percidase T2 852999 » 27482 30638 20448 29976 33056 2935 2764 223 33399 29189 30786 26795 0339536151 052634586 0320542192 008 012 020 UNCHANGED UNCHANGED UNCHANGED
S5pon 0360043020-1C pERT2 peroidase 72 precursar 662,57 6 14%69 12659 15695 13800 11987 15667 18009 14027 17233 14441 13818 16023 0679999266 0263350025 0182483235 -006 019 025 UNCHANGED UNCHANGED UNCHANGED
S5pon 04G0023890-18 PEXI1 Peoxisome biogenessprtein 19-1 12781 3 20020 12583 20012 14361 13018 17526 2313 14504 14472 18938 15102 1709 03749113 0687407932 0527894769 033 015 -018 UNCHANGED UNCHANGED UNCHANGED
S5pon 04G0032120-20 pExe2 protein PEROXIN 61633 3 14781 1573 13579 12314 14385 14388 18695 14254 14868 14701 13696 15939 034164393 0462175752 0221750091 -010 o 02 UNCHANGED UNCHANGED UNCHANGED
S5pon 04G0033060-1C - efoldinsuburit 1 91725 6 63523 63873 41802 58058 67783 saaas 67859 4912 59478 56399 60095 58917 0679659772 0794425456 0868046518 009 006 003 UNCHANGED UNCHANGED UNCHANGED
S5pon04G0033430-20 — 050230246300 123263 2 77575 82139 78803 69570 70549 7624 93383 67698 74089 79505 72581 78390 0074040818 0893746441 05514208517 013 002 o1 UNCHANGED UNCHANGED UNCHANGED
S5pon 05G0009380-4D P ATP-dependent & hosphofructakinase 13031 7 30264 28531 26483 27026 29630 29003 2085 29660 3129 2806 28553 27251 0929442888 0748217186 0715828307 001 -006 o7 UNCHANGED UNCHANGED UNCHANGED
S5pon 03G0006890-1P . ATP-dependent & hosphofructakinase 251636 2 sosa1 46896 46807 4263 40610 52574 52528 48538 57431 45081 45816 52832 0578043852 0,170954051 0,184061433 -007 o -021 UNCHANGED UNCHANGED UNCHANGED
S5pon 03G0006890-2P . ATP-dependent & hosphofructakinase 2152,89 8 B 451 9% 13 938 8910 8 5% 5585 s011 7354 5466 0128711148 0007551032 0,198463621 055 013 0 UNCHANGED UNCHANGED UNCHANGED
$5pon.08G0014830-14 o ATP-dependent &-shosphofructakinase 3 112803 2 112819 116033 92153 136428 106205 111843 10402 94639 82633 107002 118159 92891 0402250203 0202977411 0079040039 ou 020 03 UNCHANGED UNCHANGED UNCHANGED
piropnospnate-Tructse oprosprare 1
$5pon.0260017180-14 PRP-ALPHA2 phosphotransterase suburitalpha-le 5038,52 8 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
Fyropnospnate-ructse o prospnate 1+
55pon. 04GO004S40-1A PRP-ALPHA2 phosphotransterase suburit alpha 2 169734 B 26404 26951 30481 41064 3123 3972 38608 33007 26777 29292 3731 32930 0116334638 0484968505 0392271556 03 o7 o8 UNCHANGED UNCHANGED UNCHANGED -
piropnospnate-cepenvent _rmuctse-o-prosprate -
$5pon 08G000850-1A PEP-ALPHA2 phosphotransferase alpha subunit shortvariant 77813 7 47226 aa610 4740 52534 42968 53642 54152 46758 44384 46419 49715 48531 0400585343 0434897418 0817669714 010 007 003 UNCHANGED UNCHANGED UNCHANGED -
Fyropnospnate-ructse o prusprate 1+

$5pon.0860021760-2C PFP-BETAL phosphotransterase suburit beta 4410136 % 350037 330165 320362 570805 414369 490331 528275 550883 437200 333521 491835 505453 0026257225 0,00865292 082287119 056 00 -0p4 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ Controle_TO AGNOB_0,5.T0 AGNO3 05 T0 ANOG_05 T0 AGNO3 5 T0 AGNO3 5 T0 AgNO3 570 Contiole_T0 AGNG3 0,510 AGNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Descrigio maxscore  pepiideos  Controle_T0 1 Controle_T0 2 Controle_T0 3 AVERAGE  AVERAGE AGNG3 05 T DARIET
Onélogos de i s pep 5 5 T0 3 ANCB_05.T AQNO3_05T AGNCGLOS T AGNG3STO ANG3STO AgNOGSTO AVERASE ATETCE AVERAGE  AQO3 05 THC AgNOSS TaCom AgNO30S TOAg AENSSASTD AgNoss Ta OIET AgNG3 05 TOCO AQNO3 5 TOCont  AGNOB 05 TUAg  Clusters_
Arabdopsis 01 02 03 1 2 3 - G ' ANOISTO  nwole T role_T0. NG3_5 T0 =" contole T0 le_T0 role_T0 NOB_5.T0 T
Sspon.0860010800-1A PFP-BETAL W’“ﬁ;zﬁg:iﬁyﬁﬁ Sphosphate 1 32525,87 % 188974 172674 177441 174731 160497 179918 143189 163894 130171 179696 171715 145751 0350514043 0,036184398 0,085142627 007 030 024 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0360027260-18 Pe02 & phosshoglconste dehycrogensse 6890,59 21 179513 170091 174085 160508 172450 189925 227657 167097 165953 174563 174294 186902 0977534807 0,580784364 0,598827153 000 010 010 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0860024210-18 o & phosphoglconate dehydrogenase, decarboxylting 383744 21 122734 123552 133060 100451 114565 124371 95537 103551 107484 126449 116129 102191 0133339605 0,007379018 0,068016038 012 -031 018 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660032610-1C o 05110484500 461228 5 104276 111436 116383 99168 101375 107826 75139 130665 155657 110699 102790 120487 0,144597496 0,704868422 0500722526 o1 012 03 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0560002190-1P PGDHL 0.3 phosphoglcerate dehydrogense 1, chioropastc 2743525 2 235724 233781 2211 339777 287371 369855 209637 227264 27281 230759 33334 21394 0,014180614 0,259253645 0011056237 053 -006 059 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260012610-1A Pl gucose s phasphate isomerase 94171 8 30238 32104 35505 3737 30607 36541 43157 33781 37078 32616 34028 38005 044656382 0,162196126 0411837861 00 02 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160028910-1A o gucose-6-phosphate somerase,ctsolc 15977,88 u 128772 122289 130263 166661 158280 169128 165325 148065 147148 127108 164690 153513 0000782608 0014532919 0173708751 037 07 010 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160028910-28 o shosphoheose somerasel 1439349 ) 119101 114860 116050 140866 139371 143429 172198 153944 150924 116670 141222 159022 0,000143757 0,00331957 0,057760864 028 05 o017 UNCHANGED UNCHANGED UNCHANGED -
55pon 03G0004290-1A P shosshoghcerate inase,choropasic 594,80 B 16918 16068 19580 11496 11809 13801 13824 14775 16217 17522 12369 14939 0,015818554 0,110953414 0062383837 050 023 027 UNCHANGED UNCHANGED UNCHANGED -
$5pon Q4GOOL7410-1A o Phosphoghcerate Kinase 5233800 2 1410492 1338742 1332807 1285765 1322954 1433484 1835669 1373726 1390620 1362014 1347401 1533338 0790960119 032692594 0,303491884 002 017 019 UNCHANGED UNCHANGED UNCHANGED -
$5pon Q4GOUL7410-1P o shosshoghcerate inase,ctosolic 4701548 0 684936 647563 623494 682364 668318 795279 1080832 798569 750105 651998 715320 876502 0223346581 0,098515798 0219000612 013 o043 029 UNCHANGED UNCHANGED UNCHANGED -
590N, 08G0004100-1A o shosshoghcerate inase,ctosolic 40842,17 % 15110 14015 13841 9280 8964 10630 15855 11413 10839 14322 %25 12702 0001914316 0377665676 0,138304858 057 017 040 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260009630-1A ri32 s phosphogluconclactonase 757141 » 264126 211330 21378 208054 209027 217420 159614 257385 211306 229643 211500 200435 0358576753 0574413856 0945509004 o1 013 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0019670-1A PoLCT Plastidic lucose transporter 4 52970 3 27531 25375 34432 31965 31896 27093 17423 21 23645 29112 30318 21170 072325082 0075586891 002148548 006 086 052 UNCHANGED UNCHANGED UNCHANGED -
55pon 016000883028 PGML 23-bisphos phoglycerate-independent phosphoglycerate 55518 5 55435 56388 65347 47997 66821 65459 46585 41701 53660 59057 60092 47315 0,886884672 0,066607228 0141327771 003 032 034 UNCHANGED UNCHANGED UNCHANGED -
mutase-fike
$5pon 01G0026860-20 e shosphoglucomutasel 962218 Ed 333123 374408 330888 2748 45273 2028 564723 418072 460727 362806 43483 4878 0016972073 0061947417 0345778231 026 [ 015 UNCHANGED UNCHANGED UNCHANGED -
590N 0160026860-1A PoME shosphoglucomutasel 901121 El 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
$5pon 01G0032350-1A pHe1 prohibiind 1355024 8 49756 55702 50974 53310 46872 49592 1477 53212 57565 52104 49925 50752 0441818198 079968859 0880348409 006 -0p4 -0 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260040450-20 oHE2 nitochondial prohibiin complex protein2 1631648 1 381296 491244 425293 416447 368819 426392 23711 409562 aseas1 432611 410553 36201 0603027299 0423618721 0560252308 008 025 018 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0009650-1A . srohibitn,  mitochondiabie 4025,00 1 56427 54874 55235 69264 5709 62078 67720 65725 69694 55512 62813 67713 0109792942 0,000594667 0257365816 018 029 o1 UNCHANGED UNCHANGED UNCHANGED -
S590n.0460025040-1 . arohibiin 395314 9 185250 190928 194541 190363 163639 171640 181498 177834 184382 190240 175214 181238 0,145975193 0,052646191 0,500448332 012 -007 005 UNCHANGED UNCHANGED UNCHANGED -
55pon 03G0004650-1A e A gucan phosphoryase Hscayme 73286 7 56844 46051 51460 a3 37043 38535 29829 4338 47927 51585 39570 40535 0024296672 0,151703697 0874162997 038 035 003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 036003336018 PHTEG Ascorbte trasporter choropastc 393791 9 81439 75060 76559 81597 74146 74500 53020 74464 76813 77686 76747 68099 0777035861 0286972535 0337785075 -0 019 017 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0049290-30 PHiC shytochrome C 30075 2 23639 20258 26266 2532 18140 22506 14731 19368 mn 721 21392 20490 0,1435%0562 0325284844 0834447775 01 027 006 UNCHANGED UNCHANGED UNCHANGED -
55pon 06G004130-2C PIMTL otein-Lisoaspa tate O-methyransferase 1 oform 2 61099 2 41263 32740 36551 36366 28767 0 39207 36960 36166 36851 32566 37444 0,252959797 0832532522 0,229753421 018 oo 020 - UNCHANGED - -
S590n.0760004440.28 op aroline. minopeptidase-fe 338543 © 52057 52694 56989 51374 55965 51031 36861 47853 54594 53913 52790 46436 0,639552836 0,238015274 0,305098713 003 02 019 UNCHANGED UNCHANGED UNCHANGED -
590N 0460006710-1A opLs Aquaporin P12 1957,96 3 136290 112080 133133 105810 91417 119509 80732 115337 122347 127168 10579 106139 0,12401574 0,232027104 0,972382837 027 026 -001 UNCHANGED UNCHANGED UNCHANGED -
55900 0260019440-1A op22 squaporinPP21 987278 6 190389 193845 228988 187155 181484 204791 169119 204006 193265 202408 191143 188797 0,402759528 0386522131 0,859963024 010 o011 oo UNCHANGED UNCHANGED UNCHANGED -
5590n.05G0008970-1A PR3 lantintracellar Rasgrouprelated LRR proten 3 113409 5 15281 1435 15522 14857 14646 17309 10035 17749 17915 15049 15604 15233 0,581965656 0947618279 0,898664808 005 oo 003 UNCHANGED UNCHANGED UNCHANGED -
5590n.0160048960-17 PoL Pyrwate kinase 29082 16 259961 239576 290203 240884 260305 281664 212513 254023 262813 263247 260938 243116 0,908410669 0399627216 0,412066593 -001 o011 010 UNCHANGED UNCHANGED UNCHANGED -
55pon 01G0048960-18 PoL ayrovate kinase sozyme A, chloroplstc 152419 9 9078 11356 795 907 6838 10120 3130 810 9592 9209 8921 7110 0,865415073 0,420902856 0,468925415 005 -037 03 UNCHANGED UNCHANGED UNCHANGED -
55900 0360009790-28 P2 lastiial pyruvate kinase 2 78268 5 14960 15286 16497 11283 20252 11446 10050 10413 15171 15581 14327 11878 0,697400888 0,096926132 0510120476 012 -039 027 UNCHANGED UNCHANGED UNCHANGED
$590n.0160015040-1T . Pyrovate Kinase sozyme G, chloroplastc 125187 1 23878 24736 23954 17162 27708 20287 11867 13356 22361 24189 ans 15861 0475384979 0,064563738 0,265667748 016 -061 045 UNCHANGED UNCHANGED UNCHANGED
S590n.0360021880-28 PLOALPHAL shospholpase Dalph 1 640713 3 122493 140383 143046 196575 138013 164799 209543 155138 132002 135307 166462 165861 0,160569515 0,266171419 0,984116446 030 029 o1 UNCHANGED UNCHANGED UNCHANGED
5590n.0360021880-4D PLOALPHAL shossholase 02 526573 a 48696 50416 51417 60245 38110 41610 37368 4620 32382 50177 46655 38657 0,6373%6%2 0,049132929 0372542315 -010 -038 027 UNCHANGED UNCHANGED UNCHANGED
55900 0260045710-18 PLOALPHAL shossholase 02 238007 k] 128984 130370 117482 156386 132859 149924 123848 141767 140702 125612 146390 135439 0,062715388 0,238380864 0,295480586 02 o011 o011 UNCHANGED UNCHANGED UNCHANGED
S590n.0260032270-2C PMDHL Walate dehydrogenase, orysonal 497,17 2 43874 42569 44909 33728 4174 46622 32090 40209 42886 43780 40698 38395 0,464427025 0,179412938 0,666938078 011 019 008 UNCHANGED UNCHANGED UNCHANGED
S590n.0260032270-1A PMDHL Walate dehydrogenase, orysonal 3571,38 2 9681 9921 9703 £ 12367 13258 741 8465 %087 9768 11823 829 0,115570131 0,046527249 0,03676543 028 024 051 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160029050-1A PMDH2 Malte dehydrogenase,ghoxsoms! 1041433 8 21404 228 18212 2116 23107 23610 14611 21139 21983 20621 204 19244 0,149692662 0,628684901 0,193563499 015 -010 025 UNCHANGED UNCHANGED UNCHANGED
S5pon.0760016410-28 PNSLS photosynthetic NOH subunit of lumenal location 5, 1263087 16 299887 306672 289085 254218 280242 238540 183365 278680 287932 298548 257667 249992 0,036287185 0,224316982 0,839705653 021 026 004 UNCHANGED UNCHANGED UNCHANGED
chloroplastic
S5pon.0660009270-20 Por2 sdenasylmethionine aminatransierasel 85386 8 50404 471253 52073 34955 53054 37133 39139 42208 56932 49910 e 46126 0,235615284 0,540316797 0,606771785 -026 011 -015 UNCHANGED UNCHANGED UNCHANGED
S5pon. 04G0014710-1A PPIRT_ARATH rotein phosphatese 1 regatorysubuit ok 1991,75 9 25302 27186 27700 26717 25276 26613 28550 29563 29383 26730 26200 29167 0,574546531 0,037089506 0,006054975 003 013 -015 UNCHANGED UNCHANGED UNCHANGED
$5pon 08G0006940-2° Pp2A22 Serineftreonine-proein phosphatsse 579373 9 69991 73411 73250 778 65116 66727 43970 69853 64035 72239 68189 59286 0,190748067 0177319543 0337332328 008 029 020 UNCHANGED UNCHANGED UNCHANGED -
FPLAC- L IOSpNGTaSE £A SOTONM £ DelongIng o amiy
$5pon 01GD030520-1A PP2AY 2 875128 1 36359 38079 35735 43923 37532 36549 27434 35846 32078 36720 39335 32053 0340616076 0142184772 0,007345679 010 020 030 UNCHANGED UNCHANGED UNCHANGED -
PUTGTIVe serine/Tnreonife-prorein pnospnatase e za-a
S5pon 01GOOI7T60-1A PP2A catalytic subunit 807337 1 24126 25632 26032 22359 19707 20214 15922 17466 17161 25263 20760 16850 0,010746381 0,000355735 0,014147207 -028 -058 030 UNCHANGED UNCHANGED UNCHANGED -
Serine/TreonIne-protein pnospnatase A carayuc
S5pon 01GD003870-1A PP2A subunit 737,74 0 21732 22507 2813 22029 19790 20315 25052 27908 26875 2351 20885 26744 0,15779726 0,004903054 0,005374002 -010 026 -03% UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Teste T Tog2Foid Change CUTTTe
pr J—— Deserigio maxscorepepideos  Convole T0 1 Contole_T0 2 ConscleT0 3 Ag03.05.T AGNCA_05.T AQNGGL05 T AINGASTO AQNOSSTO AMNOISTO MERATy nVeR'SE  AVERAGE | AGNGS.05TOCo AGNGAS TOCon AGNGR05 TUAs QRNSEAA’rD Ao 5 T0 DRRBRET A3 05 T0Cs AGNOSSTOCon AQNS.08 TOAG Clusrs.

Arabdopsis 01 02 03 1 2 3 -0 AONROST agnogs o nwoleTo 10leT0 NOB_5.T0 =" conole T0 le_T0 role_T0 NOB_5.T0 T
S5pon.08G0006230-14 PP2AAL ‘ﬂ&iﬁ@?x?ﬂﬁﬂ?ﬁfﬂ hosphatase 24 65 K0a 5147,09 B 140553 164303 177285 159306 144603 171201 119706 144778 166723 160714 158370 143736 0867919395 0382585402 0,401582044 002 016 014 UNCHANGED UNCHANGED UNCHANGED -
$5pon 086002420020 o7 erneftreanineprotein hosphatzse 7 132078 2 0 10125 28693 2869 3893 2069 0 12220 0 21409 an 12220 0294294489 - - 23 -081 151 - - - -
55pon 04G0005360-2C PoAL soluble norgaic pyrophosphataseisoform 2 156181 5 20312 25527 28935 21545 20970 19644 22552 17427 1901 24925 20720 19800 017707607 0,153791514 0594789136 027 033 o007 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760007080-1A . soluble norganic pyophosphiatase 577157 » 62899 95693 66005 99622 84323 82999 85712 90365 86927 74865 83981 87668 0295341869 029143002 0823438628 025 03 oo UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460022360-1P — inorgaic pyrophosphatase 140406 4 49058 5047 43906 43661 2832 52540 58506 41260 38773 47970 46211 46179 0,668715508 0,798110019 0,996624474 005 -005 000 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660007310-4D prct phosphoenolpyruvate carboxylase 2-fe 316938 kil 28601 29314 29178 33235 2099 32198 31437 43079 31007 29031 28811 35174 0957955915 0195772311 0316708845 -001 08 029 UNCHANGED UNCHANGED UNCHANGED -
Sspon03G0031100-18 PrCL Phosphoenolpyruvate carboxylase 3 230,10 31 40750 30076 41241 26134 31110 2783 28868 28911 3304 37356 28229 30304 0,081209958 0,152095593 0364271162 00 0% ou UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260016740-1A - Phosshoenclpyruvate carboxylase 2 21712 E 2375 17038 21731 18783 19330 17808 14387 13931 16043 20381 18641 14787 0373771559 0,035963092 0,007851608 013 046 03 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260016740-1T Pt phosphoenolpyruiate carboxylase3 67502 1 32643 33543 39543 55470 49258 4788 50588 49537 41030 35243 50722 47052 0008938098 0,033749421 0397803844 053 o4 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0860020640-1P PPC2 Crystal structure of the photosynthetic 139861 8 20060 17748 15217 23286 22464 22391 14615 17841 20051 17675 273 17502 0024252639 09385911 0031409999 036 001 038 UNCHANGED UNCHANGED UNCHANGED -

