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Figure S1. Length distribution of assembled unigenes



a KOG Function Classification of Consensus Sequence

.A: RNA processing and modification [806~4.91%]
. B: Chromatin structure and dynamics [293~1.79%]
3000 - . C: Energy production and conversion [688~4.19%)]
- D: Cell cycle control, cell division, chromosome partitioning [476~2.9%]
. E: Amino acid transport and metabolism [568~3.46%)]
. F: Nucleotide transport and metabolism [173~1.05%)]
. G: Carbohydrate transport and metabolism [813~4.95%]
. H: Coenzyme transport and metabolism [159~0.97 %]
- I: Lipid transport and metabolism [678~4.13%]
J: Translation, ribosomal structure and biogenesis [862~5.25%]

52000 K: Transcription [1074~6.54%]

5 L: Replication, recombination and repair [448~2.73%)]

é— M: Cell wall/membrane/envelope biogenesis [203~1.24%)]
N N: Cell motility [25~0.15%)]

O: Posttranslational modification, protein turnover, chaperones [1849~11.27%]
P: Inorganic ion transport and metabolism [458~2.79%)]

1000 - Q: Secondary metabolites biosynthesis, transport and catabolism [584~3.56%)]

. R: General function prediction only [3383~20.61%]
. S: Function unknown [1074~6.54%]
.T: Signal transduction mechanisms [1888~11.5%)]
. U: Intracellular trafficking, secretion, and vesicular transport [988~6.02%)
.V: Defense mechanisms [155~0.94%)

I . W: Extracellular structures [169~1.03%)]
0 I [ | l_ l.- | Y: Nuclear structure [69~0.42%]
L] || Z: Cytoskeleton [545~3.32%]
ABCDEFGHI J KL_M

b eggNOG Function Classification of Consensus Sequence

.A: RNA processing and modification [863~4.32%)]
6000 [ B: Chromatin structure and dynamics [209~1.05%)]
: Energy production and conversion [619~3.1%]
. D: Cell cycle control, cell division, chromosome partitioning [207~1.04%)]
. E: Amino acid transport and metabolism [603~3.02%)]
|| F: Nucleotide transport and metabolism [179~0.9%]
[ G: carbohyd port and bolism [1009~5.05%]
H: Coenzyme transport and metabolism [233~1.17%)]
4000 - I: Lipid transport and metabolism [563~2.82%)]
J: Translation, ribosomal structure and biogenesis [931~4.66%]
K: Transcription [1352~6.76%]
L: Replication, recombination and repair [1008~5.04%)]
M: Cell wall/membrane/envelope biogenesis [234~1.17%]
N: Cell motility [2~0.01%]
O: Posttranslational modification, protein turnaver, chaperones [1791~8.96%]
P: Inorganic ion transport and metabolism [492~2.46%)]
2000 7 Q: Secondary i oSy is, transport and bolism [682~3.41%]
. R: General function prediction only [0~0%]
.S: Function unknown [6168~30.85%]
.T: Signal transduction mechanisms [1540~7.7%)]

. U: Intracellular trafficking, secretion, and vesicular transport [804~4.02%)]
| V: Defense mechanisms [193~0.97%]
I I II [ W: Extracellular structures (3~0.02%]
- AnEnEnEN | m 0 [ ¥: Nuclear structure [9~0.05%]

| Z: Cytoskeleton [302~1.51%]

Frequency

Figure S2. Function classification of consensus sequence in a KOG database and b eggNOG

database



Biological_Process b Biological_Pracess
translation [ ]

a trensiation [ ]
Shetssyrihess | ] cel vl crganzatin | °
peciin cataboiic process | ® tesponse to wounding )
ool wa modicaton | O cal wall madifation °
dircadian rhyitm- ° rejocton of sef polen L]
sloghucan matatotc process . @ recogniion of polen .
response o red gt @ call vl bogenesie . prsiun
rehaicsa biosyrhetic process | @ ylcglucan metabolic process | . i
o6, far-reg gt hetotansduction | @ response o Ghcose | @ ooee
cHioroplast relocation | @ i respomsa ored ight| @ oo
JE——— ona-caroon metabolic procesa| @
mitolic cytokinesc process T @ ::“‘: chioroplast relocation| @ o
carbon fuation | @ responss o rsle | @ o=
sl o ol e L coiAme ormona atsbolc process | @ -
chioroplast accumuiation movement @ ehordate embryonic sevlogment | @
. positive rogulaton of mictc oot cyde | @
Group I ntrom spicing @ heart marphogenesia| @
chioropiast aueidanse movement | & ehicregiast accumulten movement | @
detection of viibe gty ® chiorophyl catabolic process | @
posive requlation of nuciear reguiaion of moropeiar el gt | @ t 1 f t
7 W oW o oo i bz [ obe ois
GeneRatia GeneRatio
c Biological_Process d Biological_Process
ransade ST °®
TR ® | JRr—— °
response fo wounding ] | pectin catabolic process @
peciin catabolic process L] | micratubule-based movement ®
photosynthesis L] response to wounding - L]
gena siencing by RiA ° | coll wall moification | '] o
cell wall biogenesis | @ | Gamt rejection of salf pollen Y
(1->3-beta-O-glucan biosynthetic process | @ | : . reguiation of abscisic acid-activaled signaling pathway 3 sest
protein import o ntachondiial matrix| @ | reguistion of response o alconsl | @ s
xyloghucan metabolic process 1 @ | puaie reguiation of cellular response to alcohol [ ]
reguiation of response (0 osmatic stress | @ | callubose biosynihetic process T @
signal peptide processing | @ | B positive requiation of responaz to sicanol | @ Count
pasiive requistion of response fo sallstress | @ ) pesitive reguiation of calllar response o alcahol 1 @ ® =
carbon fication] @ A0, positive reguistion of abscisic acid-activated signaling pathway | @ ®
reguiation of defense response 1o bacterium, incompatible interacton | @ | csllulose microfibril organization] @ o=
positive regulation of defense response to bacterium, incompatible interacton | @ scleucine bizsynthelic process | @
Chioroplast refocation; @ carbon baton.- @
detecton ofvisile ight { @ | S A———————
teguiaton of doubie fertization forming & zygote and endosperm | & | o ; g ; .
eguiaton ofprfan ocaizaton focel sulace | T 1 i e O
o0 W i 060 001 00z 063 004 08
GeneRatn

Figure S3. GO enrichment analysis of the DEGs identified in a S1 vs. S3, b S1 vs. S4, ¢ S2 vs S3,

d S3 vs. S4.
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Figure S4. KEGG enrichment analysis of the DEGs identified in a S1 vs. S2, b S1 vs.

S4,d S2 vs. S3, and e S3 vs S4.
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Figure S5. Top 20 of classification of all TFs



