
 

Figure S1. The mRNA GO analysis under SNF and drought stress. GO analysis of (A) cellular 
component (CC) and (B) biological process (BP) under SNF and drought stress. All the GO terms and 
pathways were filtrated with P-value < 0.05. Top 3 GO terms/pathways in up-regulated or down-
regulated regulation module for each sample with the lowest P-value were selected. 

  

bounding membrane of organelle

CCAAT-binding factor complex

cell

chloroplast

chloroplast stroma

chloroplast thylakoid membrane

Cvt vesicle membrane

cytoplasm

endoplasmic reticulum

extracellular region

extracellular space

filiform apparatus

GPI-anchor transamidase complex

integral component of membrane

kinesin complex

nitrite reductase complex [NAD(P)H]

pexophagosome

photosystem I

photosystem II

plant-type cell wall

plasma membrane

plastid

plastid envelope

primary cell wall

proteinaceous extracellular matrix

ubiquitin ligase complex

D0_IvN D0_AvN D0_AvI D1_IvN D1_AvN D1_AvI D2_IvN D2_AvN D2_AvI

G
O

Te
rm

-log10Pvalue
10

20

30

type
down

up

2 iron, 2 sulfur cluster binding
3-methyl-2-oxobutanoate dehydrogenase…

6-phosphogluconolactonase activity
ADP binding

aryl-alcohol dehydrogenase (NADP+) activity
ATP binding

beta-amylase activity
C-19 gibberellin 2-beta-dioxygenase activity
C-20 gibberellin 2-beta-dioxygenase activity

calcium ion binding
catalytic activity

chlorophyll binding
chromatin binding

cysteine synthase activity
delta4-3-oxosteroid 5beta-reductase activity

double-stranded DNA binding
enone reductase activity

gibberellin 2-beta-dioxygenase activity
glutamate 5-kinase activity

glutamate-5-semialdehyde dehydrogenase activity
growth factor activity

guanosine-diphosphatase activity
histone methyltransferase activity (H3-K36 specific)

inosine-diphosphatase activity
intramolecular transferase activity, phosphotransferases

isomerase activity
kinesin binding

mannitol dehydrogenase activity
nucleobase transmembrane transporter activity

oxidoreductase activity
oxidoreductase activity, acting on paired donors...

phosphatidylethanolamine binding
phosphoglycerate mutase activity

poly(U) RNA binding
polygalacturonase inhibitor activity

structural constituent of cell wall
symporter activity

transcription factor binding
transferase activity, transferring phosphorus-containing groups

UDP-glucose:glycoprotein glucosyltransferase activity
unfolded protein binding

D0_IvN D0_AvN D0_AvI D1_IvN D1_AvN D1_AvI D2_IvN D2_AvN D2_AvI

G
O

Te
rm

type
down

up

-log10Pvalue
10

20

A

B



 

 
Figure S2. Soft threshold calculation in WGCNA analysis. (A) Evaluation parameters of scale-free 
networks; (B) Soft threshold and average connectivity. 
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Figure S3. The DEGs of different modules hierarchical cluster network heatmap. 

 
 
 



 

Figure S4. Module-trait relationships of WGCNA analysis. DEGs in different modules were evaluated the correlation with the treatments of without drought (D0), mild 
drought (D1), severe drought (D2), no nodules (NN), inactive nodules (IN), active nodules (AN). 
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Figure S5. The circRNA cluster prediction analysis. 



 

 

Figure S6. The DEmiRNA expression cluster heatmap. 
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Figure S7. The qRT-PCR of mtr_miR169l-5p ceRNA network. To visual exhibit the expression trends 
of ceRNA network, the mtr_miR169l-5p expression was plotted according to the right coordinate 
system. 
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