phosphoenolpyruvate carbaxylase soenzyme from maize
$5pon 04G0014380-2C e shosshoenclpyrwvate carboase 1 1092949 55 25%092 239709 283405 294716 319385 300887 275352 332849 264303 262415 304996 290835 0056198864 0328143549 0563299884 [ 015 o7 UNCHANGED UNCHANGED UNCHANGED -
55pon 01G0012990-1A DK pyrovte, phosphate dikinase 2 soform 11 490588 % 117509 103074 116309 144581 130613 165483 140279 166859 142324 112297 146892 149821 0036006196 0,018088036 0835914491 039 ) 003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0012980-4D DK pirovte, phosphate ikinase 2 soform 11 284,79 8 a2 o9 475 388 362 4510 3047 am 4110 96 4013 4085 0,160847038 0340283617 0877671 016 014 003 UNCHANGED UNCHANGED UNCHANGED -
590N 0260016310-28 - Proton pumpinteractor BP103 40467 5 30311 32638 2172 38490 31731 35674 37753 41082 29612 31707 35298 36149 0160115562 0270920754 0839273228 015 019 -003 UNCHANGED UNCHANGED UNCHANGED -
Fyr00XIne pyriaoxamine -pnaspnate oxigase 1
$5pon01GO017070-20 PPOXI-2 chloroplastic 53622 2 29055 3174 29243 2698 28472 30418 29106 28155 29300 30014 28619 28854 0351195868 0283014493 0835893185 007 006 001 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0008130-28 PPOX2 protoporphyrinogen oddase 2, an279 2 15937 15157 18118 17051 14888 19834 35637 19575 21536 16404 17258 25583 0638790476 0,148444272 0,188494118 o7 =) 057 UNCHANGED UNCHANGED UNCHANGED -
chloroplastic/mitochondrial
$5pon 03G0016300-1° PPRSS6 ONA-binding protein 175265 Y 121593 123648 12178 139664 131982 131033 108344 127929 133880 122140 134226 123384 0013057908 0880248517 0255848168 o1 001 012 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0260017190-1A e shosshate/shosshoenolpyruate translocator 274992 5 122862 134392 145787 149001 124030 131270 14211 123964 140612 134347 134767 135596 0968332229 0894291519 0934240185 000 001 -0p1 UNCHANGED UNCHANGED UNCHANGED -
$5pon02GO0I7410-1A e erine Ahreonine-protein phos hatase PPXisazyme 2 86118 3 3595 2561 3783 761 5273 620 %07 a2 373 313 £ 3001 0066935029 0794830055 0,113385616 03 014 07 UNCHANGED UNCHANGED UNCHANGED -
55pon 08GO014800-1A s aofin2 2035747 6 451084 485046 ams 431291 415565 479106 556819 446465 4571 458085 441987 485152 053124513 0521663271 0348081742 005 08 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0026720-17 PROCL ayrline s<arbonfae  reductase 226286 6 45005 44276 43898 39982 48009 38303 51001 45873 43626 44393 42265 46833 0505163694 0330741135 0275871121 007 08 015 UNCHANGED UNCHANGED UNCHANGED -
55900 0160055060-1C PRPISE Pre- mRNA-processing facor 19 homolog 2 279904 15 98431 93622 110893 92618 84385 80496 4995 76366 89187 100982 85833 71839 0,072927079 0,082454232 0311380826 023 049 026 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GO03510-18 PRPS Tetratricopeptide repeat TPRH ke superamilyprotein 49451 5 46000 34046 37829 2282 44376 40878 19331 43695 44479 39292 43179 35835 035399231 071976419 0428033602 o1 013 027 UNCHANGED UNCHANGED UNCHANGED -
590N 08G0013830-3D PRPEA re- mRNA-processing slcng factor 84 45172 1 3228 32043 33884 39148 32125 34869 32881 31476 33685 32752 35380 32681 0,283168922 0,938351903 0276235136 o1 000 o011 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0004930-28 prsh Ribose-shasphate pyrophosphokinase & 974,61 7 79667 74116 84216 1310 93302 91828 51957 91271 79103 79343 100827 74110 0,070205771 0684917224 0,134141963 035 010 os UNCHANGED UNCHANGED UNCHANGED -
590N 0360011410-1A PRI Peronredorin 20 48085 6 102049 11475 106511 61699 109598 59551 77320 78608 92155 107678 76949 82694 0,140226833 0,013916773 0752561353 088 -038 010 UNCHANGED UNCHANGED UNCHANGED -
S590n. 0460016140-1P PRXIE Peroxedoin 24, chloroplsic 257074 9 109238 118004 107616 85032 110345 70533 102590 104409 12un1 111619 88637 109390 0129674294 0757275685 0,185979815 -033 003 -030 UNCHANGED UNCHANGED UNCHANGED -
S590n.0360016970-28 PRXIF peroxiredoxin-2F, mitochondrial 461465 9 127063 136265 124757 104420 12832 102627 112672 115706 125675 129362 109459 118018 0,045160001 009774832 0,206620327 024 013 o1 UNCHANGED UNCHANGED UNCHANGED -
55900 0360016980-3C PRXIF retotrans oson protin,putative,undasfied 297896 7 17738 11553 13646 10585 20266 9973 2304 15716 15339 14313 13608 18050 0,861852029 0,205788925 0,348067376 007 03 041 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0160003170-28 psATL shosshoserne aminotransterase 1, chloroplasticdke 832523 2 202509 255940 239521 306153 275604 361620 286596 319966 301232 245990 314459 302598 0,056007689 0,006540891 0,682746513 035 030 005 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460018190-28 PSYIR 050260153100 3110245 2 214298 204736 196484 162590 199111 171700 161306 165871 174754 205173 177801 167310 0,086867151 0,004294944 0,419289536 -021 -029 009 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06GO00S950-4D o8 olypyrinidine rac-bindingprotein homlog 1 a1147 2 978 11850 15178 16950 10515 = 0 835 9895 12135 12263 %065 0967044668 0155854843 0183207527 o) -0a2 om UNCHANGED
S5pon07GO0OT120-1A oS olypyrinidine rac-bindingprotein homlog 3 207488 9 50264 49917 49059 56949 54672 54629 34587 56491 47548 9747 55416 46209 0002577996 0,608145746 0223903038 016 o1 026 UNCHANGED UNCHANGED UNCHANGED
$5pon 07G0030880-1C oS utatve polypyrinidine track binding prtein 78141 6 5053 811 5683 5662 5653 7076 8125 13380 08 69 6130 10304 0885233242 0,09486717 0064810443 -0 o7 075 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660027850-2C PUMPL Witochondriluncougling protin 126698 2 20129 20565 28501 28632 27641 20834 2011 2515 2370 23065 28702 23365 0,113759685 0918675274 0,002635419 03 o002 030 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760020330-28 ™ shospharibosylamine- lycie ligase e soform 11 238952 B 3907 3755 a1 3790 34 a0s7 73 3905 s 3097 3761 a8 0,396319832 0707702221 0,199650879 -0m 003 012 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760003130-28 ™ Phos horibosylaine- lycie igase chlooplsic 152353 9 31 30492 31564 31486 20497 33763 30854 31418 36439 3125 31582 32904 0912064813 0,468049935 0,573931032 oot 007 -006 UNCHANGED UNCHANGED UNCHANGED
$5pon 0SGOOI6TE0-1P PUR2 shosphoribosylamine--lyine lgase 12181 8 2137 21516 2236 19818 19477 19950 18164 18617 20540 21963 19749 19100 0001135016 002021615 0433905895 015 020 005 UNCHANGED UNCHANGED UNCHANGED
provaote prospnonoosyrormygycnamiine syntrase,
S5pon 01G0026980-1A PURS chloroplastic/mitochondrial 103904 Y 26877 21907 24589 39556 31170 32079 21781 27201 2705 20858 34569 25469 0025891024 0687678696 0044453932 050 006 om UNCHANGED UNCHANGED UNCHANGED
provaote prospnonoasyrormygycnamiine synrase,
S5pon 01GD026970-1A PURS chloroplastic/mitochondrial 10240 19 37864 32661 3479 48304 34956 39691 3529 43545 46685 35091 40984 41853 0232203514 0,142260615 0874581367 02 025 003 UNCHANGED UNCHANGED UNCHANGED
S5pon.0560022050-18 PURA putative phosphoribosyiformylglycinamidine synthase 58687 u 10491 9703 875 12385 10629 13267 11606 17253 19630 9690 12093 16163 0056613139 0,055824661 0,17925595 032 074 042 UNCHANGED UNCHANGED UNCHANGED
chloroplastic/mitochondrial
S5p0n.0760024870-18 PURS Phos horibosylormyghcinaidine cyclofgase 361075 0 89757 103174 112011 101362 103869 94625 66171 97937 103040 10648 99952 89049 0,821392984 0,394698924 0,409920117 -op2 -019 017 UNCHANGED UNCHANGED UNCHANGED
S5pon 07GDO1S670-28 PURS shosphoribosylormylglcinamidine cylo-lase 185108 9 11209 12657 14593 18086 17885 16081 14302 20815 20715 12820 17351 18611 0017905672 0070714562 0,604999324 om 054 010 UNCHANGED UNCHANGED UNCHANGED -
$55pon.0260012840-28 PUR? phosphoribosylaminoimidazole-succinocarboxamide 226911 16 65228 74938 72501 64914 45543 56685 50728 59440 60170 70889 55714 56779 0,074434194 0,028487744. 0,875451999 035 032 003 UNCHANGED UNCHANGED UNCHANGED -
synthase, chloroplastic isoform X1

S5pon 01G00A1T0-1A PURA sdenylsuccinate synchetase 226384 15 204970 206387 267551 184828 20336 201501 172495 202965 284773 252969 26521 219744 0,4858738 0390564251 0,893834304 -016 -020 o UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0035010-18 PURAL Transcrpton facor Purapha 1 200543 7 84930 84382 67684 81667 74858 82087 66166 88633 72106 78999 79804 75635 0902707823 0721304544 0592174155 oot 006 008 UNCHANGED UNCHANGED UNCHANGED -
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Contiole_T0_ Contole 10 Contiole_T0 AGNO3 05 T0 AGNO3 05 T0 ANOG_05 T0 AGNO3 5 T0 AGNO3 5 T0 ANOS 570 Conliole T AQNOG_05 10 AgNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Contole_TO 1 Contole_TO 2 Contole_T0 3 AQNG 05T AGNOG_05T AGNOG0ST AGNOG5TO AGNOISTO AGNOISTO NVERASK AVERACE T AVERAGE  AQNO3 05 TOG AGNO3S TOCent AGNO 05 Tuag AEMSEAST Agnoos T mglﬁﬁ AQNG3.05 TOCo  AQNOG_5 TaCont  AQNGS_05 T0Ag  Clusirs._

Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO 10le_T0 NOB_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 T
55pon 0560009710-2C PR Plant UBX domein-containing protein 4 87273 2 19377 23502 21226 28017 19175 23861 28661 16943 18755 21368 23684 21453 0,457436948 0,983430911 0642257119 015 oot o1 UNCHANGED UNCHANGED UNCHANGED B
$5pon 0560032150-1C e perongensse e 967,02 2 194336 182760 230110 107860 26975 17972 112336 159775 244555 203735 165269 1722 0,520629386 0,49170325 0,920149774 030 024 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460003970-1A PYDL dihydropyrimidine dehydrogenase (NADP(+ ), 4761,80 20 222794 215561 212834 209868 174943 187386 126655 176597 196832 217063 190732 166695 0,068655811 0,075083376 0359134701 019 038 019 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660008230-1P PvRe aspatate carbamoylransirase 1 182891 1 58736 46548 63728 a3 52619 38412 50640 55661 55821 56337 45125 54041 0,162498493 0691392481 0,116066122 02 -006 026 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0560000910-3D PRD diydroorotate dehydrogenase 1762,15 3 22764 16039 25286 31907 27098 29608 39438 14267 33262 21363 29538 28389 0,057221186 0397703241 0,946617347 o047 om 003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360027870-18 PYRE-F putative ADP-ibosyation factor GTPase-activating protein 225375 B 126604 108062 119987 127977 137143 119481 87928 143327 125737 18217 128201 118997 0251068554 0,966048365 061939422 012 oo o011 UNCHANGED UNCHANGED UNCHANGED -
SSponOBGIO0SZ0IA  qgii1a ARATH U39 protein 37992 2 10768 0 17209 20696 o 12160 13286 1839 13307 14008 14189 14996 0,466445408 0346712478 083961255 o) 010 008 - - UNCHANGED -
Sspon01GI06A3028 001 7 apaTH NHP2Iike rotein 1 1377, 3 83657 93813 106411 83556 74997 73670 7259 71944 78014 96294 77408 74185 0036641991 001697507 0426720759 031 038 006 UNCHANGED UNCHANGED UNCHANGED -
Sspon01GI00G0IA 0017 apaTH NHP2Iike rotein 1 972163 4 100623 101788 123627 109545 9692 89237 71767 90828 85536 108679 98581 82710 0349464896 0,050618104 012514984 014 039 025 UNCHANGED UNCHANGED UNCHANGED -
SsponOBGIOUSI0IB  (orves ARATH  OBfod nuckeic acid binding domain containing prtein 371498 5 169414 152095 105873 152163 143017 142158 125189 149955 156460 140461 145779 143368 0781026243 0873078617 0858418331 005 003 o) UNCHANGED UNCHANGED UNCHANGED -
SSponO6GITENTP  evvey aRATH GTP-binding proten ARIA-ie 67815 3 3568 3805 17015 16225 13999 14775 5079 2122 19768 8129 15000 15656 0200802059 0339164636 0908618047 088 035 -006 UNCHANGED UNCHANGED UNCHANGED -
SSpONOSCOOISSIOIA  ggr apaTH siversalsress protein 197908 3 38164 39656 29854 7315 50054 54373 56395 50075 39199 35891 50581 48556 0016197775 0,097363406 0728016597 049 om 006 UNCHANGED UNCHANGED UNCHANGED -
SOOI g9461 ARATH DUFS38 family rotein 172002 3 28602 221 31118 25020 34000 30759 a3 3526 30140 30680 29926 36567 080408235 0239107753 024537333 -0p4 025 029 UNCHANGED UNCHANGED UNCHANGED -
Sspon01GI2I202B  qgaccs ARATH ol carbosypeptidasele protein 462556 8 119763 110008 17382 98282 99812 97421 85710 91702 108337 115718 98505 95250 0004674441 0050113706 0657329013 03 028 05 UNCHANGED UNCHANGED UNCHANGED -
Sspon0IGI2I20IA  qoaccs ARATH ol carbosypeptidaselke protein 445478 1 2378 22069 21438 15725 18654 15292 18426 1799 27500 22093 16557 2312 0008795515 0772126879 0222015574 083 006 03 UNCHANGED UNCHANGED UNCHANGED -
SSPONORCONSEOI0  ouciy apaTH THUMP domai-<ontaning protein 96724 2 17130 14324 20869 18948 13816 20000 9443 17357 20010 17441 17588 15603 0959106155 0645211088 0620565105 op1 016 017 UNCHANGED UNCHANGED UNCHANGED -
SSponOSGIOISETOMD  (oaye aRATH ayroate kinsse 1, cposol 55352,11 2 226508 229069 238376 217348 260582 261255 277206 269202 250467 231331 246395 266958 0371026531 0,009258706 026755263 009 01 012 UNCHANGED UNCHANGED UNCHANGED -
SSpOnOSGIOISETOTP  qoayes agaTH Pyrwate Kinase 1, otosolc 53616,30 8 22936 211578 207643 253982 255671 268238 287954 280773 257953 214719 259297 275560 0002956016 0,004333024 0,182667675 027 03 009 UNCHANGED UNCHANGED UNCHANGED -
SSpONOSCOITOA  qgae3 ARATH ovruvate inase 1, cyosolicle 5348423 7 126194 125962 131145 144619 157436 176210 200584 188012 175042 127767 159422 187879 0027440856 0001358177 0,0729259%1 [ 056 024 UNCHANGED UNCHANGED UNCHANGED -
Sspon06G0005280-30  QOASWA_ARAT H cell wallintegity protein scwl 76724 3 26138 29694 28525 22703 25902 22651 22698 22498 25441 28119 23685 23546 0,043870012 0,031779401 0,928670647 025 026 001 UNCHANGED UNCHANGED UNCHANGED -
Sspon01GI0R2A0T8  qocsgs aRaTH ictoidine synthse precusor 102070 9 38115 37309 38712 37504 35013 232 41739 170 41820 38045 38383 41910 0877564519 0,000829931 0,155970084 op1 o1 013 UNCHANGED UNCHANGED UNCHANGED -
SSpOnOIGISTIOD g pes agaTH S hydronbutyy-Coh. dehydrogerse 146506 4 21747 53024 25898 25740 3329 27296 24367 28350 30095 33556 28788 27605 0660741083 0582096365 070128062 02 028 006 UNCHANGED UNCHANGED UNCHANGED -
SSpOnOACO0IE0IA g e apaTH sredicted rotein 207739 9 a5 43594 42089 34457 43016 39315 19138 34%05 a7 42376 38929 32173 0249248758 0213522668 040753372 012 040 027 UNCHANGED UNCHANGED UNCHANGED -
SSpon06GI0OTIOA g1 aRATH Heterogeneous nudear bonucleoprotein 1 83994 4 33020 36506 36772 36648 30266 31658 21014 25667 37730 35433 32857 28137 0322514572 0227716419 0427015145 o1 033 02 UNCHANGED UNCHANGED UNCHANGED -
SSpon02G00RSA0C o013 ARATH  ransducinfamily protein/ WO-40 repeatfamily rotin 55519 3 10299 17696 19281 15693 11929 16604 12765 14085 13185 15759 14722 13332 076051267 0434283934 0395680895 010 -024 015 UNCHANGED UNCHANGED UNCHANGED -
S59on.0160028270-20 QOLL3 ARATH e specicprotein TST1 3610,17 9 83668 78922 81674 126497 100366 85964 101581 86797 85412 81421 100276 91263 012819926 0,139870659 0371595752 036 016 019 UNCHANGED UNCHANGED UNCHANGED -
SsponO3CO0S3002 9195 ARATH retcdon-4interacig protein 1 102145 2 19138 18517 20752 15807 16101 14385 88 15645 26182 19469 15431 16770 0009000824 0630016228 0808331147 034 02 o UNCHANGED UNCHANGED UNCHANGED -
SSpONOTCORUS0IC 15 ppaTi USP famiyprtein 101833 8 171791 193132 213673 164203 192012 135103 164868 197887 166822 192865 163773 176525 0226977032 036869727 0,550843255 -024 013 o1 UNCHANGED UNCHANGED UNCHANGED -
Sspon07GI0BASOMD o168 ARATH loha/beta-Hydrlasessuperfaily rotin 596,62 10 154588 136258 148813 128212 138064 129062 126601 145236 135386 146553 131779 135741 0077711422 0229526916 0559823265 015 o1 -0 UNCHANGED UNCHANGED UNCHANGED -
SSPOnOTGI0BOP g1 Gy ARATH endord 31 beta D gucarase e 511968 9 17835 15721 17169 20543 2121 20679 14297 16401 15289 16908 21114 15329 0,006349126 0,144081791 0,001852573 032 o1 046 UNCHANGED UNCHANGED UNCHANGED
SSPOnOIGOIEOIA  qiys aRATH ldose Lepimerase 67548 4 24798 20015 20477 21052 18766 21631 18932 18639 17620 22083 20483 18397 038666559 0062303817 0,09565568 o1 026 015 UNCHANGED UNCHANGED UNCHANGED
SSPOnOIGIOISSOIA gy g apaTH RN binding potein FUS ik soform X1 268319 4 23988 22885 21525 16887 16735 12653 1375 18140 17261 2799 15025 16379 0,009100082 0,013516659 0647351126 056 -048 -009 UNCHANGED UNCHANGED UNCHANGED
SSPOnOBGIORA0IC 1435 ARATH sexdetermination prtein tasselseed 2l 156476 5 99712 103729 87783 130195 95133 121349 97262 108710 94319 97075 115559 100097 0,185236908 0,665976069 0,206715182 025 004 021 UNCHANGED UNCHANGED UNCHANGED
S590n.0160030710-1A acr2 Cptochrome <1 complex suburit 7 473,08 6 8933 89582 94890 80618 89210 82758 0 57885 82706 91272 84195 70295 0088247493 0,144978687 0,204303839 o 038 026 UNCHANGED
5590n.0160003390-28 RAB28 e embryogeness sbundantprtein D3¢ ke 279706 9 2217 35074 34804 20004 57165 17103 35165 44038 52776 31165 31451 43993 0,98411386 0,117854487 0,416424968 oo 050 -048 UNCHANGED UNCHANGED UNCHANGED
S590n.0160003390-1A RAB28 Jsteembryogenesis abundant potein 0-3¢-ie 21732 6 9668 14206 16133 8565 21676 5987 4550 16047 20754 1332 12076 13917 0820280571 0917459157 0,801755751 o1 006 020 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460026090-18 RAB28 e embryogeness bundantprtein D3¢ ke 24102 6 19116 41410 34707 21264 a3 18295 33589 29462 50081 3175 27020 37711 0,691922221 054897123 035928914 021 025 06 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760004200-1A RABALB (asrelted proten AC2 207586 5 16924 18774 14422 15233 18595 16696 13203 6830 13078 16707 16842 11067 0,936669762 0,08415553 0,068515325 oo -059 081 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0860007650-3C RABALD aselted proten AC2 336420 7 4377 43063 40691 35303 44503 37100 431 35193 39993 42630 38982 39139 0287298413 02044137 0,966378903 01 o -001 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160032430-20 RABAZA Rs-relted proten ABA2S 250579 3 10818 1048 12081 B 18105 12044 15360 9770 19766 11316 13284 14966 0,48047892 0279245368 0,682991748 023 040 o017 UNCHANGED UNCHANGED UNCHANGED
S5pon 01G0047980-18 RABAZD Rs-relted proten ABAZC 225928 3 16797 19055 15743 12799 17052 8025 17481 o132 1372 17198 12626 13048 0,175872559 0,223322055 0,828315945 045 -035 009 UNCHANGED UNCHANGED UNCHANGED -
$5pon 026000956014 RABAS asrelted. protein RABAS e 182105 2 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
S5pon 01GO017080-1A RABAIA Ras-relted proten Rab110 182105 3 8597 12663 10717 10555 9247 11565 996 6898 8635 10659 10455 8510 0,887781926 0,219408594 0,157291664 003 032 030 UNCHANGED UNCHANGED UNCHANGED -
S5pon 06GD002420-1A RABASD (e rlsted protein RABASc e 204446 3 849 2525 2859 3890 5327 3266 216 2019 2% 24 4161 208 0,084281828 0307376863 0,057946288 00 019 079 UNCHANGED UNCHANGED UNCHANGED -

L0T



Tabela Suplementar 1 — Cont.

Contiole T0_ Contiole T0 Controle_T0AGNOG_05.T0 AGNO3 05 T0 AGNOG_05 10 AgNOG_5.T0 AgNOB_5.T0 AgNOG_5.T0  Contiole_T0 AGNG3 0510 AgNOB_5.T0 TeseT Tog2FoldChange. CTTTO"
Acesso Ortélogos de Descrigdo maxscore  pepiideos  Controle_TO 1 Conrole_T0 2 Contole TO 3 AQNG3_05 T AQNO3.05T AQNO305T AQNO3STO AGNOISTO AGNO3STO AVERAGE  AVERACE ™ s\epage  agnos 05 Too AgNO3S TaCon AGN3.05 ToAg AENOBOST Agnoas Ta BASRBTET agnos 05 1000 AgNO3 5 T0CoN _ AGNG3.05 T0Rg  Clusers
Arabdopsis o1 0z 0a . 2 o MO ANGIOST ios st nwole T0 e T0 NO3_5T0 T Conroie 0 © ole T0 tole 10 NO3_5T0 o
S5pon.0560025240-2C RABBIC ras-related protein Rab-2-A 2031,35 7 47096 38096 40895 39754 29514 39392 31017 34598 32707 42029 36220 32774 0,246310717 0,031569172 0,381835024 021 -036 014 UNCHANGED UNCHANGED UNCHANGED -
Sspon.04G0009480- 1A RABBIC Ras-related protein RABB1a 2013,92 6 46723 56457 53931 61400 60118 33171 35805 43459 48939 52370 51563 42734 0,937375276 0,114951619 0,425471195 -002 -029 027 UNCHANGED UNCHANGED UNCHANGED -
Sspon.05G0000040- 1A RABCL ABC transporter G family member 5 3623,22 7 65516 46419 48912 50986 39266 41573 43043 43618 44378 53615 43942 43679 0,238239624 0,173394329 0,945466674 -029 -030 001 UNCHANGED UNCHANGED UNCHANGED -
S5ponISG03Z7501C e anll 7P binding prtein oktn 248340 2 5559 s7s2 31349 5314 94360 84330 a0m22 73842 80362 so043 s1zss 65242 O1BTERT 0730 011164618 o83 014 o8 UNCHANGED ~ UNCHANGED  UNCHANGED -
S5pon 36000436014 . o e ot Rt 1518757 2 a0 130265 118793 sa7s2 122077 108309 108246 138775 118127 131253 107926 L1 ooma2®2  odslol:i  03mIBIL o o on UNCHANGED ~ UNCHANGED  UNCHANGED -
Sspon.04G0007070-1A RABD2A Yot homologd 5843,59 8 106914 88797 72287 66624 109233 66652 100747 91392 88440 89333 80836 93526 0,650283073 0,714224041 0,435963217 -014 007 -021 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0031230-28 RABEIC ras-related protein ARA-3 454369 5 40921 37399 47795 43892 54474 46173 59683 42476 41349 42038 48179 47836 0,238240999 0,433889213 0,961847941 020 019 001 UNCHANGED UNCHANGED UNCHANGED -
S5pon 076000419014 - s et protin AEGH 273431 B 25611 25342 25807 30137 sun 25566 61842 36173 a8 25753 29058 a8 01446 OLNTIES3 0203350104 017 o7s 05 UNCHANGED ~ UNCHANGED  UNCHANGED -
S5pon02600071402C . e e ot RABHD 291814 9 s 268663 240531 wms 215 am00 215801 211762 246435 244806 15894 2999 OL07TME 03NS 0474633 018 o o7 UNCHANGED ~ UNCHANGED  UNCHANGED -
S5pon.0260003210-1A RABH1B ras-related protein RABH1e 2573,16 8 119217 121371 29009 33580 25940 122912 62618 65310 65539 89866 60811 64489 0,541048921 0,451479535 0,911682996 056 -048 -008 UNCHANGED UNCHANGED UNCHANGED -
S5pon01GD00S050-1A RABHIE asrelted proten RABHLD 25354 5 20324 852 10023 13432 13309 10392 10498 11159 12497 13133 12378 11385 0,850825635 0,659458175 0,438216686 009 -0 o UNCHANGED UNCHANGED UNCHANGED -
glanine nudeouse-onaing proten beaswoun ke

