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Figure S1. GO functional annotation of all the transcripts.



Putative TF gene families

%010 [l saviadi-w
%910

%woro [l ivis
woro [l n-ran
woro [l Avy

%CE0

%o [l
%0 [l -
%zeo [l
%0
%ze0 [l
%zeo [l
%zeo [l
%Lb0
i |
i |
s%cto [
%90 [N
%6,0 [ Tdv
%6.0 [ Odg-¥dd
%6.0 [ VINVO
%6.0 [ 9A-IN
I saviv OMIN
e
— kS
L R
— ko
)
Jylo-gH

R

AN-TO
SV
OVN
dIZ-aH
AMIM
AN
diza
THTO
HED
EREl
parepI-g AN
HTHq

40

0
10
0

uno)

TF family

Figure S2. Transcription factor family classification.
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Figure S3. KEGG pathway enrichment analysis of the DEGs identified in DM and CM
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