S5pon.07G0002670- 1A RACK1A protein 35574,79 2 716371 756110 763463 694649 670050 676931 511825 594618 734553 745315 680543 613665 0,016687241 0,11934063 0,364367198 013 -028 015 UNCHANGED UNCHANGED UNCHANGED -
$5pon 76000267017 rACKIS evanine nuceotide-binding proein subuni etk 297,72 i 19470 23198 2256 257 19020 20057 17016 20757 20084 am m 19032 08MOIT  0241TN5 0399264592 0 016 o3 UNCHANGED ~ UNCHANGED  UNCHANGED -
S5pon 26001453030 - it receptor 023 145044 4 54066 siss7 astss 48675 a9078 53034 36328 61504 5937 s0035 soz62 s200 O6sEE3 0795965638 0806737809 oot oo 006 UNCHANGED ~ UNCHANGED  UNCHANGED -
$5pon 036000508014 o521 R eradingrotend 247958 4 79359 95275 84503 88276 60558 8051 57340 s7812 50270 86712 76562 78474 oML 0SS 091630653 o7 o o UNCHANGED ~ UNCHANGED  UNCHANGED -
S5pon.03G0010510-30 RAEL rael-like protein 39372 2 8806 9124 8822 7556 9684 5589 0 4765 6761 8917 7610 5763 0,3325288 0,064863092 0,18090972 03 -083 040 UNCHANGED - - -
‘S5pon.08G0026320-1C RANI GTP-binding nuclear protein Ran-3-lke 6075,10 4 17346 16761 20904 22833 19082 19362 24343 23432 22655 18337 20426 23476 0,3033745 0,020569168 0,079001404 016 036 -020 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760037910-10 RAN3 GTP-binding nuclear protein Ran-2 9730,23 10 452438 441788 438176 400092 428155 382123 272902 299488 361614 444134 403457 311335 0,044441228 0,007562066 0,035435547 -014 -051 037 UNCHANGED UNCHANGED UNCHANGED -
S5pon.07G0010060-28 RANBP1B ran-binding protein 1 79617 2 31925 35265 31629 36874 36248 30850 29368 33743 36814 32940 34657 33308 0,485931985 0,887895902 0,66447402 007 002 006 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0037900-18 RANBPIC ran-binding protein 1 99029 4 68553 65794 68990 45974 78699 56066 42665 49699 51149 67779 60247 47838 0,481916138 0,002067063 0,283439635 -017 -050 033 UNCHANGED UNCHANGED UNCHANGED -
‘S5pon.04G0008350-1A RANGAPL RAN GTPase-activating protein 2 1932,01 1 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
$5p0n4G00083502C - N GTPase actiathg prtein 2 19232 1 133608 125859 134165 158180 1m3s 1ass54 68353 136597 13120 B11 140023 uss 0513401569 041487246 031621927 om o 0 UNCHANGED ~ UNCHANGED  UNCHANGED -
S5pon 036002626017 . aydnefch RN binding protin 2 1706359 7 330134 sB1 315235 353059 s e 3026 e 01 33560 36056 I OMSEBIT 01064891 048272816l o6 o0 o UNCHANGED ~ UNCHANGED  UNCHANGED -
S5pon.0260027500-4D RBG3 Glycine-rich RNA-binding protein 3 mitochondrial 9023,55 5 389836 380843 383195 447709 420575 379790 189369 425332 424788 384625 416025 346496 0,190097192 0,653017689 0,439103798 011 015 026 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260045790-18 RBGT glycine-rich RNA binding protein 6300,08 5 213050 197438 172794 191131 213181 168829 116693 281665 208571 194427 191047 202310 0,855071945 0,880343365 0,830878917 -003 006 -008 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160025010-1P RBGT glycine-rich RNA-binding protein 2 3993,03 6 113017 108280 94268 98559 106912 90076 89458 90386 97157 105188 98516 92334 0,42032579 0,103977323 0,318613587 -009 -019 009 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160022170-4D RBP4SA RNA-binding protein L-like isoform X1 642,14 4 33639 29098 25100 36671 28282 26110 42655 22900 35751 29279 30354 33769 0,804026452 0,514911386 0,633375666 005 021 015 UNCHANGED UNCHANGED UNCHANGED -
S5pon.06G0023270-3D0 RBP4SE RNA-binding protein L-ke 3206,13 8 94030 104524 93275 85994 84785 84060 141995 99391 102121 97276 84946 114502 0,02840884 0,292988612 0,098561342 -020 024 -043 UNCHANGED UNCHANGED UNCHANGED -
S5pon.05G0003180-1A RBP4SE Polyadenylate-binding protein RBPASC 1678,94 5 29113 33640 35477 34500 26201 32959 29727 27983 37086 32743 31220 31599 0,656295898 0,751205816 0,924980418 -007 005 002 UNCHANGED UNCHANGED UNCHANGED -
S5pon.02G0006630-3D RBP4SE Polyadenylate-binding protein RBPASC 1032,57 3 16026 25438 0 14044 13794 13208 0 14402 19859 20732 13682 17130 0,985902271 0,8128%3 0,722269548 080 028 032 - - - -
‘S5pon.03G0009530-3D0 RBSK ribokinase 2032,62 7 12171 106934 102374 94150 100411 93692 92201 103461 107625 107360 96084 101095 0,038380755 0,318488543 0,380730182 -016 -009 -007 UNCHANGED UNCHANGED UNCHANGED
S5pon.0560002290-1A RD21B oysteine protease 1 precursor 32333,90 12 144350 135047 127990 160093 123401 138827 170227 128636 103018 135795 140774 133960 0,69100571 0,931801041 0,775057631 005 002 007 UNCHANGED UNCHANGED UNCHANGED
S5pon.08G0003190-4D RD21B enatamin-B 6405,31 12 83786 87318 72855 140984 76631 164315 200106 145367 61255 81320 127310 135576 0,158611993 0,252528021 0,87202193 065 074 -009 UNCHANGED UNCHANGED UNCHANGED
S5pon.05G0001300-1A RD21B oysteine protease 1 precursor 2142,14 9 64504 64781 62610 62526 67276 66716 43997 50856 49583 63965 65506 48145 0,402295909 0,002030619 0,002560795 003 041 044 UNCHANGED UNCHANGED UNCHANGED
S5pon.08G0013010-30 REL fetrotrans poson protein, putative, Tyl-copia sublass 65295 4 14509 12987 15261 16128 1217 1490 9039 15606 15375 14252 14602 13340 0,786070246 0,706247483 0,623074307 003 -010 013 UNCHANGED UNCHANGED UNCHANGED
S5pon.04G0013030-1A REL Retrovirus-related Pol polyprotein LINE-1 20980 8 45579 31022 68030 19252 94625 124770 0 89287 94780 48210 79549 92033 0,398313584 0,706974748 0,699902954 072 093 -021 UNCHANGED

S5pon.0260021520-3C RE2 Putative pol polyprotein 2709,87 2 48851 50393 42338 58414 58769 53353 40019 47513 44601 47194 56845 44044 0,033212885 0,393137314 0,010193649 027 -010 037 UNCHANGED UNCHANGED UNCHANGED
S5pon.05G0019280-28 RERL protein RETICULATA-RELATED 1, chloroplastic-lie 407,08 2 19910 18567 17293 24985 21260 24398 23759 17776 20362 18590 23547 20632 0,02297838 0,340675157 0,234237738 034 015 019 UNCHANGED UNCHANGED UNCHANGED
‘S5pon.03G0040220-1C RERS Protein RETICULATA-RELATED 3, chloroplastic 12935,06 16 233651 226844 232740 223624 275984 248208 163262 203198 25177 231078 249272 206212 0,299443238 0,389731819 0,222368501 011 -016 027 UNCHANGED UNCHANGED UNCHANGED
S5pon.0760024170-2C RERA Protein RETICULATA-RELATED 4, chloroplastc 41160 2 37201 33809 33438 37594 35528 32544 77364 36130 37156 34816 35222 50217 0,840638859 0,321653124 0,333827852 002 053 051 UNCHANGED UNCHANGED UNCHANGED
‘S5pon.05G0005050-28 RQ 050480569000 152034 10 36528 36838 28670 31028 28910 24643 26570 24568 29019 34012 28194 26719 0,149452208 0,069798878 0,552461697 -027 -035 008 UNCHANGED UNCHANGED UNCHANGED
Sspon.01G0004180-2C RECH replication factor C subunit 2 52293 3 12510 12960 11205 13215 8449 10466 10090 11818 12418 1225 10710 11442 0,363250559 0,420928791 0,660805367 -019 -010 -010 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0029600- 1A RENR2 Ferredoxin--NADP reductase rootisozyme 1 chloroplastic 1478,41 6 43072 57299 57408 51023 55730 40698 23614 41216 48857 52593 49150 37896 0,6248749% 0,172532171 0,265097749 -010 -047 038 UNCHANGED UNCHANGED UNCHANGED -
Sspon.03G0011900-28 RGGA RGG repeats nuclear RNA binding protein A 2372,89 8 124161 134788 144761 111431 111857 108802 87630 103767 125218 134570 110697 105538 0,01663431 0,079360874 0,661537959 -028 035 007 UNCHANGED UNCHANGED UNCHANGED -
$spon.0760000500- 1A RGGA Plasminogen activator inibitor 1 RNA-binding protein 2155,54 7 5615 5298 5923 8420 5967 7608 5404 5928 6477 5612 7331 5936 0,081829123 0,416733147 0,15028131 039 008 030 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_ Contiole_T0_ Contiole T AGNO3_05 T0 AGNGS_0,5.T0 AGNO3 050 AGNG3 5.0 AGNG3 5 T0 AGNO3 510 Conliole 10 AGNOG_05 10 AGNOS_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Contole_TO 1 Coniole T 2 Contole T0 3 AQNG 05 T AGNOS.05 T AGNOG0ST AGNOD5TO AGNOISTO ANOISTO VERASK AVERRSE  AVERAGE AgN0G 05 TOCO AGNO3S TCom AgN0305 Tuag SENSEAST oo s To Wﬁﬁ \gNGS_05 TICo  \gNS_5 TOCont  (gNGS_05 T0Ag  Slusiers.

Arabdopsis 01 02 03 1 2 3 505 agnossTo ol To 10le_T0 NO3_5.T0 Controle T0 le_T0 role_T0 NOB_5.T0 T
$5pon 0360007520-1° RGGA RGG repeats nuclear RNA binding protein A 209064 2 143468 125074 13381 130594 um7 136860 17707 127730 136428 134008 129727 127289 0622769391 0,425702994 0778500134 005 007 003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760035480-10 RGGA RGG repeats nuclear RNA binding protein A-like isoform X1 2050,15 10 27385 25269 29299 33306 27281 31211 29762 31763 35145 27318 30599 3224 0,195725213 0,066091152 0,529682411 016 024 007 UNCHANGED UNCHANGED UNCHANGED -
S5p0n. 036000752028 ROGA lasminogen acivatorishibtor 1 RNA-binding protein 13934 6 76024 77988 63777 64069 57625 59932 61298 68188 71507 7259 60542 6698 006704383 0355796341 0,143007133 026 o1 015 UNCHANGED UNCHANGED UNCHANGED -
55pon 0760000500-28 ROGA lasminogen acivator inhibtar 1 RNA-binding protein 136658 5 50045 58859 5391 62931 52676 57932 39579 55897 61752 54288 57846 52409 0413992407 0804519741 0495797694 00 -005 014 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0160022960-1A - Alha-14-glucan-protein sythase UDP-orming] 19337,9 7 290782 275126 270075 38436 310463 377327 331503 336978 302778 278728 357409 323752 003198396 0,021457729 0262672504 036 02 014 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0560002120-1A @S srobable UDP-arabinopyranase mutase 2soform 11 233725 18 47838 51648 49197 66649 57842 60882 56280 57755 51956 49561 61791 55330 0012181958 0,049225201 0,106688659 032 016 016 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660016530-1P 1L DEAD-box ATP-dependent RNA helcase 520 m3 5 16489 17921 18623 19456 16036 17954 14625 13300 14203 17677 17815 14042 0912058575 0,00795954 002387785 oot 033 [ UNCHANGED UNCHANGED UNCHANGED -
S5pon.06G0016530-1A 1L DEAD-box ATP-dependent RNA helcase 520 268755 2% 46097 50099 52063 69458 57251 64097 69518 6320 61638 49420 63602 64792 0,022852408 0,006697595 0794571786 0% 03 -003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360013340-1A A1 DEAD-box ATPdependent RNA helcase 40 116102 8 61539 54570 62896 68628 67720 55137 60081 55507 65036 59668 6328 60208 0457208079 08931303 0,520870589 010 oo 008 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0023090-1A Ri20 DEAD-box ATPdependent RNA helcase 20 108350 7 20454 17299 23355 17700 14052 17129 12184 19729 20700 2039 16204 17538 0122117028 0427538688 069196799 03 02 o1 UNCHANGED UNCHANGED UNCHANGED -
55pon 016004692018 Rt DEAD-box ATP-dependent RNA helicase 21 88223 4 12988 15054 18855 17615 14119 12991 709 14771 15460 15632 14908 12313 0759832716 0370526557 0454332762 007 034 08 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0039350-1C R0 DEAD box RNA helased 102180 3 47189 40273 48139 42385 37684 37679 50803 36955 39582 45201 39250 w7 0112347899 0605328626 0,518968754 020 009 o1 UNCHANGED UNCHANGED UNCHANGED -
55pon 0260022630-28 Rz DEAD-box ATP-dependent RNA helcase 52 277804 19 138013 134145 128181 150711 150655 142158 96329 130298 134403 133446 147841 120343 0023365236 0350233475 0,09780198 015 015 030 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0030530-1A Rz DEAD-box ATP-dependent RNA helcase 37-ile 234978 5 18471 1629 19543 17613 15987 14724 16843 16552 17123 18081 16108 16839 0,19618066 0277991937 043944004 017 010 006 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260022630-1A Rz DEAD-box ATP-dependent RNA helcase 52 20281 8 49750 48356 46206 61271 61248 57794 52216 70629 72854 48104 60105 65233 0001492957 0,060867778 0483091317 o om 012 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0003180-2C R DEAD-box ATP-dependent RNA helicase 36 61152 9 269 2009 2684 1812 1783 2068 258 468 3578 454 1888 3498 0078055325 0225173857 0,082858807 038 051 089 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06GO018T70-1A R0 DEAD-box ATP-dependent RNA helcase 40 153742 6 33673 21495 23623 26606 21617 23679 26528 24267 21868 26263 2397 2221 0598842757 0635572555 0904131846 013 012 -0 UNCHANGED UNCHANGED UNCHANGED -
55900 0260031000-30 e DEAD-box ATP-dependent RNA helicase 53 59358 3 12055 9388 1134 13795 13369 13414 860 13542 18094 10859 13526 13332 0028273725 0,44555334 0948393944 [ 030 o0 UNCHANGED UNCHANGED UNCHANGED -
55900, 0760000580-3C W56 slceosome RNA helicase BATI scform 1 1090359 Y 191512 176800 184707 201057 183719 184631 114429 160352 177199 184340 189802 150660 048210686 0,15480369 0,116299559 004 029 03 UNCHANGED UNCHANGED UNCHANGED -
5590n.0760000580-1A W56 slceosome RNA hellcase 8ATI scform 1 946510 1 50501 46891 48534 47702 41463 45959 47017 66120 73405 48682 45041 62180 0166426115 0,163256652 0101309121 o1 035 047 UNCHANGED UNCHANGED UNCHANGED -
590N 0360033350-2C Ris6 DEAD-box ATP-dependent RNA helcase 56 281024 7 181352 201810 202790 173795 154526 179096 78553 198950 210379 195318 169139 162627 0062633258 0487003623 0,885499012 -021 0% 006 UNCHANGED UNCHANGED UNCHANGED -
55900 0160049940-18 RE DEAD-box ATP-dependent RNA helicase 8 22102 8 34033 25068 27653 34187 25035 22000 19801 21830 20394 28918 27887 22008 0815846475 0081063621 0,16282886 005 039 03 UNCHANGED UNCHANGED UNCHANGED -
55900 0360012800-1A i3 proteln RODT HAIR DEFECTIVE 3 29496 4 um 21 14197 16716 8194 16315 12955 13723 1377 1179 13822 13479 0534089219 0296668477 089111715 023 019 oo UNCHANGED UNCHANGED UNCHANGED -
590N 0260006700-2C DA reactive Intermediate Deaminase A, chloroplastice 1837965 1 279699 29719 284717 28318 26249 25437 213499 252720 295090 287204 238668 253770 0019801717 0238066338 0597360725 027 018 -009 UNCHANGED UNCHANGED UNCHANGED -
55900 0360003410-1A ANL Ruvelke protein 1 1949,64 9 67553 68240 66693 50902 56691 51350 67215 64775 58026 67495 52981 63472 0001617507 0204601319 0,030910543 035 009 026 UNCHANGED UNCHANGED UNCHANGED -
S590n.0460029280-18 Nt Ruvelke protein 1 121816 9 10478 13725 12158 12657 11734 11996 018 12129 10414 12120 12129 10521 099335955 0285668559 0,162434654 000 020 021 UNCHANGED UNCHANGED UNCHANGED -
S59on.0160026630-1A AL atypical receptorike inase MARK 64304 7 46907 50096 49297 55002 50481 57614 50031 60148 66143 48767 54379 58774 0070808842 0,105365067 0,441004014 016 027 o1 UNCHANGED UNCHANGED UNCHANGED -
S5p0n 01600191101 1 heterogencous nudear dboruceoproten Lile 20715 6 104118 116024 130491 129807 109355 103866 122098 125723 136771 116878 114343 128197 0,828672842 0,268206269 0,20025506 003 013 016 UNCHANGED UNCHANGED UNCHANGED -
590N 08G0013730-1A L2 ibonucleoside-diphos phate reductase lage subuit 211104 8 129165 111463 100579 131793 132276 162771 158569 150530 132438 113735 142280 147179 0096715626 0042204385 0722070732 032 037 005 UNCHANGED UNCHANGED UNCHANGED -
5590n.0560030060-2C ron bose-Sphosphate somerase 398717 n 71323 75534 68004 59380 67124 68938 74212 75140 71364 71620 65147 73572 0151010646 0471485701 0055221046 o1 0o 018 UNCHANGED UNCHANGED UNCHANGED -
S590n.0660004210.28 RPLIOAB 605 ibosomal roten LiGa-1 674354 5 158923 159663 158771 186699 157527 187593 180328 169517 168562 159119 17n73 172802 0,140014375 0022415658 0,6941267 016 012 0o UNCHANGED UNCHANGED UNCHANGED -
S590n.0160022700-1A RPLIOC 505 rbosomalproten L10-3 1077039 1 205321 199764 20483 202539 207758 235410 147246 187130 216531 202856 228569 183636 0074693688 0,394026074 0,11895845 017 o1 032 UNCHANGED UNCHANGED UNCHANGED
5570n.08G0007670-1A RPLLLA 605 ibosomal protei 11 1188342 7 369315 357172 387734 396016 36233 376148 339778 336818 360497 371407 378466 347031 0,616817927 0,122664621 0072292163 003 010 013 UNCHANGED UNCHANGED UNCHANGED
S5p0n. 04G0014520-1A RPLLLA 605 ibosomal protei 11 623321 8 13130 12078 13781 87378 21147 7936 8385 11197 12736 12997 62620 10773 0,076193297 0,179054238 0,068199138 27 027 254 UNCHANGED UNCHANGED UNCHANGED
S590n.0360036910-18 RPLLLA 605 ibosomal protei 11 357994 6 1851 m1 3184 29 3134 3917 731 2085 3070 255 3167 29 022133428 0,950535952 0,209730809 049 003 046 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460005750-1A L2 605 ibosomal protei 12 1695552 B 436775 as2774 416407 474255 479604 403730 360402 430020 421392 435319 452530 405271 0,553104677 0,26356116 0213318983 006 010 016 UNCHANGED UNCHANGED UNCHANGED
5590n.0160028490-1A RPLI3AD 605 ibosomal protein 13-4 650052 8 156151 15287 163676 229689 177855 198423 180020 186420 170911 157438 201989 179117 0,044640176 0,0177253%4 0219528261 036 019 017 UNCHANGED UNCHANGED UNCHANGED
55900 0360000250-1A RPLISB 505 bosomalprotein 13 1182077 7 107512 114601 129137 129637 108123 139320 142635 159254 136288 117097 125693 146059 0485605475 0,036270022 0,150840295 010 032 02 UNCHANGED UNCHANGED UNCHANGED
S5pon.0760011660-1A RPLISB 605 ibosomal protein 13 9084,37 6 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - -
S590n.0260008520-1A RPLLGA 60 rbosomal proten 14 73285 3 167120 150080 120193 147054 122037 119598 225699 135318 165719 145798 129863 175579 0381370921 0375401027 0,176960844 o017 027 -0 UNCHANGED UNCHANGED UNCHANGED
S590n.0260023790-1A RPLISE 605 ibosomal proten 15 745060 6 302984 311760 320613 418724 301709 394993 353797 376495 341963 311786 371809 357018 0,171466442 0,015802038 0,718023118 025 020 006 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660002660-1A RPLLTB 605 ibosomal protein 17 350276 3 12279 81034 98280 117855 98084 105962 88526 110341 94897 100703 107300 97921 0,648529933 0,849431499 0,339651882 0o -004 013 UNCHANGED UNCHANGED UNCHANGED
S5pon 01G0032530-1A RPLLTB 605 ibosomal rotin 17 293768 2 31829 26722 32655 37572 30132 43759 40813 37405 32543 30402 37150 38250 0,195917808 0,122592198 0,846240064 029 03 -004 UNCHANGED UNCHANGED UNCHANGED -
$5pon 076000209014 RPLIEAB 605 ibosomal proten 185 687203 1 125061 117936 131528 149013 127856 145227 128408 1306371 118542 120801 140699 125774 0105406702 0870495441 0,116436988 017 oo 016 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05GO016740-3C RPLIEAB 605 ibosomal proten 185 265406 8 37556 35352 38263 41169 37692 39366 38618 38894 39573 37057 39409 39028 0,152315949 0,099169087 0,733290014 00 007 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon 07G0012580-17 RPLISC 605 ibosomal protein 18 903728 8 201230 200948 196851 334119 270823 296807 248306 304733 225620 202676 300583 259553 0,006442393 0,075455245 0241167028 057 03 021 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ Contiole T AGNO3_05 T0 AGNOB_0,5.T0 AGNOG_05 T0 AQNOG_5_T0 AQNOG_5_T0 AGNGS 570 _Conliole T0AGNOG_05 10 AgNO3_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso Ontlogosde Deseriio Moxscor pepidens Contle_T0 1 ontole_T0 2 Coniole_TD 3 AgNO05.1 AQNOI05.T AGNOIO5T AGNGESTO AGNGRSTO ANOLSTO CVERICR L AERCE | AemaGE Aquo205 TG AgN2S T0Com AgNoa05 T0mg QRSRAST Agncas To DRSTOTET Agucn 05 T0Ge AgNGR s ToCam AGNOR.0S Tog Clusers_
Arabdopsis 01 02 03 1 2 3 505 agNossT0  nwole To 10le_T0 NO3_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 ™
$5pon 0260001150-3C RPLISC 605 ribosomal protein L18-3 229105 5 30076 27987 29942 26200 38476 438652 30265 34183 30839 29335 42846 31789 0004782651 0,156104048 0012740187 055 o011 ) UNCHANGED UNCHANGED UNCHANGED B
$5pon 0860022630-18 RPLIGA 605 ibosomal proten 19-L-lke 1014512 4 161537 139391 131327 161051 165639 194490 170194 196458 157075 144085 173727 174576 009861151 0,106445248 0,959247886 027 08 -001 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160002410-1A RPLIE 608 ibosomal protein 21 320470 3 119688 122751 11291 173027 155570 174796 160378 198260 159709 118243 167798 172782 0,001964979 001415551 0742261285 050 055 -004 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160009440-1A RPL2B 608 ibosomal roten 22:2 1057776 6 242283 246062 238645 297728 271459 291463 25%78 258540 254658 242330 286883 257725 0005581568 0,004467358 0022575778 02 o0 015 UNCHANGED UNCHANGED UNCHANGED -
55pon 01G0002300-1A RPLA 605 ibosomal protein 23 182818 1 416035 433603 426658 498614 448569 486296 452710 441860 419782 425045 477827 438117 0030096732 0311839155 0,09805173 017 oo 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05G0003730-30 RRL23AB 08 ibosomal protein 23 249850 4 188927 158307 170282 214300 191467 211908 214632 211036 189235 172505 205892 204968 0,043791174 0052931302 0935610649 0% 025 o1 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0760022370-1T RPL2B 05 ibosomal protein 24 2767,20 3 58442 66592 77750 91891 67502 79362 67613 79355 77835 67594 79585 74934 0253339004 0334921563 0589862381 02 015 [+ UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0360043540-1C RPL2GA 605 ibosomal roten L26-1 85454 6 69082 63520 56200 87355 70373 86435 52857 78049 7371 6293 81388 68225 0050230299 0572977219 023971395 037 012 025 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460017420-2C RPLITAB 608 ibosomal proten L27a-3 268,28 3 63046 58836 62855 75676 50820 68698 60375 56298 60069 61712 65065 58914 067968819 0225247062 045916129 008 -007 014 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260003430-1A RRL2AC 605 ibosomal proten L27a-3 511587 6 255277 234099 238927 297075 23748 284667 252793 263374 284615 242768 275162 266927 0135109316 0,100169598 0681347865 018 o1 004 UNCHANGED UNCHANGED UNCHANGED -
55pon 08GO003610-1A RZC 08 ibosomal protein 27 2842 6 58683 59249 6442 74629 55913 73466 58084 64533 54818 60791 68002 59145 0317901573 0652849068 0256302328 016 -0p4 020 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07GOU03170-1A RPL2EA 08 ibosomal roten 281 562953 4 174958 184856 253440 247999 161768 237368 208989 249326 213791 20418 215712 224035 0773562637 0518799269 0795039944 008 013 005 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07G0005360-1A RPL30B 05 ibosomal protein 30 359,48 4 15712 132573 58579 126574 142478 11636 0 15502 121774 102388 128563 68638 0328290875 0270179793 0,101000438 03 058 091 UNCHANGED - - -
$5pon 02G0016080-1A RRLISAA 605 ibosomal proten L3532 1491769 5 50607 42470 41914 47895 43595 49886 21530 35300 39493 44997 4725 32122 0561680004 0,102953468 0059133573 o7 089 055 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0002040-28 RRLISAA 608 ibosomal roten 133:8 13983 61 3 44807 37347 37164 54314 47868 54888 30038 45736 43917 39773 52356 39897 0020358375 0983215387 0,083997387 040 00 039 UNCHANGED UNCHANGED UNCHANGED -
55pon 01G0040060-2C RRITC 05 ibosomal protein 37 193,36 3 88230 70288 94721 103734 82951 99213 107172 92057 89015 84413 95299 96081 0322564336 027413427 0930665555 017 019 001 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260023390-1A RPLA 08 ibosomal protein L1 1914653 2 433815 41102 397011 aa311s 368499 454612 580966 464688 45930 413950 422075 501561 0793547646 0,100358923 017333238 003 08 025 UNCHANGED UNCHANGED UNCHANGED -
55pon 0260023390-2° RPLIA 05 ibosomal protein L1 895783 n 63434 65559 50537 36093 45909 42902 7148 63630 70851 59843 42301 60410 003575426 0949204384 0075438877 050 001 051 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0001320-1A RPLsA 05 ibosomal protein L5-1 511403 1 173254 191153 196109 217097 178692 188502 148194 188281 196723 186839 194764 177733 0587373174 05610421177 0,418229055 006 007 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0034580-20 RPLSA 05 ibosomal rotein L5-1 589,16 B 87930 100705 107428 105391 88682 96876 68416 75471 88473 98688 96983 77453 0830937298 0,060667102 0062017016 003 035 02 UNCHANGED UNCHANGED UNCHANGED -
$5pon 016003458018 RPLSE 05 ibosomal rotein L5-1 35214 7 120060 12032 80261 135671 127065 127067 145387 136217 152071 106384 129934 144559 0165772335 0055503232 0054109215 028 om 015 UNCHANGED UNCHANGED UNCHANGED -
55900 0560009180-1A wL5C 605 ibosomal protein 5 1073592 15 20024 198293 192682 237763 215660 233903 282021 23952 230293 203800 229109 247755 008041859 0082954426 0369114526 017 028 o1 UNCHANGED UNCHANGED UNCHANGED -
55900 0260010680-28 RPL7AB 605 ibosomal protei U7a 125938 2 63056 59576 69241 96992 72964 89324 114101 88043 57312 63958 86426 86619 0042166812 0245387179 0,991940809 043 04 000 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05GO003770-1A LI 05 ibosomal rotein 72 648786 B 214609 19331 20438 263063 24917 259073 256160 235524 27307 202158 249017 239664 0029719705 0028065591 0562680933 029 023 006 UNCHANGED UNCHANGED UNCHANGED -
55900 0260020180-1A L8 605 ibosomal protein 2 698,87 10 339370 330051 313459 483301 346936 416752 375981 393803 392283 327627 415663 387356 0,093078291 0,003249205 0,51601685 03 024 010 UNCHANGED UNCHANGED UNCHANGED -
590N 08G0013240-1A RPLSE 605 ibosomal protein 9 583477 16 136390 135958 112965 147629 127535 138121 108187 140325 122159 128438 137762 123557 0,389623299 0,707312906 0,264874049 010 006 016 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01GO037080-18 RONIO 265 proteasome non-ATPase regulatory subunit & 451873 8 208441 210011 160496 217027 217614 210283 198497 156784 203148 192983 214975 186143 0251474049 0,770803887 0,125602448 016 005 021 UNCHANGED UNCHANGED UNCHANGED -
55pon 03G0016950-1A RONIL 265 proteasome non-ATPase regulatory subunit 14 612177 n 14m82 152851 158688 165586 157492 147638 172049 155562 163276 152940 156906 163929 0,553951481 0,141582566 0,385163632 004 010 006 UNCHANGED UNCHANGED UNCHANGED -
homolog
S590n.0660009170-3C RONI2A 265 proteasome non-ATPase regulatorysuburit 8 838,10 15 320637 312040 311937 287218 286860 305673 186948 208465 319794 315538 293250 268402 0,035698273 0317868466 0,582951945 o1 023 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07G0000490-1A RoONI3 265 proteasome regulatory suburit FNI3 96144 8 44380 43368 40881 41107 32791 28379 1314 44620 45819 42876 34092 43924 0085953234 0571590622 0,068366499 033 003 037 UNCHANGED UNCHANGED UNCHANGED -
265 proteasome non-A1 Pase reguiatory supunit
55pon 04GO018460-2C RONIA homolog A 350924 3 145374 150419 160535 142939 133757 133967 144560 138208 141562 152109 136388 141444 0047571553 0091357015 0267377271 015 010 005 UNCHANGED UNCHANGED UNCHANGED -
wolcy-ipnospnoalgasaceraroe- prorenn
$5pon 03G0000580-2C RON2 elycosyltransferase subunit 2 143526 u 62304 65745 64918 85372 69779 78568 76124 73093 75953 64322 77906 75057 0042681741 0,001680218 0570703626 028 02 005 UNCHANGED UNCHANGED UNCHANGED
205 proreasome non-A1 Fase regULOrY sUDUNI 1
55pon 06GO008960-2C RPN2A homolog B 107200 n 81027 83653 87128 9373 97550 90082 82098 96378 109577 83936 93785 96285 0024159337 0,193141187 0770202772 016 00 -0 UNCHANGED UNCHANGED UNCHANGED
203 proreasome nom-A1 Fase reguatory suounic s
$5pon 06GO004000-3C RPNGA homolog A 25117 0 156327 150793 156246 162045 142019 124168 105339 163541 149131 150455 143177 139337 037658705 0438672582 0862351747 o1 015 o UNCHANGED UNCHANGED UNCHANGED
20> proreasome non-A1 Fase reguKory SUDUNI 12
$5pon 04GD021660-18 RONSA homolog A-lie 52932 16 20102 20534 206 20470 28160 27852 26364 26661 25571 21350 28494 26199 0001302361 0,00385731 0017969711 ) 029 012 UNCHANGED UNCHANGED UNCHANGED
203 proreasome non-A1 Fase reguaKory SUOUNI 12
$5pon 01GD032970-1A RPNSA homolog A-lle 406153 1 7874 78021 88411 81209 77070 76855 84220 82607 80454 81725 78378 8207 0,409437635 0851733791 0086256474 006 o1 007 UNCHANGED UNCHANGED UNCHANGED
S5pon.0560010680-1A RPN 265 proteasome non-ATPase regulatory subunit 11 4877,96 3 264533 278870 262684 255850 236716 27048 262707 273739 265712 268695 254371 267386 0,264590957 0840106454 0276327878 -008 001 007 UNCHANGED UNCHANGED UNCHANGED
homolog
$5pon0260053710-20 oG 265 proteasome nom ATPase regulatorysubunt 11 444099 2 308166 320733 381380 253911 278911 279389 256289 308539 303874 336760 270737 289567 0,052044772 0,168361982 0,370793087 -031 -022 -010 UNCHANGED UNCHANGED UNCHANGED
$5pon 04G0008920-28 - 265 proteasome nom ATPase regultorysubunit 6 357594 5 101069 93109 101722 91651 102380 102634 90141 93176 90698 98633 98888 91338 0,958023588 0,066985972 0,113509543 000 -1 o011 UNCHANGED UNCHANGED UNCHANGED
$5pon 05G0001800-30 RONEA predicted protein 368300 9 96689 90489 88726 78886 96305 78107 70812 89749 92878 91968 84433 84480 0,305120337 0,363207484 0,996117211 ‘012 ‘012 00 UNCHANGED UNCHANGED UNCHANGED
55pon.0160053990-1C RPN9B 265 proteasome non-ATPase regulatory subunit 13 2961,70 1 144959 138569 122571 154665 147877 146506 169479 134968 145779 135366 149683 150076 0,114707409 0,293487064. 0,971958003 015 015 000 UNCHANGED UNCHANGED UNCHANGED
homologA
$5pon 06GD024260-18 RPPOA 605 cidic rbosomal protein 20 19152,94 1 575514 575748 602426 557704 551956 566314 649700 564365 590290 584563 558658 601452 0,058327079 0,56265568 0,169925549 007 0 -1 UNCHANGED UNCHANGED UNCHANGED
S5pon 07GD006ST0-1A RPP2C 605 cidic ribasomal potein P28 193286 2 38733 46008 42078 32790 20524 38116 36652 34125 3826 42573 30477 36368 0,097693137 0,063604849 0332612182 048 023 -025 UNCHANGED UNCHANGED UNCHANGED -
S5pon07GD00ISI0-1A RPP20 605 cidic ribasomal potein P2A 2905188 7 442196 475599 459187 450283 424809 474562 566564 518327 472703 458994 449898 519211 0,626648001 0,10432081 0,086573923 003 018 -021 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05GO033160-1C RPP20 605 cidic ribasomal proten P2A e 16632,91 n 104042 121863 113683 114188 108232 111572 134236 119681 120641 113189 11331 124853 0,749156055 0,169474024 0,054020753 -op 014 017 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0760029580-2C RPSI0C 408 ibosomal prtein 10 295414 6 37360 38598 39940 43190 39037 3348 225 26915 36545 38632 38726 28892 0,974655943 0,073579157 0,109236172 000 042 7] UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ Controle_TO AGNOB_0,5.T0 AGNO3 05 T0 ANOG_05 T0 AGNO3 5 T0 AGNO3 5 T0 AgNO3 570 Contiole_T0 AGNG3 0,510 AGNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Contole_TO 1 Convole T 2 Contole T0 3 AQNG 05T AGNOG 05T AGNOG 05T AGNOD5TO AGNOISTO AGNOGSTO VERASK AVERACE T AvERAGE  AgNO3 05 TOGH AGNO3S TaCom AgNO3.05 Tuag ARMSRAST Agncos To mglﬁﬁ AQNG3.05 TOCo  AGNOG_5 TaCont  AQNGS_05 T0Ag  Clusirs._

Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO 10le_T0 NO3_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 T
55pon 05G0002580-1A RPS11C 405 ibosomel protein SI1 6277,76 7 200555 182636 183664 253873 208903 241818 234785 262020 230265 188951 234865 202357 0,034985675 0,009687457 0,676974058 031 036 005 UNCHANGED UNCHANGED UNCHANGED B
$5pon 0760001500-28 RPSI2A 405 rbosormal potein 12 18932,58 4 394965 388929 396874 387052 387011 397639 377843 438974 356952 393589 390567 391256 0518202354 0,929366476 0,979216592 -001 -001 00 UNCHANGED UNCHANGED UNCHANGED -
S5pon0760007540-3C RPS12¢ 405 rbosoral potein 12 3198959 8 396187 371243 346786 336257 378191 330383 243990 370807 353007 371405 348277 322601 0321177317 0311122543 05577505081 009 020 o011 UNCHANGED UNCHANGED UNCHANGED -
S5p0n. 026002220028 RPS12¢ 405 rbosoral potein 12 2504031 4 258214 260674 274469 261937 249054 272398 290144 308995 275010 268453 261130 291383 0713764524 0071517735 0,064187055 002 014 016 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660013710-1A RPS138 405 rbosoral protein 13 685444 7 102057 67329 91398 143777 17514 132682 100017 128055 82338 86928 131324 103470 0025520184 0380851434 0143431234 050 025 [ UNCHANGED UNCHANGED UNCHANGED -
S5pon 08G0003570-3C RPS14C 405 rbosoral protein 14 958,26 » 243500 222359 225380 282457 232709 250762 264339 251924 217730 23013 255309 244664 0,193975459 0,40768842 0625083751 015 009 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360024840-1A RPSI5AA 405 bosomal prtein Si5a 362936 5 140128 146325 146658 148511 150461 136182 39617 95830 133490 148370 145051 89646 0,897201988 0,116067338 0,115502243 oo 089 059 UNCHANGED UNCHANGED UNCHANGED -
S5pon 07G0006500-1A RPSI5AA 405 bosormal protein S153-1 341615 8 169094 174538 166613 170355 161733 180042 200596 184163 162043 170082 170710 182267 0918740132 0345785894 040263054 oot 010 009 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01G0048570-18 RPS15D 405 rbosoral protein 15 2089060 9 93841 66167 758 118990 94702 93668 51574 84123 87942 78419 102453 74547 0,107209127 0,797536698 0,1208015% 039 -007 046 UNCHANGED UNCHANGED UNCHANGED -
$5pon 05G0030370-18 RPSI6A 405 rbosoral protein 16 724737 B 63926 59245 68282 83727 77636 73399 32963 60412 7278 63784 78250 55373 0021935034 0523387904 0132388217 029 020 050 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0760028580-2C RPSI6A 405 rbosoral protein 16 715399 7 84528 77m 85161 83095 77050 70378 57 77408 93209 82467 76841 70951 0268235314 049226368 0723363714 010 02 012 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08G0012290-1A RPSI7D 405 ibosormal prtein 74 1426679 10 308407 304315 311440 320513 290025 285032 197377 207699 314966 306722 298523 240014 0509601121 0151275247 0209790464 -0p4 035 031 UNCHANGED UNCHANGED UNCHANGED -
$5pon 026004200018 RPSI8A 405 rbosoral potein 18 2121051 » 335139 335096 365308 290768 257269 274918 353504 352323 349369 3as181 278318 351732 0007099754 0553356191 0,001363851 033 003 03 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0047190-18 APSISC 405 bosoral protein 19 10063,11 1 340752 320884 320266 334942 316276 302965 2301 253981 29990 331634 318061 259124 0264214448 0033429798 0,07088712 006 0% 030 UNCHANGED UNCHANGED UNCHANGED -
590N 08G0016200-1A RPS20A 405 rbosoral potein 20 783761 5 178208 183653 183336 176710 178393 164691 126493 134456 169319 181732 173265 143422 0,143435571 0,044685676 0,097306841 -007 034 07 UNCHANGED UNCHANGED UNCHANGED -
55900 0160009630-1A RPS21C 405 bosoral potein 21 16462,73 4 237240 257183 226062 277614 258023 246562 2120 271408 205024 220228 260733 245879 0185487891 0757818733 0434049201 ou 003 008 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0048160-3P RPS23B 405 bosoral potein 23 781301 4 161283 165521 176219 23932 183521 184618 201496 177482 186153 167674 200357 189044 0125026929 0,073080487 0563698808 026 017 08 UNCHANGED UNCHANGED UNCHANGED -
$5pon 036000744014 RPS24A 405 rbosoral potein 24 14319 4 136598 129349 138013 189299 147954 177216 151216 15214 165695 134653 171490 17775 0042730362 0094314535 0810150666 035 040 005 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO014TBO-1A RPS24A 405 rbosoral potein 24 310105 2 45402 44299 48110 67163 48138 56430 3349 59820 57006 45937 5723 5025 0,11466784 0632899286 0517532823 [ 013 019 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO004380-1A RPS25E 405 rbosoral potein $25-1 671863 2 172852 161574 187464 219419 162377 215773 231261 189743 162779 173963 199189 194594 02737254 0387215274 0873765615 020 016 [0 UNCHANGED UNCHANGED UNCHANGED -
S590n.0760005730-1A RPS26C 405 rbosoral potein 26 18646,66 5 303661 255479 251668 350258 272763 313622 285987 296933 285766 270269 31210 289562 0207753984 0323141302 0374481961 021 010 o011 UNCHANGED UNCHANGED UNCHANGED -
S59on.0460012270-3D RP278 405 bosoral potein 27 365911 3 372302 396884 393076 307795 330785 267854 140262 au8e 317953 387434 305144 292166 0020593551 0325030954 0903941695 034 040 005 UNCHANGED UNCHANGED UNCHANGED -
55900 0160050940-1C RPS28A 405 rbosoral potein 28 1259025 7 218607 239658 250061 180372 214128 151986 266669 107454 191704 236109 182161 188609 0055788343 0368528688 0,902385926 -037 032 005 UNCHANGED UNCHANGED UNCHANGED -
590N 0260022460-28 P20 405 bosormal protein 2-3 953810 9 265399 250156 268497 291937 229159 290077 214037 228022 245557 260017 270391 2912 0650306942 0041107216 0141804171 006 018 024 UNCHANGED UNCHANGED UNCHANGED -
55900 0260022460.2P RPs2D 405 bosormal protein §2-3 625856 10 48856 47638 64032 70077 58623 67431 52482 56149 7176 53509 65377 60126 0133088261 0450325283 0,485827106 029 017 012 UNCHANGED UNCHANGED UNCHANGED -
590N 0460001250-1A RPS30A 405 bosoral potein 90 797882 2 84566 85165 53044 109591 99903 102441 75495 113148 105239 74558 103978 97960 005151881 0203615785 0637570218 08 039 009 UNCHANGED UNCHANGED UNCHANGED -
55900 0160005520-1A RPS3AA 405 bosoral potein S 1297045 2 220204 218142 209784 2372 218039 264898 194682 251692 208751 216030 252103 231708 0,108313956 0451356357 0,465188015 02 010 012 UNCHANGED UNCHANGED UNCHANGED -
590N 0260034270-18 RPS3AE 405 bosoral potein S 602942 7 57417 61355 69262 439 39618 4990 55535 63556 63785 62678 44343 60959 0016427919 0716836692 0,014925231 -050 004 046 UNCHANGED UNCHANGED UNCHANGED -
559on.0660010630-28 RPS3C 405 bosormal protein 33 1444626 3 574811 625756 625468 569615 552381 546452 462812 478150 531203 608678 556149 490735 0045472035 0,0116369%65 0,040269853 01 -031 018 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0160032270-3D RPSAD 405 basomal protein st 741277 16 265231 27123 27321 398947 318405 336594 265128 370031 330638 261925 351315 321932 0025067582 0,130081661 0,494416781 04 030 013 UNCHANGED UNCHANGED UNCHANGED -
55900 0360017970-1A RPSSA 405 bosomal protein 942757 2 20713 278964 25918 264302 271953 289945 212895 266989 257997 260531 275400 245960 0314477651 0501396553 0,184482922 008 -008 016 UNCHANGED UNCHANGED UNCHANGED -
5570n.0660032650-1C RPSSA 105 bosomal protein s 197821 3 asa2 45025 38232 31184 25197 2005 28938 70008 41045 4303 28602 46964 0,008427291 0,765695626 0,208206946 059 013 on UNCHANGED UNCHANGED UNCHANGED
S5pon.0260027210-1A RPSEB Ribosomal protein small subunit 6b, embryo defective 3010 gog3 43 8 51985 57685 53085 84836 64589 83692 114088 90516 63635 54252 77706 89413 0026014367 0074739432 050457209 052 on 020 UNCHANGED UNCHANGED UNCHANGED
5590n.0260033850-18. RPSEB 405 bosomal protein 788,52 7 86700 12327 109130 141874 110870 140127 188091 148962 99900 102719 130957 145651 0,093606655 0,183857126 0,620479201 035 050 015 UNCHANGED UNCHANGED UNCHANGED
$590n.0160052460-1C RPSTA 405 bosomal protein 2183679 n 178953 150417 195784 202836 197954 211420 97234 165843 160789 176385 204070 141288 0,093644263 0,235065699 0,048822272 021 032 053 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460003910-1A RPSE 405 bosomal protein S 1549511 5 220466 188747 231688 338821 277183 276057 340136 291262 267579 213634 297340 299659 0,026537595 0,026048897 0,941664678 048 049 -001 UNCHANGED UNCHANGED UNCHANGED
$590n.0260027260-1T RPSIC 405 bosomal protein ® 733968 1 264515 260237 252686 208436 288075 209600 210609 209960 270349 260479 235370 230306 0399306942 0213180933 0,88580487 015 018 003 UNCHANGED UNCHANGED UNCHANGED
S590n.0160001930-1A PS5 405 bosormal protein A 2296108 u 425066 437269 511404 464576 408156 435067 336347 419653 468725 457913 435933 08202 0523943472 0351313328 0,5450997 007 o017 009 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460026340-18 RPTIA 265 protessome reguatory suburit 1026239 » 167935 160727 178710 154529 161628 155619 122297 137317 160497 169124 157259 140037 0104621943 0,076909143 0,203083044 010 027 017 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460002070-28 RPTIA 265 proteasome reguatorysuburit 7o 10064,10 % 15332 14583 13283 8574 18845 8198 14909 1371 21103 14399 11972 16584 0,524869571 0,407264564 032632132 027 020 -047 UNCHANGED UNCHANGED UNCHANGED
$590n.0260036140-18 RPT2A 265 proteasome reguatorysubunt & homologA 10944,14 % 10018 10001 11490 16009 1282 15205 10385 12665 12618 10636 14678 11889 0,01858332 0,2246069 0,083727839 046 016 030 UNCHANGED UNCHANGED UNCHANGED
55700, 0260000500-1A RPT2A 265 protessome regulatory suburit & homolog 10938,37 Y 132051 113461 119170 117488 99649 113004 103449 119965 122187 121561 110047 115200 0208031076 0,474799097 0,553451647 o1 -008 -007 UNCHANGED UNCHANGED UNCHANGED
$5pon 0260000500-20 RPT2A 265 proteasome reguatorysubunt 4 homalog 9831,60 16 19572 16855 17502 21018 19135 19919 19234 229 2610 17976 20020 21367 0106105807 0,066005887 0327253144 016 025 009 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260000500-20 RPT2A 265 protease regultory subuni & 880590 16 41350 351 43366 46358 41194 4626 48934 61074 62205 40019 44599 57400 0195600597 0,023589616 0,048903894 016 052 036 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0006140-1P s 265 protease regultorysubunit 10482,11 19 122700 124449 130972 121990 114821 126168 85074 125463 128720 126040 120993 113086 0,201857009 04150544 0612675919 006 016 010 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0160023910.28 s 265 protease regultorysubunit & 829757 Y 19867 21995 2318 21639 19623 21540 14610 19007 2106 2670 20034 18574 0,561453006 0262739061 0357438757 005 -022 017 UNCHANGED UNCHANGED UNCHANGED -
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Contiole_T0_ Contiole_T0_ Contiole T AGNO3_05 T0 AGNGS_0,5.T0 AGNO3 050 AGNG3 5.0 AGNG3 5 T0 AGNO3 510 Conliole 10 AGNOG_05 10 AGNOS_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Contole_TO 1 Coniole T 2 Contole T0 3 AQNG 05 T AGNOS.05 T AGNOG0ST AGNOD5TO AGNOISTO ANOISTO VERASK AVERRSE  AVERAGE AgN0G 05 TOCO AGNO3S TCom AgN0305 Tuag SENSEAST oo s To Wﬁﬁ \gNGS_05 TICo  \gNS_5 TOCont  (gNGS_05 T0Ag  Slusiers.

Arabdopsis 01 02 03 1 2 3 505 agnossTo ol To 10le_T0 NO3_5.T0 Controle T0 le_T0 role_T0 NOB_5.T0 T
S5pon 0460015600-2C RPT48 265 protease regulatory subunit S108 homolog 8 9054,85 u 140670 145869 144345 145459 130915 144634 124795 135550 150150 143628 140336 136832 0,543405161 0,416526899 0,708642464 003 007 [ UNCHANGED UNCHANGED UNCHANGED B
$5pon G4GO015600-14 RPT4B 265 protease regulatory subunit $108 homolog B 656887 u 0 0 0 0 0 0 0 0 0 0 0 o - - - - - - - - - -
S5pon.04G0001300-1A RFTA 265 protese regultorysuburit 6 homolog A 10572,78 2 197101 278699 295026 267625 183110 278609 178807 255911 275167 256942 23114 236628 0762562093 0655698978 0885165897 008 o2 oo UNCHANGED UNCHANGED UNCHANGED -
S5pon 04GO01S30-1A RFTEA 265 proteae regulatorysuburit  hamolog 8 739,03 37 12179 118166 145911 130610 135376 123507 94616 103615 127385 128624 129831 108539 0903689483 0,199710989 0,109167606 oot 024 0% UNCHANGED UNCHANGED UNCHANGED -
55pon 06G0013000-3C . ibosome-recyclingfctor choropasti 157561 4 23133 22035 19913 17234 20186 16721 17989 21897 24565 22360 18047 21484 0059398792 0720521058 0,192275509 031 006 025 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460019890-4D i autative aginineserine-ihsplcingfactor 259730 5 56794, 63570 60985 78154 62238 51341 17219 44703 5624 60849 63911 39388 0,688702202 014732522 0,153584867 008 082 o7 UNCHANGED UNCHANGED UNCHANGED -
55pon 08G0020400-2C AL ATP/GTP-binding proten family 13949 2 56137 38728 38017 54289 57864 54209 57756 65642 70110 44294 55454 64503 0,133667081 0043572275 0,076262369 032 054 02 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460001930-1A w21 Serinefarginine-ich slcing facor R522 75891 2 8023 83046 84318 77981 65520 66004 10175 84191 95818 84195 69835 93728 0036866709 0,158015553 0,020868671 027 015 002 UNCHANGED UNCHANGED UNCHANGED -
S5pon 08G0008320-1A RTNLE2 reticulon 367,71 3 67011 46692 44552 64177 81832 67925 79465 78364 57581 52752 71311 71803 0,106706443 0132129093 0,958643988 043 om 001 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260049650-1C Bt iquitn-NEDDS:lke prtein RUBL 1972532 B 41325 507714 78332 583885 512434 542516 595074 646605 645144 466791 546612 628941 0080625359 0007431221 0036174274 03 [ 020 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0031950-20 A Giycine-rch RNA-binding proten FZA 484350 5 152827 166359 167579 157629 124982 13639 119537 154406 158240 162255 139737 144061 0102373933 0239824959 0795232993 02 017 -0p4 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260023330-1A _— gycne-ich RNA-bining protein RZAC e 266907 6 73030 119532 72439 100699 54078 54011 53166 99975 99779 88334 69596 84307 0442878173 0863901054 054043223 034 007 028 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO012330-1A w2 Importin betafike 5102 33882 4 31527 26735 30214 4020 27178 3421 173 26975 31591 29492 33872 33580 0338453555 0435360447 0962679024 020 019 o1 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06G0014320-1A SAEA SUMG-actiating enzyme suburit 1A 186460 6 44018 52976 0793 2210 a0 34874 28972 40769 ags21 45939 40636 3921 032705386 0,388911912 0,858982616 018 02 004 UNCHANGED UNCHANGED UNCHANGED -
55900 0260008020-1 e SUMG-actiating enayme suburit 2 662283 2 67630 7201 57188 67928 62208 67424 54958 78907 83134 65620 65853 72333 0963304654 053159066 0,509643604 oot 014 o1 UNCHANGED UNCHANGED UNCHANGED -
54900 0260008020-3C w2 SUMG-actiating enayme suburit 2 375743 1 35550 36417 34752 33756 29521 32033 42641 415 42000 35573 31770 202 004997057 0,000411657 0001313582 016 024 040 UNCHANGED UNCHANGED UNCHANGED -
590N 06G0013840-1A SAHHL sdenosylhamocysteinase 2397 El 684745 655139 672863 712367 676692 683995 656595 656738 656219 67916 691018 656517 0220840796 0,169529827 003384037 004 003 007 UNCHANGED UNCHANGED UNCHANGED -
590N 0360015040-1A am S adenosylmethionine synthase 793,56 1 4299 52552 54502 47651 48926 55635 19436 38810 39592 50016 50737 32613 087589341 0,08080725 006172568 02 082 054 UNCHANGED UNCHANGED UNCHANGED -
55900 0360015850-2P amz Sadenosylmethionine synthase L-lke soform 2 734466 1 27035 25821 29605 41555 3425 0730 34886 35002 34308 27487 38837 34879 0011579825 0003133722 0,16613031 050 034 016 UNCHANGED UNCHANGED UNCHANGED -
S5pon.04G0029160-2C sAP130B  Cleavage and polyadenylation specificity factor (CPSF) A 45446 8 73871 72969 72165 72726 73051 75240 76110 78819 88204 73002 73672 81045 0510844389 0095227425 0,120612489 001 o1 014 UNCHANGED UNCHANGED UNCHANGED -
590N, 0460019980-1A Sapis Histone dm::::::;ﬁ?m"u anis 61409 2 13886 17097 18153 0 7204 0 0 0 11925 16378 04 11925 - - - 118 086 073 - - - -
$5pon 03GOOLTSI0-1A SaR1A GTP-binding protein SARIA 14682,57 1 96287 86622 83616 111939 107384 107159 84962 95585 93377 90508 108827 91308 0005337685 0863957088 0008173115 027 001 025 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260032750-2C SaR1A GTP-binding protein SARIA 1297891 n 69476 62971 63813 54870 72982 53388 5201 66881 65114 65420 60414 61399 0491706146 0,471088562 090578679 o1 009 -0 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0014760-1A SaR1A GTP-binding protein SARIA 1292602 n 87638 7333 85987 82902 87585 84437 103689 96874 94198 82329 84388 98253 0,60270589 0040223356 0013416771 005 026 01 UNCHANGED UNCHANGED UNCHANGED -
S5p0n. 046001113027 622 Strch branching enzyme la 192,64 2 12588 15818 18043 0 14478 12359 15970 14484 16043 15483 13419 15499 0243569862 0992784577 0,222621032 -021 000 021 - UNCHANGED - -
S590n.0560012010-1A 622 Strch branching enzyme la 669,16 5 19650 2431 18130 20797 21445 21798 16414 22568 26031 20070 21347 21671 0379331856 0630727276 0,91414084 009 o1 002 UNCHANGED UNCHANGED UNCHANGED -
590N, 0460002120-1A o sbtilsinlke protease SETL 32064 2 14032 1595 11457 18811 14337 18617 15374 12203 11061 13805 17255 12879 0,151825589 06392354 0,088062462 032 010 2] UNCHANGED UNCHANGED UNCHANGED -
S590n.08G0011680-1A @2 seraisomal mulifunctional enayme type 2 897921 6 157525 187009 174929 130796 175370 138674 109915 123143 156280 173154 148280 129779 0,199074555 0055651103 039564058 022 0@ 019 UNCHANGED UNCHANGED UNCHANGED -
5590n.0460022010-3D oLz Seine crboxypeptidase 24 4618,91 3 139990 146398 121268 85518 111039 91971 81105 110400 133180 135886 96176 108228 0020938346 0176109554 0515313433 -050 033 o017 UNCHANGED UNCHANGED UNCHANGED -
55900 0360021100-2C oLz Serne carboxypeptidaselike 27 94256 3 63338 aas38 40167 78601 33581 33504 56141 57904 54594 4938 48575 56213 096515081 0392651021 0638369658 -0 019 01 UNCHANGED UNCHANGED UNCHANGED -
S590n.05G0016070-1A sz erine carboxypeptidaselike 2 351043 7 103558 86805 93549 4829 124058 65881 15909 55170 73566 94637 79389 48215 0550499497 0,058506091 0,335914434 025 097 on UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0660003710-28 oH srbitl dehydrogenase 1313526 2 29286 27977 237479 26121 260907 18779 165825 20419 25052 231580 224901 215165 0771073385 0,555775437 0,781935729 004 o1 006 UNCHANGED UNCHANGED UNCHANGED

SUCanate oenyorogenase uDIquNoNe TVOprOTN

5590n.0260058670-1D DHLL subunit, mitochondrial 707,02 0 156765 135752 146586 192158 171109 157402 96432 127939 121871 146368 173556 115414 0,082362359 0,053249058 0,014141838 025 -034 059 UNCHANGED UNCHANGED UNCHANGED
S5p0n 01600291102 DHLL succinate dehydrogenase ubiguinone] flavoprotein 126420 8 0238 141944 50584 13682 11088 15611 15615 12173 10718 77588 13460 12835 0118424647 0,115886936 0765215241 253 260 007 UNCHANGED UNCHANGED UNCHANGED
S5p0n. 0660012470-1A DH2 X::[:“a:‘:d:,:‘\,:::z::;jz 550060 n 185043 144768 149671 169498 147834 148333 134946 145713 146387 146494 155222 142348 0,208729438 036212555 0,1847867439 08 -004 012 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160026140-28 ot uccinte dehydrogensse subunit, mitochondrie 1775950 8 2321 194633 184593 166981 178084 169268 70922 164944 185179 183849 172044 140348 0163865226 0,291000543 0,428878878 010 039 029 UNCHANGED UNCHANGED UNCHANGED
5590n.0560006590-28 Rt slutaidie redoctase e 190155 1 52305 54353 56387 50238 53541 50953 35370 56026 60073 5448 51577 50623 0,14782201 0,657384748 0,308088908 008 010 003 UNCHANGED UNCHANGED UNCHANGED
S570n.0560006590-3C Rt slutaidie redoctase e 182320 8 9367 11464 10956 17270 16553 9122 5769 7486 8787 10596 14322 7347 0,235901976 0,039436259 0,063685475 043 053 0% UNCHANGED UNCHANGED UNCHANGED
$590n.0260040230-20 oA opinone reductsedike 3 60404 2 22001 23006 23868 19353 31891 26674 19550 23553 23680 22988 25972 22061 0462055208 0602221325 0,393068873 018 005 02 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0260021520-1A Seciss 13 eated rotein scform 18 268244 0 38333 40568 38263 34205 3225 32930 46095 a7 38169 39055 33127 41863 0,003362733 0,311240655 0,02120747 02 010 -0 UNCHANGED UNCHANGED UNCHANGED
S590n.0860016070-28 Secia 80013 homolog 65579 5 36609 25281 39212 53697 44716 7138 11828 48761 32093 33701 48516 31027 0,042620056 082773571 0,187652806 053 o 054 UNCHANGED UNCHANGED UNCHANGED
55700 0260001870-3C secs roten transportpraein SEC31 homlog 8 123856 19 56706 58228 68544 63383 64099 61906 56573 78762 57736 61159 63129 64357 0,629271841 0,713561604 087353932 005 [ 003 UNCHANGED UNCHANGED UNCHANGED
S5pon 01G0023340-1A SERPING poteinZ 581535 19 91439 94338 93530 101008 91915 90103 73161 68578 74186 93102 94342 71975 0,739804478 0,000394411 0,004120325 oo -037 039 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01G0023340-17 SERPING poteinZ 114650 4 18491 16638 16579 17623 m 17178 12739 16406 18743 17236 17524 1593 0,681878946 0,530497909 0,424285602 oo o1 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0026970-2C G formyglutathione hydrolase 2020,11 6 69694 68039 72120 55736 64590 58266 43676 53208 51918 69951 59531 49601 002571779 0,003177885 0,067154247 03 -050 026 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0010960-1A . rotein SGT1 hamolog 156989 5 23663 23503 27478 31117 18409 20476 25143 25331 26301 20881 20667 25592 0958794135 0,626014898 0814411379 -001 [0 -005 UNCHANGED UNCHANGED UNCHANGED -
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Contole T0 Contole 70 Contole T0AGNG3_05.T0 AGNOG_0,5.T0 AGNO305.T0 AGNOG5.T0 AgNO3 570 AQNG35.T0 Contiole T0 AgNO3.05.T0 AGNG3 5.0 TeseT Tog2FoldChange cuTTTe
pr [ Deserigio Moxscore pepideos  Contole TO 1 Contole TO 2 ConioleTO 3 AGNCR 05 T AGNCE05 T AGNCE0S T AQNGGSTO AQNGGSTO ANGGSTO CWEEATR e, AVERAGE  AQNO205 T0G AgORS Tocont AgN05 TR (UISTRErD Agioas 1o DRBTET Aguoo 05 TGy AgNOG S TOCom AQNGE0S TOMG Clusers

abipais o1 o o T 3 3 = 05T G50 | midle 0 gt NG 570 e o0 et st ® M
Sspon.06G0013830-28 SHVA serine hydroxymethyltransferase 10422,53 2% 311619 286484 304545 342759 357661 347581 219682 278266 291978 300883 349334 263309 0,005042534 0,183585028 0,01899%9 02 -019 041 UNCHANGED UNCHANGED UNCHANGED -
Sspon.02G0029860-28 SHVM serine hydroxymethyltransferase &-lle: 1286,42 8 23360 24004 24822 26587 23412 26267 76011 35981 41298 24062 25422 51097 0,281792869 0,097680693 0,111065533 008 109 -101 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0760004610-1A & Sl eductss ferredont, chorolasic 841195 2 155184 130087 157065 150673 162096 168541 182989 175598 183389 148912 159037 180659 0,296234952 0014347021 0,012614%3 o0 028 018 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0760004610-28 & Sl eductss ferredont], chorolasic 769747 % 52605 49604 9685 71852 69418 0111 51530 66555 72268 50631 73794 63451 0,002381561 0,110060733 0212523614 054 033 02 UNCHANGED UNCHANGED UNCHANGED -
Sspon.04G0021150-1A SKP1A SKPL-like protein 1 1244327 6 95507 98649 91702 80360 76329 76614 56041 87250 84800 95286 77767 76031 0,001848723 0,132621152 0,871849043 029 -033 003 UNCHANGED UNCHANGED UNCHANGED -
Sspon.03G0042160-1C SKP1A SKPL-like protein 1 3835,87 5 4027 6232 8735 7348 5564 6960 E2IE] 4926 5122 6331 6624 4440 0,851344849 0,270754225 0,052130273 007 -051 058 UNCHANGED UNCHANGED UNCHANGED -
Sspon.06G0013850-28 SKP1B SKPL-like protein 14 1512446 9 160897 173215 143677 134867 139258 137478 107701 166548 154976 159263 137201 143075 0,063478736 0,462310059 0,7611054 02 -015 -006 UNCHANGED UNCHANGED UNCHANGED -
[ o1 T w759 . wE w%o s w2 o s s wr o wom s o ousmme  oxsssus  0060ms 0k o oM UNCHMWGED  UNGMNGED  UNCHAWGED -
55pon 08GO0I3070-1A " Morocopper oridas-fe prtein SUS 105022 5 gty 70788 71160 57169 63867 63547 59083 60496 58536 71022 61528 59372 0012191802 40282305 0393699435 01 026 005 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0260017210-3C SMC6B structural maintenance of chromos omes protein 68-like 1137,70 2 15206 9179 12995 18577 16238 10741 5561 13895 13026 12460 15185 10827 0,402621366 0,634478093 0,283390679 029 -020 049 UNCHANGED UNCHANGED UNCHANGED -

isoform X1
[p—— o sl s homtoproten s s 267045 s ome sems  wsss wom omz dowes o s dosiss l0mel  doses 7L osmised  oeaaes  02essen o0 o o UNGWNGED  UNCHMGED  UNCENGED -
Sspon.01G0033510-20 NE Sucrose nonfe rmenting &-like protein 55726 3 16745 16578 15112 19920 16877 18342 18970 18739 17618 16145 18380 18442 0,093675187 0,026052288 0,951895336 019 019 000 UNCHANGED UNCHANGED UNCHANGED -
Sspon.03G0029450-18 souL-1 heme-binding ke protein 76822 3 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
SpondrGtED 28 o e ot oo 256435 © ws asas s e s mel s eeol  dsese s 625 Sus O0SMETS oSy o4umens o8 oss o5 UNGWNGED  UNCHMGED  UnGENGED -
S5pon.06G0002680- 1A SOX sulfite oxidase 1991,68 n 30754 37821 34832 41522 33768 42467 21145 37692 34870 34469 39252 31235 0,235982529 0,588554134 0,239485003 019 -014 033 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0040510-18 Pl protein SPIRALLlike 1 2339,00 2 28855 44919 28553 54356 42589 52671 62534 70458 43737 34109 49872 58910 0,07341707 0,060969499 0,359226535 055 079 -024 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260020240-3C SPDSYNI Spermidine synthase 1 4910,78 n 183703 180653 191555 162856 158136 146155 122439 160682 171234 185304 155716 151451 0,007579614 0,089522188 0,798539302 -025 -029 004 UNCHANGED UNCHANGED UNCHANGED -
S5pon.04G0020180-1A PMs Spermine synthase 45459 4 28986 26773 30701 25303 18695 23142 35486 26290 27921 28820 22380 29899 0,046006211 0,741712354 0,09390568 -036 005 -042 UNCHANGED UNCHANGED UNCHANGED -
SpOn0IGO08302D sors T complesubunt 715 53421 5 2035 23 25557 2678 295 26989 21466 B 28045 24082 25257 w1 osmEEE 0BT 0BE213M05 007 o0 o3 UNCHANGED  UNCHANGED  UNCHANGED -
S5pon.07G0005070-4D @T6 ‘global transcription factor group B 44905 4 19945 18631 21191 21382 19176 18428 24148 22252 20250 19922 19662 217 0,832495436 0,163590561 0,149151044 -002 016 -018 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0024940-30 sap1 UDP-sulfoquinovose synthase, chloroplastic-ile 59748 4 22185 30898 2594 27118 32941 32559 24229 27300 35638 26349 30873 29056 0,223886395 0,557974605 0,664964492 023 014 009 UNCHANGED UNCHANGED UNCHANGED -
S5pon.01G0009460-28 w30 Serinefarginine-rich-spicing factor R34 442747 9 159557 151784 165693 1271219 133045 145732 108546 135840 162740 159011 135332 135709 0,025146969 0,222613491 0,98296477 03 -023 000 UNCHANGED UNCHANGED UNCHANGED -
S5pon.01G0009460- 1A SR30 Serinefarginine-rich-spicing factor R34 2303,19 5 35442 37956 36274 30501 35781 35609 31548 39537 31895 36557 3393 34326 0,24039476 0,45659248 0,913255738 -011 -009 -002 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0560011250-2P SRK2A stress-induced protein kinasel 1251,14 4 46114 48850 43182 50828 45094 50189 67628 49780 50677 46049 48704 56028 0,338294464 0,173365566 0,294871553 008 028 -020 UNCHANGED UNCHANGED UNCHANGED -
Sspon.01G0023360-20 SRK2E serine threorine-protein kinase 36867 2 13342 16935 15338 12869 9235 15487 0 10276 10323 15205 12530 10300 0,269704256 0,080719808 0,218352425 -028 -056 028 UNCHANGED - - -
S5pon.04G0023960-18 ssul 3-isopropylmalate dehydratase small subunit2 1457,32 3 9735 8498 9988 11760 16691 12555 0 15095 12953 9407 13669 14024 0,055816526 0,990872388 0,432736679 054 058 -004 UNCHANGED - - -
S5pon.04G0023960-20 ssul 3-isopropylmalate dehydratase small subunit2 868,05 3 16265 16104 14895 14799 16154 16658 9237 13683 13984 15755 15870 12301 0,877347746 0,096229805 0,094002786 001 -036 037 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0260027830-1A STAL protein STABLIZED1 556,08 3 12315 11444 11789 16454 14106 127120 16730 15176 15163 11849 14427 15690 0,082610706 0,002673118 0,354589956 028 041 -012 UNCHANGED UNCHANGED UNCHANGED -
S5pon. DAGOOI6910.28 st Nucleidassodated protein chioroplastc aag 14 9 46677 56868 51182 51184 39829 42044 62689 53937 54239 51576 44352 56955 0188151027 0261027582 0048962825 02 ou 036 UNCHANGED UNCHANGED UNCHANGED -
-
Sspon.04G0017580-1A STRL ‘mitochondrial 3645,07 5 57534 48877 50351 66558 53720 62166 42700 54206 48043 52254 60815 48316 0,137496883 0,408242301 0,067649364 02 -011 033 UNCHANGED UNCHANGED UNCHANGED -
[pp—— i isuae/s-mercaptopyrvate sufurarferase 1, 199090 s s 05 s 10655 o s s w0 5 ws wos s oumame  oammes  ogsmE 0% o 06 UNGRNGED  UNCHANGED  UNGENGED -
mitochondrial
S5pon.0260045020-18 STRL Sulfurtransferase 97931 3 0 0 0 1820 1740 0 0 0 0 0 1780 0 - - - -
Sspon.03G0004720-1A SUMO1 ubiquitin-like protein SMT3 6390,47 4 76634 99682 94751 80199 84623 59786 81598 63545 60135 90356 74869 68426 0,209745945 0,085860058 0,55972919 -027 -040 013 UNCHANGED UNCHANGED UNCHANGED
Sspon.01G0011850-1A ust sucrose synthase 2 isoform X1 16716,44 2 317654 274616 301325 363181 429939 399653 256628 327650 275538 297865 397591 286605 0,012323968 0,671689856 0,01802747 042 -006 047 UNCHANGED UNCHANGED UNCHANGED
Sspon.08G0022540-2C ust Sucrose synthase 1 13174,70 a5 253787 240975 253245 331614 280058 317609 246268 249710 240807 249336 309760 245595 0,01929636 0,489504508 0,014720952 031 -002 033 UNCHANGED UNCHANGED UNCHANGED
Sspon.08G0022540-3D ush Sucrose synthase 1 12530,90 35 236291 217475 249496 326337 274338 339162 290090 313847 273545 234421 313279 292494 0,022704217 0,017723071 0,417499948 042 032 010 UNCHANGED UNCHANGED UNCHANGED
Sspon.0760005310-1A SUVHL SUVH3 69087 4 28141 26609 27035 37421 29357 26867 18386 29913 25433 27261 31215 24517 0,286518594 0,472289012 0,224649203 020 -015 034 UNCHANGED UNCHANGED UNCHANGED
Sspon.0260022290-3C SUVHL histone-lysine N-methyltransferase, H3 lysine-9 specific 51520 5 22246 20197 24016 27624 25575 24168 2318 24874 27022 22153 25789 25005 0,071371543 0,145131512 0,631080479 02 017 004 UNCHANGED UNCHANGED UNCHANGED
SUVHL-like

Sspon.07G0019490-30 SWBC Switch/sucrose nonfermenting 3C 59720 3 26882 26099 31277 21376 24118 20952 16738 21100 25344 28086 22149 21060 0,034927805 0,076604105 0,704959393 -034 -042 007 UNCHANGED UNCHANGED UNCHANGED
Sspon.05G0001560- 1A SYLC_ARATH Leucine-tRNA ligase, ctoplasmic 2084,86 39 20934 18573 18454 25467 23310 23340 13794 25563 23186 19320 24039 20848 0,011899165 0,699549736 0,432813089 032 011 021 UNCHANGED UNCHANGED UNCHANGED
Sspon.05G0001560-30 SYLC_ARATH Jeucine-tRNA ligase, cjtoplasmic 2053,74 34 67361 67366 72434 80584 66758 70081 75349 71195 68867 69053 72474 71804 0,489154849 0,339816058 0,890600024 007 006 001 UNCHANGED UNCHANGED UNCHANGED
Sspon.03G0033880-18 SYNGL ‘Asparaginyl-tRNA synthetase, cytoplasmic 3 4729,68 23 207166 195928 224827 254197 190461 226834 202974 183129 189305 209307 223831 191803 0,513609307 0,16295121 0,173559535 010 -013 02 UNCHANGED UNCHANGED UNCHANGED
Sspon.01G0016610-1A Tos139 pre-mRNA-splcing factor ATP-dependent RNA helicase 94221 6 22203 11425 26747 20961 8578 23602 21716 13531 23716 20125 173 19654 0,728935099 0,935999338 0,745560795 -018 -003 015 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0760017510-1A T10F1850 ifunctonsl aspartokinasefomasrine dehydrogenase 163596 7 42233 39960 41930 47129 38504 45203 31022 42951 46303 1370 43655 40122 0443402333 0,803565317 0,543538017 008 004 o2 UNCHANGED UNCHANGED UNCHANGED -
Sspon.05G60027020-1P T10F208 subunit Ef 1934,46 12 79310 81180 84566 95504 87695 99972 100865 90881 80601 81685 94390 90783 0,031232065 0,207021349 0,626893652 021 015 006 UNCHANGED UNCHANGED UNCHANGED -
Sspon.05G0027020-18 T10F208 subunit ERF 152713 12 21814 24736 20725 33575 26721 28292 28985 23464 21309 22425 29530 24586 0,041238646 0,449402247 0,184421634 040 013 026 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_ Contiole_T0_ Controle_T0 AGNOB_0,5.T0 AGNO3 05 T0 AGNG3 0,50 AGNG3 5 T0 AQNOE 570 AQNOE 570 Contiole_T0 AQNOG_05 10 AGNG3 570 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Coniole_T0 1 Contole To 2 Contole T0 3 AQNOG 05 T AGNOG0S T AGNOG0ST AGNOISTO AGNOGSTO ANOISTO VERAGR AVERASE T AvERAGE AgN0G 05 TOCo AGNOS S TaCom Agho0s Tung ARNSRAST agnos s To mglﬁﬁ AQNOS.05 TOCo  AQNOG_5 TaCont  AQNGS_05 To/Ag T

Arabdopsis 01 02 03 1 2 3 SO%T AgNoss O nwoleTo 10le_T0 NO3_5.T0 Controle TO le_T0 role_T0 NOB_5.T0
$5pon 066000144010 1014190 sinsecretory protein 62 61322 3 9556 9001 028 1317 9504 10691 8546 0% 11089 8560 10504 B 0098917465 0822121911 0281381606 030 006 02 UNCHANGED UNCHANGED UNCHANGED B
$5pon 026002848014 TioMB13 TP synthase fai proten 46784 2 11663 11034 11016 13471 12495 11052 12872 8487 17680 1231 12339 1303 0204668252 0540006866 0818294479 014 021 -008 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0860010420-28 T1002.24 Jetose-bisphosphate aldlase dass- iy protein 50687 5 402681 350497 353385 320009 360612 395729 128636 434533 427050 370841 358783 330073 0685378078 0710218232 0794433135 005 o017 012 UNCHANGED UNCHANGED UNCHANGED -
55pon 06G0005380-2C T12014.60 Carbohydrate bindingike Tl 41075 4 13720 7760 13904 237m1 15699 1532 16424 14284 23557 11794 18254 18088 0,1302056 0,142494581 0,968317738 063 052 oo UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360015630-1A T12014.60 Carbohydrate bindingike Tl 467,79 4 12308 12146 14269 16408 11705 15192 11428 11285 13082 12908 14435 11932 0384675015 033578205 0175565749 016 o1 027 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0260009580-1A T1212040 2heto-deonyLhamnonate  aldose-e 42046 2 37237 36042 36354 27860 26812 28038 17996 31971 32876 36544 27570 27614 681081605 0,138148585 0,993092097 041 00 000 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0015300-3C T1MAL8 v 23116 4 26984 28517 28905 28899 26276 2932 6801 27425 28411 28136 28166 20879 097989231 0362668087 0363305766 000 083 a3 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0012000-1° 1130829 srobable nuceoredoxin 1-1 859335 Ed 371591 362954 397059 377597 349033 381367 a3 388238 418747 377201 369332 427039 061514302 0,140241061 0,100569065 003 018 021 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0860003750-1A T13(14.90 probable 3-hydroxyisobutyrate dehydrogenase, 57338 2 1202 13549 6753 73 630 6932 7956 6183 7618 10515 7091 725 0,165571411 0,189801908 0811521659 057 054 -003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO004STO-1A A Retrotransposon proten Ty -copia subckss 132102 10 63567 68521 71684 81903 65883 82195 67341 77574 79154 68024 76661 74690 0216471598 0204337981 0778138312 017 013 oo UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO027590-1P TI6612.140 chitinase CLP-e 2947130 16 894133 867288 697554 651777 746221 753067 595329 615185 695617 819658 717022 635377 0214761137 0055217517 0,142560021 019 037 017 UNCHANGED UNCHANGED UNCHANGED -
590N 0260018010-1A T1661290 UPFOB13 proten PRZAD3.06¢ 90344 3 31985 24088 23120 15674 29411 25809 36983 24064 29468 26398 23631 30171 0608087314 0465363649 0304891453 016 019 035 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0760034100-20 r—— NADP-dependent oxidoreductase P2 406,72 16 11006 19 13330 643 11884 803 10187 7675 8912 10219 877 8925 063557558 0585741889 0,979640879 020 020 -001 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0038140-18 — Vi ke seed stoage protein 266576 B 38976 48285 51109 0719 131496 35020 42916 51427 72628 6123 69213 55657 0502848004 0375286392 0,697208165 059 027 031 UNCHANGED UNCHANGED UNCHANGED -
590N 0360011310-1A T1n3120 3 deberzoyh2-deowyaral benzofrandersse 28256 1 30041 28810 28291 30149 335 31858 29132 29260 26606 29047 31750 28333 0059263489 0517434635 0051527799 013 004 016 UNCHANGED UNCHANGED UNCHANGED -
55900 0360022570-1A 113120 Ao transferase 133232 2 35872 33199 30347 39568 33793 35000 28079 35559 30850 33139 36120 31496 0277656238 0576155622 0,174405598 ou -007 020 UNCHANGED UNCHANGED UNCHANGED -
590N 0360011320-1A 113120 10-descetybaccatn 1-10-0-acety tanslerase 68322 6 36283 36623 28831 32967 33164 34750 48720 30028 29752 33779 33627 36307 0958339404 0727830549 0,689941613 001 010 - UNCHANGED UNCHANGED UNCHANGED -
55900, 0660020430-18 T171380 roline-1RNA ligase oplasmic 626687 0 191675 181535 182179 211836 177426 200137 208518 196684 191723 185130 196466 197640 0345892013 0065214471 0918423008 009 009 -001 UNCHANGED UNCHANGED UNCHANGED -

nalcacia oenaiogenase-ike nyarolase Gomain-containing
55pon 08G0004240-3C TI24.16 protein 3 245790 8 18226 17083 18794 18776 14883 17286 10179 19192 14306 18034 16982 14559 0,444098592 0260376973 0,441809752 009 031 02 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0860004240-1A T19K24.16  haloacid dehalogenase-like hydrolase domain-containing 225,75 10 29526 27676 30846 37726 30647 34732 18378 34651 25829 20216 34368 26286 0079911951 0572474896 0,190352545 03 015 039 UNCHANGED UNCHANGED UNCHANGED -
rotein3

55900, 0860009020-1A T19151 aotein am:wm,m“ sel0-ile 158271 1 83920 82746 85405 90967 89462 75%5 84851 99318 96894 4024 85045 93688 0784172072 0,100303872 0276880468 0 016 01 UNCHANGED UNCHANGED UNCHANGED -
55pon 0160011010-1A T19P1970  Putative SAP DNA-binding domain family protein isoform 1 77824 8 57344 62206 58293 66431 46172 60601 63558 64982 55113 59281 57735 61217 0,815375%88 0,601601941 0,633736666 004 005 -008 UNCHANGED UNCHANGED UNCHANGED -
S590n.0660011250-28 18814 rosy-tRNA sythetase 268231 9 30132 29910 26914 27918 20297 23057 28664 28983 30849 28985 2501 29499 009517214 0700372468 0,05199589 -021 ) 03 UNCHANGED UNCHANGED UNCHANGED -
S590n.0660011250-1A 18814 rosy-tRNA sythetase 29834 n 65085 6335 64354 50771 55212 60417 52806 50885 57152 64628 55467 53615 00312434 000436112 0,609541365 022 027 005 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.05G0013160-1A T18917 Sterle alpha motf (SAM) comain-containingprtein 51961 2 25178 16473 17105 23897 13546 18735 7573 29738 23082 19585 18726 20131 0844067079 0,942763764 0,855078314 006 004 010 UNCHANGED UNCHANGED UNCHANGED -
55900 0360039740-1C 101613 urkcase 1076,99 4 36963 34091 32882 34524 42678 36105 30378 42864 38903 34615 37769 37382 0323155516 0519276023 0931804966 o1 o1 0oL UNCHANGED UNCHANGED UNCHANGED -
55p0n.0160018660-1A T1820 wrandin 213840 4 39215 45591 55286 35364 24063 42819 56707 39390 38658 46697 34082 44918 0153761635 0824704948 0,248508782 045 006 040 UNCHANGED UNCHANGED UNCHANGED -
55900 0260004020-1A 1017 Renttricopeptide repeat-contalning proten mitochonrial 101805 7 0176 36865 35829 44547 42289 44881 34109 43985 6048 37624 4306 41514 0015206151 0384906857 0,568765376 02 014 008 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160056930-1C TINIS4 Dibydronyacetane kinsse 150902 6 20233 20319 20557 2626 18354 21852 43703 19631 20968 21703 20004 28101 0703679246 0464503651 0417329065 005 037 0@ UNCHANGED UNCHANGED UNCHANGED -
55900 0260001640-1A 1200130 longation factor 1-eta 1297186 n 304447 371505 389859 378833 335064 335112 379468 371748 341496 368604 349670 364236 0390090944 0815784643 0477861588 008 -0 006 UNCHANGED UNCHANGED UNCHANGED -
55700 0260001640-2C 1200130 longation factor 1-bta 622199 n 116346 123407 120093 158256 113004 118583 120082 125043 142869 119948 129948 129465 0525410079 0255384133 0,977108504 012 o011 oo UNCHANGED UNCHANGED UNCHANGED
S5p0n.04G0004380-1A 12206120 WACA rbonudeoprotein complexsuburit 2 182040 4 25993 28198 2523 3147 20996 23881 %00 19202 30578 26505 26708 19773 0,93794187 0,333536817 0,345022628 oo 042 03 UNCHANGED UNCHANGED UNCHANGED
5590n.0760002960-30 1225850 ONA heat shock Neterminal domn-contining proein 57502 3 34717 63357 61717 34679 67502 65708 67706 62707 59502 53260 55976 63305 0857196091 0,354049115 0,53910637 007 025 018 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660023760-2C 22710 Nialinprecursor 113840 6 201 2028 28683 34645 20251 32811 27759 32551 30369 25314 32236 3026 0,041503346 0,090113905 0393582136 035 026 009 UNCHANGED UNCHANGED UNCHANGED
S590n.0860003790-3C 1222110 Glcosyl ydrolase fanily 31 prtein 25082 0 91470 91292 85044 87324 87709 59735 108089 60971 63547 89268 78256 77536 0310828199 0,489644508 0,969794758 019 020 oo UNCHANGED UNCHANGED UNCHANGED
S590n.0860003790-1P 1222110 srobabl slpha-glucoidase OS0E0G7700 sform 12 199457 B 55419 56885 5234 47794 60468 44262 43213 51280 57655 54883 50841 50716 0472348642 0,396005869 0,98544071 o1 o1 000 UNCHANGED UNCHANGED UNCHANGED
55900 0260010400-1A T2p22.70 sabinaglscan proein 138302 3 19455 2014 3112 16935 16479 14696 29268 28736 17098 24580 16037 25034 0,074679619 0,935846125 0,089305772 082 003 054 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0360007570-1A 22160 NADH-ubiguinane o doreductase 20 kba subunit 750,92 5 37046 36811 44334 20252 40289 31501 28525 28770 35956 39397 33681 3108 0202882656 0,074686084 0,565996185 03 -034 012 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0360031190-18 Ta022_200 unnamed protein product 171881 3 42101 27666 30522 34112 44089 30517 61386 38027 30764 33530 37573 43392 0507823326 0,391724605 0,584468743 016 037 -021 UNCHANGED UNCHANGED UNCHANGED
$50n.0260005730-1P 1231835 U familyprteln 736888 5 108275 120502 120485 118448 123202 121929 97253 139966 132025 131087 121193 123081 0323113389 0,637400732 0,893146942 o1 -009 -002 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760004740-1A 12311835 iversal stess prtein PHOSY2 ke 377368 n 70915 67356 71113 4024 64771 45930 62652 55409 82694 69795 50315 66918 0,060475%5 0,744920661 0,206504697 047 006 041 UNCHANGED UNCHANGED UNCHANGED
S5pon 07G0004740:3C 2311835 iversal stess prtein PHOSY2-lke 377159 1 68021 66714 70010 53766 66051 64631 64543 64905 76876 68382 61483 68775 0159252841 0,929282703 0,263500474 015 oo 016 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO009830-1P 237,130 slscose mutsotsse-ile 199724 4 32676 29668 41604 30670 32355 41664 0 38213 32055 34619 34896 35580 0,962600434 0,430853325 0419772248 oo ) -003 UNCHANGED - - -
S5pon 05GO1S870-28 2653 ATP-dependent. (S}NADPfhyirate dehydrtase 128,77 6 42655 44760 43055 39116 45048 40112 47017 35331 42019 43623 4105 41609 0319192055 0,591305641 0,964371351 007 -007 -001 UNCHANGED UNCHANGED UNCHANGED -
S5pon 04G0015920-4D o— Tubalnbinding cofscor C domain-continin proten 97750 8 47488 50146 40729 49851 49078 48777 44981 49882 5028 46121 49235 48397 0331612669 0,526583762 0655522039 00 [ o UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_ Contole T0_ Contiole T AGNO3_05 T AGNOB_0,5.T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Conliole T ANOG_05 10 AGNG3 5,70 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Contole_TO 1 Coniole_TO 2 Contole_T0 3 AGNOG 05T AGNOG 05T AGNOG0ST AGNOISTO AGNOISTO ANOISTO AYERASE, ,AVERRCE AvERAGE AGNOG 05 TOCo AGNO3S TaGom AgNO30S Tuag ABNSEAST Aghoos T mglﬁﬁ AQNG3.05 TOCo  AQNOG_5 TaCont  AQNGS_05 T0Ag  Clusiers._

Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwole TO 10le_T0 NO3_5.T0 Controle_TO le_T0 role_T0 NOB_5.T0 ™
S5pon 0460019930-30 T25011.11 eukaryotic ranslation iniiaton factor 3 subunit 1 alpha, 1569,77 6 40407 42267 37120 40369 39490 40489 49541 45153 42377 39931 40116 45691 0910280852 0,088663852 0057388129 001 019 019 UNCHANGED UNCHANGED UNCHANGED -
$5pon.0360013850-3C 68158 oten st e 1326349 1 200314 161461 185692 171729 23020 189557 132352 278858 257783 195623 198503 222998 0932687542 062454776 0645774516 002 019 o017 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0013850-1P 1268158 sroteinusie 405036 » 39133 26726 30098 19972 26621 22350 11651 27432 26073 31986 22981 2179 0,007699268 0,176416589 0,827006119 088 056 008 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0660008900-1P T26c1811 S ydroacyaahcariersrotin] dehydrase bz 248448 7 72812 10129 73953 83002 83169 69885 4595 76204 85352 82686 78832 69161 0727993364 0421592806 048961513 007 026 019 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160010410-1P 261212 chaperonin 3755741 8 283497 309174 268230 280288 211685 245304 249067 291214 289775 286967 245746 276685 0,149429162 0,603513499 0269497259 02 -005 o017 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0360035610-18 T26126 transmembrane protein 214-A 125457 1 92118 95998 59518 93148 99947 94226 82446 98753 97234 82545, 95774 92811 0323502805 0,463661109 0,625514985 021 017 005 UNCHANGED UNCHANGED UNCHANGED -
Sspon 06G0011180-14 T28K15.4 transaldolase-ke 226851 8 50999 39558 50721 44676 58273 49588 48199 57539 63425 47092 50846 56388 053083567 018534544 0404638873 o1 026 015 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360001350-28 T28P16.12 fructokinase-1 2523169 2 252067 263094 268676 261133 225268 261259 226931 229952 228670 261279 249220 228518 0403884723 0002717916 0,159796504 007 019 [JE] UNCHANGED UNCHANGED UNCHANGED -
Sspon.03G0001350-1A T28P16.12 fructokinase-1 2517841 % 333069 335239 315715 383040 324951 368077 364567 367809 372729 328008 358689 368368 0172136187 0,003656994 0611120652 [UE] 017 004 UNCHANGED UNCHANGED UNCHANGED -

AI¥ase 1AMy AAR OOMAIN-CONAININg prorein L1k
$5pon 08G0001400-28 T29A15.170 isoform X1 275,78 3 0 2466 0 0 0 0 1877 2098 0 266 0 1988 - - - - -031 - - - - -
INBSCET Oy PEPrIGe-3550C13te0 Complex a1pNa Suount
55pon 06G0020090-18 T2E229 like protein 2467651 9 349026 396782 349347 369793 389041 371026 337280 409928 377038 365052 376620 374749 053449305 0731201731 0936029742 005 oo o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon.01G0009760-4D. TE229 Nascent polypeptide-associated complex alpha subunit- like 2443725 8 189079 223058 203295 213180 24276 213891 196420 238727 219574 205144 2716 218240 0317222753 0451255951 0933939828 008 00 001 UNCHANGED UNCHANGED UNCHANGED -
55pon 03G000800-1P T2K129 TP synthase beta chain 2628242 El 585517 565055 532667 48470 542812 555073 561062 532377 575327 561080 52745 556255 027582501 0820417795 0316419987 009 001 008 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0012400-1A 12845 otein LRP16 126591 7 38158 38523 33116 36366 36113 3393 39195 39314 37667 36599 35274 38725 0543133388 0308319249 0035326059 005 08 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0008190-1A T3N20150 arininosuccinate lyase 342126 2 84026 81308 78352 76365 77858 84481 61953 75470 92181 8129 79568 76535 0607457454 0625584976 0755405508 003 009 006 UNCHANGED UNCHANGED UNCHANGED -
S5p0n 01600250801 3570 acificleuine-ich nuclear phospoprotei 32 faily 680850 1 o161 166943 155077 15415 B 15982 s van om0 1693 151188 16473 02IB9  OSUSTSA 03046 o on o UNCHANGED ~ UNCHANGED  UNCHANGED E
$5pon 03G0037020-18 - eukaryotctransaton intiationfactor 3 suburit 160256 n 54230 51284 45095 48955 51733 48259 4926 35173 2576 50203 49649 a5 0857453272 0,181048487 0,15576386 -0 025 023 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08G0011420-28 T3H132 erin/threonine-protein phosphatase 2A activator 2 599,09 2 29387 20400 19721 25999 2306 31885 17592 34261 15494 23169 26976 289 0401061171 0919613169 0523259203 022 -005 07 UNCHANGED UNCHANGED UNCHANGED -
55900 0160045910-1T T3R187 are 246691 4 82129 20993 12327 72603 85937 23056 91502 89143 19493 39816 60532 66713 0511129479 0,446867203 0,848784909 00 o 014 UNCHANGED UNCHANGED UNCHANGED -
55pon 05GO0I3460-1P [ imaryamie ordase 256696 15 28178 30161 31487 23261 37504 23698 18696 23919 31980 29942 28155 20865 0727090581 027127435 0616418508 009 027 018 UNCHANGED UNCHANGED UNCHANGED -
590N 05G0013460-1A 4313 imaryamie ordase 228897 B 2099 23 216 02 218 1825 218 219 3541 253 2155 2693 0521462478 0499158136 0338116815 013 019 -032 UNCHANGED UNCHANGED UNCHANGED -
590N 0460021730-2C 140270 Cafecaid3-0- methylranferse 192451 9 33550 39581 28303 25061 32547 23675 26407 25619 29317 34011 2728 7m1e 0174199329 0,104032693 0971022368 0% 033 0p1 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO021730-18 140270 Cafecaid3-0- methylranferse 181834 2 15464 12202 13355 8530 11532 10049 12706 10302 12707 13704 10037 12105 004964192 0,222998452 0,121461375 045 018 027 UNCHANGED UNCHANGED UNCHANGED -
590N 0260022690-1A 42030 cotomer suburit gamma 252158 2 50806 51833 51084 55358 56618 55589 57143 53112 53398 51241 55855 54551 000073133 0,068156929 0,390405045 o1 009 003 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0007780-20 142030 puttive Nondlathin coa proten gamma- e protein 77545 7 19272 18393 20093 20985 17091 19162 16346 21841 18425 19252 19079 18738 089481719 0757765482 0862979909 001 -0 ) UNCHANGED UNCHANGED UNCHANGED -
S5pon 0160012500-28 Tam8.s SPFH/Band 7/PHB. ﬂvmam-wma\m:& membrane- 38468 2 22207 10490 22250 23189 26802 11639 34086 12370 2513 18316 20543 23656 0,730053287 0510542274 0,709210369 017 037 020 UNCHANGED UNCHANGED UNCHANGED -
55900 0560029720-18 Ta012.22 M’: ::I/::‘:: ::: E;’:‘J: n 1689,75 3 40481 36894 69503 45499 45545 0238 45613 33771 41020 48959 43761 0135 0645654164 0462962177 0,401935204 016 029 012 UNCHANGED UNCHANGED UNCHANGED -
Sspon.0260008520-14 401223 Thioredoxin superfamily protein 363362 3 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - - -
55900 0260008920-3C Ta012.23 Thioredoxin superarity prtein 340919 2 43239 49287 49076 47024 48175 49166 38332 88149 79040 47200 48121 68507 068027836 023977798 0,254284051 003 054 -051 UNCHANGED UNCHANGED UNCHANGED -
S590n.0360017020-30 TE2113 sutatvespliing factor 3 subunit 99425 7 38759 38988 40644 32687 31081 35980 27884 34479 37375 39464 33209 3326 0016336602 0,096213714 0,999155307 025 025 000 UNCHANGED UNCHANGED UNCHANGED
$5pon 01GOU04360-1P T5M1614 tbulin-tyrosine lgasedike protein 2 20318 2 41893 38017 35538 49040 429 51257 58991 57485 42392 38483 48308 52956 0024772843 0061427286 0,460863711 03 046 013 UNCHANGED UNCHANGED UNCHANGED
S5pon0260013470-2C TsM1626  probable Nesuccinyldiaminopimelate aminotransferase DapC 7857 6 44954 47285 42913 35477 41794 37506 47392 39374 41557 45053 38259 a4 0039139639 0,447164959 0210714719 02 <007 016 UNCHANGED UNCHANGED UNCHANGED
590N 0360021640-1A T5p19.80 snnamed protein product 166322 4 39494 40580 34105 39539 0702 41657 32895 46571 44010 38050 40633 41159 0,286453836 0,5415%9526 0,907254451 0o o011 -002 UNCHANGED UNCHANGED UNCHANGED
5590n.05G0013800-1A 60220 scofgutatione ysedie 164657 3 16938 24609 21563 18506 2704 19176 17580 15925 16190 21036 2028 16565 0,742854497 0,122380766 0,063593381 006 -034 028 UNCHANGED UNCHANGED UNCHANGED
55900 0360003720-1A 1701716 Nucleic acid-binding 0B ol e prtein 98764 4 39003 41980 39808 42301 39084 38429 28527 38466 35715 40266 39951 34236 0814327368 0,123013978 0,148635851 001 03 02 UNCHANGED UNCHANGED UNCHANGED
S5pon. 0460014930-1A TeL2318 tativeelongationfactor 1gamma 2 706386 5 167860 077 154329 167535 153569 167837 148000 167260 148503 164889 162980 154588 0,803992277 0,285146338 0,347640702 002 -009 008 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0460014930-28 TeL2318 longaton facor -gamma 2 313694 9 42912 43696 30923 54139 54580 55261 44408 ann7 1780 40510 54660 44189 0,007415172 0284330171 0,003281826 ) 014 030 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160006300-28 801120 ducan endo-L,-beta-lucosidase 3 precuror 118559 5 38802 29106 37302 20814 32051 34559 2333 38303 43591 35084 30608 34782 0,349435655 0,963814769 0,588670175 020 -001 018 UNCHANGED UNCHANGED UNCHANGED
S5pon0760015170-1A 80183 Jegumin-ke prtein 12012 8 38453 35999 39318 38079 52013 42526 37278 41736 39540 37923 44339 39518 021434725 0382168229 0,337405092 023 005 017 UNCHANGED UNCHANGED UNCHANGED
S5pon07GD015170-28 180183 leguninikeprtein 1162584 8 194709 172823 175430 155622 206984 154527 155144 191175 170996 180987 172378 172639 066803484 0531723504 0997741498 007 007 000 UNCHANGED UNCHANGED UNCHANGED
S-NYOTORYISOOUTYYI-LOA nYDIoIaSe- ik procein s

$5pon 08GD028750-10 T9E8.100 mitochondrial 394088 4 37540 38916 43700 30543 41029 26145 13029 31166 34407 40052 33905 26201 0,260660789 0,115484177 0,386025847 02 061 037 UNCHANGED UNCHANGED UNCHANGED -
S5pon.08G0006670- 1A T9E8.100 3-hydroxyisobutyryl-CoA hydrolase-like protein 3 218631 1 238435 231245 218506 225978 205635 242150 229076 266515 262413 229395 224588 252668 0,710600285 0,152900286 0,151719649 003 014 017 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0760000790-2C o023 PMwm’l:::::j::mWmm 19085 82 2 40276 50771 51251 57285 4411 54953 49289 58678 49920 47633 52126 52629 0434233498 0,330074056 0,925532649 014 015 -001 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0021360-2C TAFSE wanscrpton iiaton factr TID subunit 15 62173 3 18587 17982 21155 20090 16146 17817 15641 18784 20557 19201 18018 18327 0,460651409 0,626288497 0874350641 009 -007 00 UNCHANGED UNCHANGED UNCHANGED -

STl



Tabela Suplementar 1 — Cont.

Contiole TO_ Controle_T0_ Contiole_T0_AgNG3_05 T0 AGNG3 0,5 T0 AGNOG_ 05 T0 AgNO3_5 T0AGNG3 510 AgNG3_5_T0 _Contiole_T0_ AgNO3_05.T0 AGNO3_5_T0 TesieT TogzFaid Change CUTTTe
Acesso ondiogos de Descrigao mascore  pepideos  Coniole_T0 1 Contole To 2 Contole T0 3 AQNOG 05 T AGNOG0S T AGNOG0ST AGNOISTO AGNOGSTO ANOISTO VERAGR AVERASE T AvERAGE AgN0G 05 TOCo AGNOS S TaCom Agho0s Tung ARNSRAST agnos s To mglﬁﬁ AQNOS.05 TOCo  AQNOG_5 TaCont  AQNGS_05 To/Ag T
Avabdopsis 01 02 03 1 2 3 SO%T AgNoss O nwoleTo 10le_T0 NO3 5 T0 Contiole_T0 le_T0 role_T0 NO3_5 T0

S5pon 05GO019980-3C TAPAG PP2A regultory subunit TAPAS 36263 3 ) 10298 1324 11417 7956 12811 12105 12069 10521 10741 10728 11565 0995254013 059202181 0614516627 000 o011 X UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GD030010-18 — anslational-<ontraled tumor proein 2010 » 227089 233876 28223 263210 20302 208027 171362 182511 195988 236396 205053 183287 0248071681 0004947261 0001055722 005 -037 o0n UNCHANGED UNCHANGED UNCHANGED -
S5pon 04G0030010-2C o ansationaly-<ontroled omor protin 15807,54 B 277074 282194 294781 170079 315363 20276 254920 248520 299507 284670 2939 266316 0279620272 0357425517 047581599 031 010 02 UNCHANGED UNCHANGED UNCHANGED -
S5pon 04GO03310-1C ™ FANIS0 familyprotein 864924 20 150516 141478 168849 149224 155406 155561 156145 182997 163240 15314 153397 167461 0980396534 0290373867 0165443452 000 %) 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon 05G0024570-2C AL Lallotheonine sldohse 55772 2 0 317 73 8594 10218 757 8391 10148 70 5895 8650 8504 0093237049 0,097494999 0940222934 036 04 o) - - UNCHANGED -
S5pon 0260037480-18 s formate-tetahydofoate gse 96397 B 75460 66302 64636 58925 69073 68162 65529 67171 81480 68799 65387 71393 0505624348 0691647041 0374427688 -007 005 013 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01002471014 THARS Thteonine-{RNA ligsse mitochondrial 1 76657 8 45764 49336 52026 49164 38094 45924 44194 32887 38861 49175 44394 38647 0277574191 0,049956629 0282610215 015 035 020 UNCHANGED UNCHANGED UNCHANGED -
S5pon.06G0014140- 1A THY-1 Bifunctional dihydrofolate reductase-thymidylate 163591 7 35323 42700 42132 49581 41240 411 36152 48361 45323 40052 46181 43279 0,151669504 0,501099091 0,550419179 021 o011 009 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360022710-14 TIRAL Eukaryotc transaton niiation factor 3 suburitA 126513 19 37263 38378 45230 68344 48934 47234 45047 46258 41202 40290 54837 4182 0113977468 0252530749 0,199374478 ou 0B 031 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160014960-14 f— eukaryotc transaton intiationfactor 3 suburit e 258523 » 126831 123443 126428 137783 133119 130600 187720 15774 131828 127567 133834 159007 0053170106 0123933912 0197133413 o7 02 025 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260011690-14 TR Eukaryotc transaton niiation factor 3 suburit € 165465 18 66716 67990 79738 68025 71043 71412 59781 62697 71172 71481 70160 64550 0773060711 0266449181 0192264621 003 015 on UNCHANGED UNCHANGED UNCHANGED -
55pon.0360009580-14 TIFDL Eukaryotc transaton niation factor 3 suburit D 477,71 7 81287 9521 141964 124190 91921 93781 164730 82546 81258 106164 103207 109511 0898585666 0924438619 0843603424 -0p4 ) -008 UNCHANGED UNCHANGED UNCHANGED -
55pon.0360009580-1P TIFDL Eukaryotc transaton niation factor 3 suburit D 58813 6 10532 (=3 10546 14567 1702 13138 10852 045 11101 9891 13136 10336 003663597 0653110487 0056207819 [ 006 035 UNCHANGED UNCHANGED UNCHANGED -
55pon. 026004099018 TIREL 0s07g0167000 330734 1 96541 92488 102925 103609 84094 100541 77803 94630 93137 97318 96081 88540 0854071815 0228778342 0404915132 002 014 on UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760003290-20 TR Eukaryotc transaton niiatio factor 3 suburit F 261519 2 uar 115093 113979 112041 91154 18076 98280 97135 108703 114450 107090 101373 0418294508 0024034807 0557581947 010 -018 008 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0SG013190-14 TIF3HL Eukaryotc transaton niiation fctor 3 suburit H 287529 3 63764 68117 60045 64932 58094 60759 101866 75356 61478 63975 61262 79566 042615441 0266195906 020225917 -006 031 -038 UNCHANGED UNCHANGED UNCHANGED -
55pon.0160004590-14 TR Eukaryotc transaton niiation factor 3 suburit K 219722 1 77572 75527 72101 79582 70504 75734 100973 82456 77418 75067 75273 869 0949674419 0180648021 0200667509 00 [ -021 UNCHANGED UNCHANGED UNCHANGED -
S5pon. 04G018470-1P T2 eukaryotc nittionfactor 4 20080,11 Ed 545496 530709 552195 596911 31454 552665 554822 601176 592841 542800 560343 582946 0436210166 006190766 039373246 005 o1 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260009220-28 ™ Triosephoshate isomerase, hloroplastc 921064 19 1212 130668 115386 130148 120046 125079 136309 139846 138397 122492 125091 138184 0650442425 0026276541 001331708 003 o 014 UNCHANGED UNCHANGED UNCHANGED -
55pon.0260009220-14 ™ Trosephosghate somerase, chlroplstic 8699,74 7 183084 197024 173983 15313 140891 146380 155640 15979 158024 184697 146395 157781 0007012305 0016717384 0034338119 034 03 011 UNCHANGED UNCHANGED UNCHANGED -

MItoCNonGrial IMpO Inner memorane transiocase suount
S5pon 0260033790-1° TIMe-2 TIMe-2 57509 6 32734 36987 a3 46591 36432 4251 32000 34384 39522 37385 1758 35316 0,342839565 0593415144 0,154905405 016 008 024 UNCHANGED UNCHANGED UNCHANGED -

MItOCNonGrial IMpOTT Inner me morane transiocase suount
Timg

$5pon 01G0000820-28 ve 214827 3 15187 16890 16963 17237 17504 14806 16218 18612 16790 16346 16516 17207 0878138821 0,405410233 0571085128 op1 o7 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260029130-1T ™9 Mitochondrial import inner membrane translocase subunit 151218 3 24972 33861 32295 28037 28020 14217 13492 24546 22691 30376 23624 20243 0,264197445 0,081725551 0,608568744 037 059 021 UNCHANGED UNCHANGED UNCHANGED -
S590n.0860016220-1A w1 ”mm‘az“fmmmm 574829 7 1821 130719 123992 139353 152125 147797 153572 129348 140641 132344 146425 141187 0097506702 037232186 0545493264 015 009 005 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.05G0013470-1A w2 ransketolase, chloroplastc e 60308 3 30665 31814 46919 53324 37099 36103 37761 35591 36988 36466 175 36780 0497175331 0,955462692 0,391220694 021 oot 020 UNCHANGED UNCHANGED UNCHANGED -
$5pon01G027230-2C VKL Receptor ke kinase THI2 40363 3 33222 30619 52967 26381 31500 28395 37434 26604 30814 38936 28759 31631 0230980815 0397774179 0455151169 04 -030 o1 UNCHANGED UNCHANGED UNCHANGED -
590N, 0460001460-1A TMNTL ransmembrane 8 superfaily member 11 143044 10 44459 48037 53763 59941 48002 55432 77068 48478 53303 48753 54471 59616 0263689218 030502803 0616604095 016 029 013 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08G007110-3C iy wansmembrane 8 superfamiy member 7 41904 2 22430 24249 29086 29316 2527 28048 10291 25382 21808 25255 27663 19160 0362105473 028713549 0,145970634 013 040 053 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160036990-18 064 wranslocon of outer membrane of chloroplast3s 1803,94 6 103817 119347 147875 153585 127030 128630 147165 140465 135515 123680 136415 141048 0457543922 0262715935 064227261 014 019 005 UNCHANGED UNCHANGED UNCHANGED -
55900 0360000390-1A ToM20-2 itochondialimpor receptor suburit TOM20 25234 6 37386 32169 30496 58938 a71s 38394 37134 38346 34139 33350 47016 36706 0,10321995 0248865625 017750379 050 014 03 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0160015020-30 ToM2A Tobamovirus muliplation rotein 24 63233 2 21202 20545 23630 14778 20195 17706 21065 20770 20023 21812 17560 20752 0081386686 0,338484667 0,112796281 031 <007 -0 UNCHANGED UNCHANGED UNCHANGED
55p0n.0360016680-28 ot Mitochondralmpor receptor subunit TOMA0-1 271568 9 7331 74599 79936 93759 7401 74293 40159 75519 7728 75988 80691 64302 0,529206447 0,393989692 0,208726957 0o -0 03 UNCHANGED UNCHANGED UNCHANGED
5570n.0160008650-1A ot Mitochondralmpor rceptor subunit TOMA0-1 138215 5 75687 81854 82503 74586 75705 75642 40830 66559 80320 80015 75311 62570 0,099531466 0212592571 033292157 009 -035 027 UNCHANGED UNCHANGED UNCHANGED
S590n.0160045120-18 Tovs Mitochondralimpor receptor subunit TOMS-lhe protin 310637 3 29546 31767 20511 26850 32541 27041 62533 20056 30019 30275 28344 38870 0,53340484 0512755491 0,457850625 006 036 043 UNCHANGED UNCHANGED UNCHANGED
S5p0n. 0460030560-1 ToPPs sineftheorine protein phosphatse #21 105169 5 33591 34549 37229 43595 34686 39337 2379 30119 30535 35123 39206 28149 0217617613 0,045883321 0,030545681 016 0 048 UNCHANGED UNCHANGED UNCHANGED
5570n.04G0006800-3C e Tripeptiy-peptidase 83298 8 27012 25824 28038 29296 2323 21458 37804 2754 31302 26978 2505 31287 0458467213 032285216 0,228557501 o1 021 -032 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0660010720-28 ToRL ramosa 1 enhancer locus 2 131981 u 56810 55592 62072 54049 54497 53031 49618 47502 61343 58458 53859 5281 0119061494 0311761593 0822245277 o 015 003 UNCHANGED UNCHANGED UNCHANGED
S590n.0160006700-1A ToRL Protein TOPLESS 114800 2 44430 41690 42802 39900 39639 40005 31987 31107 39219 42087 3048 34100 0017309884 0,029863321 0,089312329 o1 03 02 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760016340-1A TPRI0 Ju— 49302 3 31803 36082 31063 31953 26497 27296 27267 3043 32160 32996 28582 29858 012838759 0211170331 0,595619274 021 o1 006 UNCHANGED UNCHANGED UNCHANGED
S590n.0360017500-1A TR oplesreledt 73982 1 10385 10243 11296 15309 15837 12918 11089 10649 12466 10641 14688 11401 0013379989 0,300035797 0,035351909 046 010 037 UNCHANGED UNCHANGED UNCHANGED
$5pon 04G0001910-28 TesiL ehaose-Sphosphate synthase 49882 4 47619 46268 42469 44344 0211 43200 32083 2188 44256 45052 42785 32802 0267103379 0127175267 0202498118 009 047 038 UNCHANGED UNCHANGED UNCHANGED
55p0n.0260015060- 1A TPS6 Alpha,alpha-trehalose-phos phate synthase UDP-forming] 6 1084,33 10 32279 27685 30515 30434 26612 27780 22129 31202 29002 30160 28275 27485 0,342715898 0,422657741 0,792673129 009 014 004 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0031200-18 o7 ehaose-Sphosphate synthaseds 70005 0 28046 25999 206 32091 26930 29116 31133 30886 32301 25620 20379 31040 0177953772 0032024031 0256508421 020 030 010 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0007190-1A 7 R ot i 51418 6 9612 9502 8641 9969 10337 9534 6259 10208 10849 9265 9946 9135 0154975589 0934445117 0609355161 010 00 012 UNCHANGED UNCHANGED UNCHANGED -
provaste a1pna,ai pna-trenaiose- prosprate syntnase ULy
S5pon07GD004220-1A s forming) 7 46880 7 13871 12395 11665 13550 13120 12082 12655 101 13320 12644 12985 12665 0672112013 0978552924 0578158422 [0 000 o UNCHANGED UNCHANGED UNCHANGED -

S5p0n 0360000100-1A TRA2 transaldolase isoform X1 9472,94 19 144597 169820 118083 12412 140184 137255 157576 152626 145198 144167 133884 151800 0,548781045 064537172 0,042226927 011 007 -018 UNCHANGED UNCHANGED UNCHANGED -




Tabela Suplementar 1 — Cont.

Contiole_T0_Contole T0_ ContoleTO AGNO3_05 T0 AgNO3 05 T0 AGNOG_05 T0 AQNOG_5_T0 AGNG3 570 AGNO3 510 Contole T0 AGNO3 05 T0 AgNOS_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso Ontelogos de Descicao mascore  pepideos  Convole T0 1 Convole T0 2 Contole T0 3 AQNG3 05T AQNGB05 T AQNGB0ST AGNOG5TO AGNOG5TO AGNGG5TO VERASE L AVERRSE " ivemace  AgN03 05 TOo A3 TOCent Aghoo0s Tung QRIS Agnos s To mglﬁﬁ AQNG3.05 TOCo  AQNOG_5 TaCont  AQNGS_05 T0Ag  Clusirs._
Arabdopsis 01 02 03 1 2 3 5057 AgNoss O nwoleTO 10leT0 NOB_5.T0 Controle TO le_T0 role_T0 NOB_5.T0 T

T e [E———— T8 12 0T T 8 0 076 T B 3L £ 20 2 i) 07788555 790106315 07708 o o 008 UNCRANGED UNCRANGED UNCHANGED -
$5pon 0160030300-1A e tiaredoxin Hype 5 467876 8 83343 89492 101684 78767 102345 87395 1nun 95328 90138 91506 89502 99626 0829974787 0412123215 0362511547 003 012 015 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760000910-28 . ypothetca protein BOAB6 096201700 2205263 5 11106 8781 8723 13746 13200 10931 7350 12476 10658 9537 12656 10162 0,05652096 0,730766856 0224112215 o041 o0 032 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0260023270-1A — Thioredonin e 19672,59 1 349986 374460 346536 366947 332738 360571 405796 372181 337350 356994 35319 371777 0,806949498 0531773811 0458050874 001 006 -007 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760000910-1A — Thioredonin e 2355385 1 375042 371912 351217 407317 406948 389973 376780 42182 423735 366057 401413 407266 0019839722 0072354018 0737631698 013 015 002 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0360008460-2C ™ trearine synthase 208447 5 48629 49163 53284 53015 52532 53755 32823 39067 68416 50359 53101 46768 0,144161202 0761970831 0,594993845 008 o1 018 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0760002850-3C ™ Threonine synthase,chorolasic 136621 10 18884 21555 27996 18210 16416 21054 4992 13872 25796 22812 18560 14887 0232322243 0296463918 0584020052 030 082 032 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160062140-1D ™2 Trptophan synthase alphacha chiooplsti 41240 2 5627 9759 10516 8123 6588 71 0 10884 8240 83 7307 9562 0,449184888 0,565570706 0791947221 02 015 039 UNCHANGED - - -
S5pon.06G0011870-1A = Trytophan synthase beta chain 2, choropasic 163,77 6 31005 35035 37805 43975 42952 a8 43064 53620 52882 3478 42918 49989 001732339 0,016391207 0,100786764 030 052 02 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO011310-3C - TUDOR SN protein1 268998 a 229654 194567 168429 178822 191159 186256 149494 166962 176883 197550 185412 164446 0539116343 0,164141575 0075172542 009 026 017 UNCHANGED UNCHANGED UNCHANGED -
$5pon 04GO011310-1A ™ TUDORSN protein 1 230154 u 70625 59835 51797 42539 7612 46390 50525 56429 59782 60752 46180 55579 0057798762 0,44339089 0,0299779% 080 013 027 UNCHANGED UNCHANGED UNCHANGED -
S5pon 0160011480-1A 2 uric acid degradation bifunctional protein TTL-lke isoform X1 73983 3 12667 20884 13466 18759 17198 17038 0 16134 17560 15672 17665 16847 0,497489237 0,513916052 0,318941043 017 010 007 UNCHANGED - - -
55pon 026000459014 TuB3 sphatubulin B 2 27902 218445 215602 198088 188322 204329 166762 203925 203570 220650 196913 191419 0016363401 0085731274 0,698161857 016 021 oo UNCHANGED UNCHANGED UNCHANGED -
590N 0160027630-1A TuB wbulin algha chain 2408535 s 567542 561420 523864 502287 519496 554737 541919 536809 515308 550942 525507 531345 0284682698 0285330828 0754848218 -007 005 002 UNCHANGED UNCHANGED UNCHANGED -
55900 0160029070-1A TUBG wbulin lpha-3 chain 1954846 2% 301001 301101 297827 298331 265396 300773 320855 33258 314835 299977 288167 322649 0360907146 0012226714 0,050909926 -006 o1 016 UNCHANGED UNCHANGED UNCHANGED -
590N, 08G0018850-2C Tuses bulin beta-7 chain 3891119 0 210 233104 211123 201811 203260 209636 238684 228405 221606 21777 204902 229565 0067934963 0388803464 0011061952 o1 005 016 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0016270-1A TUBBG buln btz chain 3748062 2 428100 422235 20413 419001 414850 426527 325555 407689 366774 433209 42026 366673 0215900539 0,056880075 0089473833 -0p 024 00 UNCHANGED UNCHANGED UNCHANGED -
S590n.0760007950-28 TuBEE bulin betachain 1983288 8 9626 9593 9953 9127 8046 835 840 8936 8686 o724 8536 8154 0024182116 0,079348555 0629697464 019 025 o007 UNCHANGED UNCHANGED UNCHANGED -
590N 04G0017520-1A Tuses wbulin beta chain 4036757 8 170571 179942 162798 176206 173246 180467 183159 175820 170055 171103 17640 176345 0361714692 0,448230543 0949030672 005 004 000 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0009080-1A TURA clongationfactor Tu 279713 Y 96688 87175 97517 67545 80680 75028 63536 74313 85515 93793 74418 74155 0018482102 0054026235 0,99271578 03 033 000 UNCHANGED UNCHANGED UNCHANGED -
55900 016003295027 TUR2 longationfactor Ty, mitochordril 20470,01 % 260700 271230 265803 286650 231012 263038 270770 258113 262175 265911 260233 263686 0746740896 0,66790029 0844931597 003 -001 -002 UNCHANGED UNCHANGED UNCHANGED -
S590n.0660010530-1A w2 Valie-tRNA ligase mitochondrial 1 133838 B 2232 29840 239 34477 29480 31515 28238 32915 26504 25022 31820 29232 0062450861 0223710801 0340029871 035 02 012 UNCHANGED UNCHANGED UNCHANGED -
$5pon 06G034230-10 e Valie-tRNA ligase mitochondrial 1 13352 n 36904 39759 37766 39800 36008 37577 37790 37439 35520 38143 37795 36918 081413905 0327761832 0,538655311 -001 -005 003 UNCHANGED UNCHANGED UNCHANGED -
S590n.0760012600-1A uA Ut small nuclear dibonucleoprotein A 61587 2 33914 30175 31118 43100 34068 36430 31147 34114 30564 31735 37866 31941 0,104401572 0901932835 0,112284341 025 o1 025 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160032980-1A ™ U2 small nclear ribonucleoprotein 288394 10 397634 a378a1 379503 62317 52022 62263 660411 568568 501403 405006 589534 578128 0008228938 0026314102 0,853958803 054 051 003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760021680-18 V2ARSA solcing actor U2af 38 K0 subunit 113833 3 0932 36704 36711 57517 43515 38783 23135 42195 52518 38116 46605 39383 0216985451 0891738888 052165592 029 005 024 UNCHANGED UNCHANGED UNCHANGED -
55900, 06G0017490-1T V2AT5A Splicing factor 2af lrge subunitA 239,24 8 9049 966 11557 13290 10111 13624 13231 11690 13976 10157 12302 12966 0178695283 0,048298988 065778188 028 035 -007 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0660027390-2C V2AF65B RN slicing factor] 319715 7 39642 an0 50627 46522 38763 45291 4126 38687 44780 44496 43526 41564 0821592685 0,470902633 0547261745 003 010 o007 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0760027970-18 ™ Ubiqutin-activating enzyme £12 685,34 13 292697 296894 281123 30412 280968 308277 218191 301596 310301 290238 207552 276696 0490369532 0672442768 0532176318 004 -007 010 UNCHANGED UNCHANGED UNCHANGED -
55900 0260000460-28 ™ sbiuitnactvating enayme E13 soform X2 119480 1 53300 56051 56047 61124 51259 64400 16452 56239 61524 55132 58928 44738 0402194232 0506309248 0390927417 010 -030 040 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0017040-28 UBA2A UBPL-associated protein 24 53329 3 34091 31263 3340 28458 28727 26508 31867 30149 30540 32932 27898 30852 0010361484 0,106282853 0027509845 024 -009 015 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0560022650-2C UBAZE UBPL-associted protein 24 12312 5 57341 60714 55060 52888 4824 51684 54704 57767 59289 57705 50932 57253 0034832017 0,841975664 0,031230753 018 -001 o017 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0360011340-28 UsaC UBPLassociated protein 2 6361,76 1 175114 188337 191106 152781 146879 144538 165845 170522 178090 184852 148066 17186 0,002616691 0,093146816 0,005655729 03 o1 021 UNCHANGED UNCHANGED UNCHANGED
S5pon.0360003870-14 uscit ubiquitin-conjugating enzyme E2-17 kDa-lke isoform X 124081 2 0 0 0 0 0 0 0 0 0 0 0 0 - - - -
S590n.0260039310-1P Ui ubiquitin-conjugating enzyme E2 5A-lke 469796 4 102631 186580 168662 98104 113073 99893 112267 110553 139760 152624 103690 120860 0132504706 0,308111661 0,179768897 056 -034 02 UNCHANGED UNCHANGED UNCHANGED
55900 0360009210-1A UBG6 ubiquitn-corjugating enzyme £2.35 1433841 7 186656 195081 195359 181882 187650 166641 112095 160286 178151 192365 178724 150311 0,118710407 0,100957296 0,239484779 o1 -03%6 025 UNCHANGED UNCHANGED UNCHANGED
590N 0260016750-1A U8G5 Ubiuitinconugstingenzyme 550282 2 s 5028 12674 613 11 e 11353 %70 0 8638 an 10512 0,163778286 0716155119 0,491548715 107 08 135 UNCHANGED
55p0n.0660025680-18. UBp12 Ubiqutin carboryhteminal hydroase 13 128316 n 7832 6554 893 10513 8868 10408 818 10229 9183 7560 9930 9187 0,033317649 0,109970648 0,406624493 039 028 o011 UNCHANGED UNCHANGED UNCHANGED
S5p0n.026002723-1A P12 sbiguitnGterminal hydrolase 12-ike lsoform 2 120980 4 3026 28098 28699 35411 32590 37051 21934 32800 34671 30941 35017 20815 0,116915919 0911171115 0,281604225 021 003 03 UNCHANGED UNCHANGED UNCHANGED
55900 0260042210-18 Usp13 Ubiquitin carboxylterminal hydroase 13 155767 1 30803 31049 32206 3005 27375 26714 20631 30281 32634 31353 2805 29182 004031341 0,642059917 0,809607563 016 010 006 UNCHANGED UNCHANGED UNCHANGED
S590n.0260042210-2C Usp13 Ubiquitin carboxylterminal hydroase 13 147268 B 49984 50777 52861 45700 44779 45523 33120 46298 48340 51207 45330 42787 0002885998 0,16522898 0,630630731 018 026 008 UNCHANGED UNCHANGED UNCHANGED
$590n.0260027190-2C P13 Ubiqutin carboryhtermina hydroase 13 120980 B 23455 19567 20994 27478 36525 25122 13838 19871 20680 2672 29709 19450 0,140234669 0411525792 0,003192398 039 022 081 UNCHANGED UNCHANGED UNCHANGED
$5pon 0360022020-2° P14 Ubiqutin carboryhtermina hrolase 158610 15 28398 28488 27970 37007 33130 35965 16084 37410 41230 28285 35367 31574 0,00375321 0,695839224 0,656575516 032 016 016 UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0022020-1A P14 Ubiqutin carboryhtermina hrolase 17540 n 18695 19151 16924 18736 19600 1794 12184 15281 1731 18257 18767 15066 0,57119551 0,141020987 0,001397188 004 -028 032 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03G0013410-28 eps sbiuitncarbonyhterminal hdrolase 6 143769 7 1697 18298 18923 22095 852 14921 20823 10316 16466 18063 15456 15868 0572484218 0,518299355 0,940598665 02 019 -0p4 UNCHANGED UNCHANGED UNCHANGED -
S5pon 03GO0I3410-1A =2 ubiquitin carboxyl-terminal hydrolase 6 233,08 7 55012 62939 59278 73556 65631 56020 36900 51860 59696 59076 65200 49087 0320117475 0246413688 0,131889292 014 026 040 UNCHANGED UNCHANGED UNCHANGED -
S5pon 04G0000290-28 o siguitncarboryterminal hydrolase 2-ike saform ¥1 132145 5 40137 3843 4023 36850 36051 38510 40076 32855 38470 39774 37137 37130 0034207027 0,301605092 0,998879661 010 010 000 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Controle_T0_ Contiole_T0_ Controle_T0AgNOS_0,5_T0 AGNO3_05 T0 AgNG3 05 T0 AGNO3_5_T0 AgNO3 570 ANG3 510 Contiole_TO AGNOB_05T0 AGNG3_5_T0 Teste T Tog2Foid Change CUTTTe
Acesso ondiogos de Descrigao mascore  pepideos  Contole_TO 1 Coniole T 2 Contole T0 3 AQNG 05 T AGNOS.05 T AGNOG0ST AGNOD5TO AGNOISTO ANOISTO VERASK AVERRSE  AVERAGE AgN0G 05 TOCO AGNO3S TCom AgN0305 Tuag SENSEAST oo s To Wﬁﬁ \gNGS_05 TICo  \gNS_5 TOCont  (gNGS_05 T0Ag  Slusiers.
Arabdopsis 01 02 03 1 2 3 5 ' AgNG35TO  nwole TO role_T0. NG3_5 T0 Contiole_T0 le_TO role_T0 NG3_5.T0 T
T Tan Ubiquiin catbonyterminal hydrale 3 O3 T b E T T85 07T BT Ty T i3 0767 fii z3 TTBS06558 TBIT6ITS: TRS0G02608 e 07 [ UNCRANGED UNCRANGED UNCRANGED g
$5pon 0560026170-18 SR Cochrome b conplexsuburit Rieske, mitcchondrial 255,11 5 2997 31099 31922 29827 27055 31080 25591 24692 28991 30996 2920 26425 0272331334 0,032748085 0,176863848 008 03 015 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460011390-28 R Cochrome bt conplexsuburit Reske, mitcchondrial 209,72 5 13237 12995 11920 10598 1177 10022 11366 10574 12485 12718 10599 11462 0015599857 0137119248 0246812501 026 015 o1 UNCHANGED UNCHANGED UNCHANGED -
S5pon 04GO013370-1A vevie siquitn-conjugating enzyme spm2 197633 3 81299 105443 97628 75584 84977 84324 55146 61572 72252 94790 81628 62990 0163849284 0021574626 0033098519 02 -059 037 UNCHANGED UNCHANGED UNCHANGED -
55pon 01G0006050-1A s UDP-gucose 6 dehydrogenase e 972401 2 125689 124753 153735 124660 128221 123785 127602 125731 132631 134725 125555 128588 0393776079 0561889638 0277222099 010 007 -003 UNCHANGED UNCHANGED UNCHANGED -
S5pon0160023150-28 s UDP-gucose 6 dehydrogenase 621700 19 19925 14636 2029 2171 20369 15572 26333 20756 21155 18064 19037 2218 07126301 0133811116 0212852111 008 03 026 UNCHANGED UNCHANGED UNCHANGED -
S5pon01GO023150-1A veos UOP-glucose &-dehydrogenase 5098,09 19 a9 4150 874 7080 816 595 7100 5734 6506 nn e 647 0934372285 0610105617 0427157027 003 019 016 UNCHANGED UNCHANGED UNCHANGED -
55pon 026000975014 ez} bifunctional UDP-glucose 4-epimerase and UDP-xylose 4 34969 3 2048 16464 21298 14844 17164 18186 23026 17287 19054 19370 16598 19922 0209035543 0825550436 0,195144264 02 0o 026 UNCHANGED UNCHANGED UNCHANGED -
54900, 0260008310-1T [ UDP-gucose pyophosphonase2 2030481 31 32077 31893 30419 33367 36023 38911 54791 40535 39961 31463 36100 45096 0051217844 0,049096901 0,153031928 020 052 032 UNCHANGED UNCHANGED UNCHANGED -
590N, 0460020320-1A [ UTP-glcose khosphate  widhvarferase e 5348,99 8 22601 24015 13329 16038 18843 15554 24348 11480 15136 19982 16811 16988 0416859455 0,587960349 0,966519315 -025 03 -0 UNCHANGED UNCHANGED UNCHANGED -
55900 0260010890-3 w2 Uridine Kinaselike protein 2 chloroplastic 29375 2 21402 a7 18043 33786 26105 22073 22180 32500 22415 20403 27988 26365 0075910217 0,149792368 072560576 046 037 0o UNCHANGED UNCHANGED UNCHANGED -
$5pon 07G0033930-1C w1 E3ubiguitin-protein gase UPLL 40516 1 30045 32093 33170 37951 39063 34626 ane 42569 39243 33103 37214 41179 0046874083 000212472 0075897638 017 031 015 UNCHANGED UNCHANGED UNCHANGED -
$5pon 07G0006ST0-1A w Uracil phosshoribosykransierase 396424 6 39412 43083 394 34801 38293 35137 34093 39112 50461 40613 36077 41222 0,052523368 0,908853826 0,358846882 o7 oo 019 UNCHANGED UNCHANGED UNCHANGED -
55900, 05G0011080-3C e Uraiclets receptor WRE-fle 94492 7 30912 35593 34237 25887 29789 23664 2274 20255 26166 33581 2647 22898 0,034602065 0,008519102 0,2276%0765 0% 055 021 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0760009570-3C s UOP-glicuronic acd decarborlase & 83359 4 13763 12270 12469 14402 15665 16109 15569 1635 14829 12836 15392 15581 0,0212002 0,012914798 0792876269 026 028 -0 UNCHANGED UNCHANGED UNCHANGED -
55pon 01G0048460-1P VAPT2S Vesicle-assocated membrane protein 725 37854 3 29953 30358 27197 34378 32507 30019 44306 25019 2812 29169 32302 32732 0122949688 0,598472699 0,948673651 015 017 002 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0004650-1A o hancer of mRNA-decapping protein & 418567 E 470 46168 49976 60232 53860 60628 46576 58194 54024 47951 58200 53065 0013813317 0,22810854 0,271833459 028 015 013 UNCHANGED UNCHANGED UNCHANGED -
55pon 04G0004650-28 o enhancer of mANA-decaping protein & 371136 o 53907 56385 58001 66289 53951 67377 65882 71145 67149 56098 62539 68059 0222774311 0,003807775 0,205271508 016 028 o UNCHANGED UNCHANGED UNCHANGED -
590N 0260016020-1A VOACL vohage-dependent anion chamel protent 16930,07 B 377258 334370 334674 374682 357690 350142 338697 368308 363161 348767 360838 356722 0492270179 0662797728 0742032419 05 003 oo UNCHANGED UNCHANGED UNCHANGED -
$5pon 03G0007740-1A VoACL auter mitochondrial membrane proten porin 846051 15 279627 255217 257614 260015 274181 209672 191398 259408 274738 264153 247922 241848 0,48422897 0451477669 0,859220894 -009 01 004 UNCHANGED UNCHANGED UNCHANGED -
590N 0360012370-1A VOACL outerplastdial membrane protin porin 84322 2 46659 51222 33667 57286 59754 29311 28172 50181 55014 43849 48784 44156 0,6793609 0,953597956 0,752065156 015 oo 013 UNCHANGED UNCHANGED UNCHANGED -
55900 0160005630-1A [ Mitochondrialouter membrane protein porin§ 514384 5 89631 84637 97255 74409 90383 77955 64261 64359 72153 90508 80916 67124 0189533953 0,006288354 0,06496642 016 083 07 UNCHANGED UNCHANGED UNCHANGED -
S590n.0760003280-28 VOACE Mitochondralouter membrane proteinporin2 1748314 10 266352 264345 256066 208198 204097 187249 126419 194889 229760 26254 199848 183689 0,000949281 0,061296562 0,629958318 039 -051 012 UNCHANGED UNCHANGED UNCHANGED -
S590n.0760003280-1A VOAG vohage-dependent anion chamel protein 2 152393 © 104333 103782 100304 159213 156076 143193 88445 136348 160744 102806 152828 128512 0,000588143 0,203448383 0,32705565 057 032 025 UNCHANGED UNCHANGED UNCHANGED -
590N 04G0017180-1A VHAA Vetype proton ATPase catalytcsuburit A 879889 3 88109 82044 81296 83852 90613 88820 98530 84730 82696 83816 87762 88652 0,252965155 0,422794971 0876345633 0o7 008 001 UNCHANGED UNCHANGED UNCHANGED -
55900 04600171802 VHAA V-type proton ATPase cataytc subunit A 8061,38 30 110006 109059 106140 94194 106768 95354 91004 95307 105295 108402 98772 97202 0,082460036 0,063213023 0,801065862 01 016 o UNCHANGED UNCHANGED UNCHANGED -
S590n.08G0004370-1A VHAA V-type proton ATPase cataytc subunit A 707,50 30 106316 95722 95186 85898 101119 92439 92756 87820 99901 99075, 93152 93492 0357987136 0,330395382 0,954770534 00 -008 -001 UNCHANGED UNCHANGED UNCHANGED -
S590n.0160037280-2C Vs V-type proton ATPase subunit 33 73526 © 45280 39663 43085 39988 aas71 43890 39044 36798 39393 42676 42816 38412 0,951653487 0079699123 0,05169212 000 015 016 UNCHANGED UNCHANGED UNCHANGED -
55900, 0860007100-28 VAR vacuolar ATP synthase suburit 8 1385695 % 208009 210779 198983 188797 2517 201078 22901 202052 198389 205924 201464 209981 0,616952865 0,711034034 0520377146 003 003 006 UNCHANGED UNCHANGED UNCHANGED -
55900, 0760000200-1A VA V-type proton ATPase subunit 352,54 16 17184 17441 15674 17413 15688 16702 5286 15496 16897 16766 16601 12560 0,835381406 031913332 0335321833 001 0@ 040 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0760017580-28 s V-type proton ATPase subunit 32917 k] 126454 124024 124976 114080 150599 156482 100968 149339 155887 125151 140387 135398 0315272135 0,586193273 0,830302616 017 o011 005 UNCHANGED UNCHANGED UNCHANGED
S5pon0760017570-1A s V-type proton ATPase subunit 323975 5 0 0 0 0 0 0 0 0 0 0 0 0 - - - -
5590n.0560036980-10 VHAD V-type proton ATPase subunit D 70166 3 24281 22950 27876 27141 28053 27877 %73 27080 28919 25036 27691 21957 0,150920022 0,647688437 0,39850482 015 019 03 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0360012320-1A VA2 arobable V-type proton ATPase suburitd 152,23 9 63698 39922 48583 72583 75109 55526 35005 57301 53117 50734, 67739 48474 0,140768817 0,82807503 0,104384576 oA 007 048 UNCHANGED UNCHANGED UNCHANGED
55700 0360009900-28 VHAEL V-type proton ATPase subunitE-ie 3703.21 8 151094 105599 97539 92653 167863 98615 96892 101320 99632 118077 119710 99281 095827713 0,323871006 0,445615103 oo 025 027 UNCHANGED UNCHANGED UNCHANGED
55900 0260041180-2C VHAGL Jacuolar ATP synthase subunit G 1825404 5 164484 175643 175770 132002 152811 150290 56683 158566 176755 171966 145034 130668 0,02342513 0333159352 0,724140543 025 040 015 UNCHANGED UNCHANGED UNCHANGED
5570n.0260005640-28 VA V-type proton ATPase subunit H 106656 3 49184 42617 52233 46162 50546 51704 37113 49777 55356 48011 49471 47415 0,681280069 0,926812292 0,734622866 004 -002 006 UNCHANGED UNCHANGED UNCHANGED
S590n.0260028660-1A Ve WO repeat-containing protelnVP3 133351 4 1911 43578 46755 35500 36794 39276 25935 45084 am 44081 37190 38064 0,018703686 0,392063027 0,894999312 025 -021 003 UNCHANGED UNCHANGED UNCHANGED
$5p0n.0560030500-18. Vet Vacudlarsortingrecepor 659,17 5 12612 16556 22299 17429 18486 21363 16626 17402 18356 17156 19093 17475 0559684769 0,916432257 0,274040619 015 003 013 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0760014250-28 Wit scetylomithine amintransferase, mitochondril 65758 3 19383 20053 18029 20603 24973 21858 15008 20810 26601 19422 22680 20806 0098609185 0,704443517 0,665356572 021 010 o011 UNCHANGED UNCHANGED UNCHANGED
55900, 0260004240-2C wepL WeP domi-<ontaiing protein2 2663,27 7 39794 32968 27380 37413 36560 41390 34614 52675 44235 33381 38850 43801 0,261688334 0173921233 0,376956863 020 039 019 UNCHANGED UNCHANGED UNCHANGED
S590n.0760000930-3C XBCP3 acalinrelsted lectn3 178671 5 52078 44930 46240 45180 36070 49930 36219 50836 38921 a7mg a3m7 41992 0,436543729 0313602778 0,786847581 01 019 006 UNCHANGED UNCHANGED UNCHANGED -
$590n.0260002670-1A X lulose Kinase: 50669 8 31503 34066 3593 29973 23562 27891 2398 30403 30322 33857 27142 28211 0,042237743 0,087140632 0,72782987 0 -026 006 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01GD033T0-1A xPo1 Protein EXPORTIN 14 69434 6 aan? 39927 42207 41394 45182 44579 61139 45113 45646 42287 43718 50633 0,4750%8176 0,199466819 0,268469003 005 026 021 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0160033570-1P Yoo Protein EXPORTIN 14 54791 3 50040 62624 62980 57851 47931 53442 18310 49454 49988 58548 53075 39251 034629741 0,162950152 027189969 o1 -058 [ UNCHANGED UNCHANGED UNCHANGED -
$50n.0260020070-3D Yoo exportin 1A 43094 2 53892 50912 34258 64414 61740 61449 68286 63027 57227 46354 62534 62847 0058947786 0,074961183 0,929787585 ) [ -001 UNCHANGED UNCHANGED UNCHANGED -
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Tabela Suplementar 1 — Cont.

Contiole_T0_Contole 10 Contiole_T0  AGNOB_0,5.T0 ANOG_05 T0 AGNO3 05 T0 AGNGS 570 AgNO3 570 AgNG3 510 Contole T0AgNO3_ 05 10 AGNOS_5_T0 Teste T Tog2FoId Change CUTTTe
p. e AV prvrE TR :
Onélogos de scicdo max score  peptideos  Conuole T 1 Convole TO 2 Contole TO 3 AQNS 05T AGNC3.05T AGNO305T AGNO35T0 AGNG3 5T ANG35TO AVERAGE  PNEYEE  AVERAGE  AgNOB05TWCO AgNO3 S TaCont agNO3.05 TwAg AENOBOST \gnoa s Tw NOS 5T \gNO3 05 T0Co  \gNO3 5_TOCont  \gNO3_05 TUAg  Slusters_
Arabdopsis 01 02 03 1 2 3 —0 ANGROST agnogsTO  nwoleTO 10le T0 NO3_5.T0 1% Contiole_T0 o ole_T0 role_T0 NOB_5.T0 T
T ey P EXPORTIN A TIRT T ) T EE) T T T T T T w77 T T - - - - - - - - - -
$5pon 0860002570-1T XTH2S logucan endatransgluco lase/hydrolse protin 23 171852 7 25708 30277 821 36376 25267 29679 32861 36701 23974 21469 30041 31179 0291949282 0273108059 0,888968599 050 054 -003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360019530-28 Wit Ahancosidase 1 81598 1 52625 68633 66964 473 59094, 41124 50575 52770 52625 62741 49310 51990 0,139829872 010415623 0,639497662 035 027 -008 UNCHANGED UNCHANGED UNCHANGED -
55pon 06GO009580-1A YehRL Oblke ATPase 1 520051 5 26738 20350 24483 26289 22208 25103 24974 63344 51212 23857 24533 46510 0776618504 0,119648449 0,125848169 oo 0% 092 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0660009570-28 Yehrt Obgike ATPase 1 477953 u 12613 114608 110469 126137 119020 119867 119282 124595 128309 112563 121675 124062 0023094597 0016215397 0,526982657 o011 014 003 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0460011810-2C YUPSH123  ubiquitin-activating enzyme E1 domain-containing protein 1 22,15 9 32982 33970 32994 36777 39235 3727 47680 36696 34764 33315 37746 39713 0005761038 0,188055366 0655876923 018 025 -007 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0360006960-2D - ighosphonucietide phosphatase2 69189 4 3147 29333 35804 31762 26438 20824 27044 28262 29337 32361 2631 28214 0176744743 0,105899939 0592749175 030 020 010 UNCHANGED UNCHANGED UNCHANGED -
S5pon 01G0033960-1A ) cysatin 29152,63 1 301510 326397 253706 3319 325386 306478 326247 269770 264192 293871 321428 286737 0291393652 0,818488094 0,178401367 013 004 016 UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160024930-1P R dobulin Salklee 26927,15 7 422982 560699 53814 480972 589946 51282 558132 553927 459146 507485 528133 523735 0719542512 0776807718 0,927940602 006 005 oo UNCHANGED UNCHANGED UNCHANGED -
S5pon.0160024930-28 . dobulin Sallee 2613530 7 1118675 913517 1000798 693370 1152357 765916 1096901 1019153 1037764 1010997 870548 1051272 0414347619 056269817 027883706 02 006 027 UNCHANGED UNCHANGED UNCHANGED -
5490n.0160048710-2D . Globulin2 2330647 2% 699662 661423 767512 330480 901159 391120 397019 516355 626280 709532 540919 513218 0410408191 0054927089 0892643142 -039 047 008 UNCHANGED UNCHANGED UNCHANGED -
$5pon 016004077018 . asein proteinase nhiitor ke 1870411 9 75751 92004 55097 81470 81465 as595 1221 95660 70122 74280 8283 103001 04m1723ss 0296305881 0400804014 016 o 031 UNCHANGED ~ UNCHANGED ~ UNCHANGED -
5590n.0160040760-2C . cysatin 1615808 6 302400 31486 305497 278661 281729 268382 291713 208214 201210 307128 276258 23712 0004079803 0,066111077 0220770018 015 039 024 UNCHANGED UNCHANGED UNCHANGED -
55p0n 0160011020-1A . Nonspciicid tranfer otk 1 1448005 3 nms 659677 645302 548966 e7s231 621553 726551 672903 s64a01 731 615250 687965 0239882919 0654047 0154122239 o 003 016 UNCHANGED  UNCHANGED  UNCHANGED -
55900, 06G0002800-1A . idtranster protein 1259163 5 291521 315483 194075 176158 298318 183819 196307 231920 23964 267026 218098 217397 0410177332 0,268578205 0986736329 -029 -030 [ UNCHANGED UNCHANGED UNCHANGED -
Sspon.02G0041800-2C - xylanase inhibitor protein 1 precursor 11838,72 13 367970 369975 356430 296061 306505 264663 223042 264704 269396 364792 289076 252380 0,004655661 0,001838573 0,131040418 034 053 020 UNCHANGED UNCHANGED UNCHANGED -
55900, 06G0001460-1A . " 983982 7 38915 37599 41635 59032 52844 60851 0737 46380 40375 39383 57575 42097 0002525293 0243506881 0,008321198 055 o1 om UNCHANGED UNCHANGED UNCHANGED -
S590n.0660001460-28 . e 980817 7 106696 103088 114155 104782 93798 108010 124791 142079 123682 107980 102197 130184 0344250354 0030770496 0,018950069 -008 07 035 UNCHANGED UNCHANGED UNCHANGED -
Sspon.02G0026790-1A . lanase inhibitor protein 1-le 7156,00 10 104796 104431 103109 91228 101123 81969 72538 79390 80155 104112 91440 77361 0,084637658 0,0004157 0,080076436 019 043 024 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260004830-1A . solygalacturonase nhibitr 1 precursor 697714 1 172709 172887 160212 15179 141159 118558 127354 169573 132515 169936 13771 143147 003261045 0,120224651 0735792265 031 025 006 UNCHANGED UNCHANGED UNCHANGED -
55900 0160008640-1A . Jote embryogenesis abundat protein Ll 623520 n 208577 21733 25%09 95662 238247 127658 141140 198562 26525 29973 153856 195409 0,172030317 0367945076 0475735942 -058 03 034 UNCHANGED UNCHANGED UNCHANGED -
$5pon 0260054580-1C . snnamed protein product 518997 4 71547 83172 76514 71591 98271 67778 47280 79883 77296 77078 79212 68153 0,843993573 046239146 0479471976 oo 018 02 UNCHANGED UNCHANGED UNCHANGED -
$5pon 01G0021020-1A . owetemperature-induced 65 Da protein 304,12 2 24767 25213 292 877 26810 12489 18185 20214 23287 22307 15892 20348 0,209277001 0,084638977 0465827833 061 024 037 UNCHANGED UNCHANGED UNCHANGED -
55900 0260029080-1A . ssmotinike protin 21522 7 132521 156616 142091 146325 166128 165111 177327 135217 128725 143743 159188 147090 0,179809071 0851532007 0,505011014 015 ) o011 UNCHANGED UNCHANGED UNCHANGED -
55900 0160021020-3C . owetemperature-induced 65 kD3 prtein 316819 » 20158 21252 20405 10606 29092 13149 21366 20480 26142 20605 17616 22663 0633176924 0314257084 0,450854487 03 014 036 UNCHANGED UNCHANGED UNCHANGED -
55900 0260054570-20 . unnamed protein product 2937,88 3 90381 107406 103677 109182 117912 107103 48891 113902 122458 100488 111399 95083 0,15004883 0831468194 0,525104473 015 -008 03 UNCHANGED UNCHANGED UNCHANGED -
55900, 0560031040-1C . embryonic protein DG 259745 4 25154 37325 26901 0 44278 0 22001 29727 40753 29793 44278 30827 - 0883789887 - 057 005 052 - UNCHANGED - -
$5pon 04G0024950-18 . aycinetch cell wallsructoral protei precursor 258710 4 66524 113078 102693 91005 123343 149110 66808 84129 72263 94098 121153 74400 0285157473 0259575562 0056332271 036 03 o UNCHANGED UNCHANGED UNCHANGED -
PIGKENEAKLY KESPUJYE 10 VENTUAAION 1>
S590n.0760010260-28 - L 1921,86 4 148256 96790 103147 12 138349 112820 91604 98697 114191 116064 122797 101497 0727581275 045244625 0,108037572 008 019 027 UNCHANGED UNCHANGED UNCHANGED -
55900 0360005280-3C . USP famiyprtein 1813,77 2 47088 47953 50754 44191 49%95 38575 2081 35832 48341 48598 4250 36498 027964525 0,160296324 0,369960761 014 041 028 UNCHANGED UNCHANGED UNCHANGED -
S59on.0660012970-3D . Succinate dehydrogenase subunt 6, mitochondrial 1592,14 2 56367 43259 70528 56905 50298 59971 0 68296 51695 56718 55724, 59995 0911307826 0,489941993 0,490910189 003 08 o1 UNCHANGED - - -
590N 0260045430-18 methyl binding domaintos 156,35 n 8905 7662 8551 625 072 na 7757 %13 %069 73 6153 o1 0,034422355 0,605654181 0,02921938 044 006 050 UNCHANGED UNCHANGED UNCHANGED -
S5p0n.0760003500-1A ron-lssicalarabinogalactan proten 3 13112 2 46554 85612 60699 51449 84908, 29426 o 25071 43050 64288 55261 2712 0671515823 0,064657528 0,189559844 -022 138 116 UNCHANGED UNCHANGED UNCHANGED
5590n.0360005490-20 uncharacterized LOCIOO283563 137545 3 9266 23136 8530 18037 17029 7638 098 20766 2839 13644 14235 16568 0,923664673 0,701350452 0,726764943 006 028 02 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0360016670-28 e embiyogeness sbundantprtein ECPES 132151 2 15804 23816 20362 a5 18758 6745 2319 19684 20353 20084 10016 21078 0,113803395 0717649462 0,071729163 100 o007 107 UNCHANGED UNCHANGED UNCHANGED
5570n.0360008250-1A VPt protein 109785 4 35696 31178 29217 40540 36875 37933 33562 54001 47522 32030 38449 45028 0,043669201 0,109193206 0343449144 026 049 023 UNCHANGED UNCHANGED UNCHANGED
S590n.0660015400-1P DUF728 domaincontaningprtein 963,19 5 34821 33598 3525 35867 32875 31224 27918 37482 47766 34555 3332 372 0,441885461 0,61115669 0,496514045 005 013 -018 UNCHANGED UNCHANGED UNCHANGED
5570n.04G0009550-1A : MIP3 protein 90473 3 31007 33607 32056 24962 26373 28304 19928 30673 29990 3223 26560 26863 0,010215594 0,20607872 0,936958331 -028 026 -002 UNCHANGED UNCHANGED UNCHANGED
S590n.0760035400-1D VPt protein 82137 3 49773 55414 51892 62904 40864 59275 72867 66585 58842 52361 54361 66098 0,79012133 0,034888142 0,213624664 005 034 -028 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0360022140-1A . e cid solube roten 1 homolog 68845 3 214200 198410 206802 103175 156122 170089 150852 198071 180518 200472 143129 173480 0,038663164 0,086810926 0,191906498 053 -020 -033 UNCHANGED UNCHANGED UNCHANGED
$590n.0360007990-20 . Ise embiyogeness sbundantprtei, group 3 68324 2 8324 12795 14933 314 14379 3985 828 = 16239 12017 7259 11485 0,306348793 0871151406 0,379992657 07 -007 -066 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160017030-2C . S family ranspor proten S 59903 2 12306 13935 12194 12225 11020 12351 801 10934 11509 12812 11865 10248 0,250385619 0,087068128 0,206823251 011 032 021 UNCHANGED UNCHANGED UNCHANGED
S5p0n.0160037590-18. . 59346 2 16023 15681 1779 14153 15603 23286 0 203 18764 16478 17681 21603 0,699896098 0,793378618 0,699813887 010 03 -029 UNCHANGED
$5pon.0360042290-1C - RGG repeats nuclear RNA binding protein A 50859 4 0 0 0 0 0 0 0 0 0 0 0 0 - - - - - - - - . .
$5pon 0260040370-18 . sanamed prtein product 392,16 4 58670 49749 55917 72108 52798 59716 26668 54001 63668 54779 61501 48113 0,339039923 0,589769199 0,341006501 017 -019 03 UNCHANGED UNCHANGED UNCHANGED -
$5pon 08G027950-10 . LaipeNBSHLRR ke protln 38784 2 25586 25098 0 0 30969 0 8400 0 0 25502 30969 800 - - - 08 160 188 - - - -
Late emoryogenesis a0UnGant \LEA ) NYOroxyproine-nn
$5p0n.0260022470-1A - sycoprotein family 3212 2 2120 19528 2302 19825 25503 21293 0 19227 26669 21696 22207 22018 0,8285%0428 0472047993 0443104713 ) 008 -005 UNCHANGED - - -
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