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Fig. S1. Quality control of transcriptomes analysis. A, error rates distribution. B, bases distribution among different position along reads. C, reads classifications. 
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Fig. S2. Statistical analysis on reads alignments. A, distribution of coverage dept based on read numbers across different chromosomes. B, coverage of reads on gene body. C, histogram for insert size for all reads. D, mapping of reads on genes structure.
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Fig. S3. Summary of gene annotation. A, KOG classification. B, statistical analysis of gene across different species according to NR database
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[bookmark: _GoBack]Fig. S4. FPKM analysis from transcriptomes. A, density distribution of FPKM. B, FPKM distribution among different samples.
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D : Cell cycle control, cell division, chromosome partitioning
M : Cell wallimembrane/envelope biogenesis

N : Cell mot
O : Posttranslational modification, protein turnover, chaperones
[ T : Signal transduction mechanisms

171U : Intracellular trafficking, secretion, and vesicular transport

[V : Defense mechanisms

W : Extracellular structures

Nuclear structure

|11z : Cytoskeleton

- RNA processing and modification

[1IB : Chromatin structure and dynamics

: Translation, ribosomal structure and biogenesis

K : Transcription

: Replication, recombination and repair

nergy production and conversion

\mino acid transport and metabolism

F : Nucleotide transport and metabolism

G : Carbohydrate transport and metabolism

B+ : Coenzyme transport and metabolism

B! : Lipid transport and metabolism

P : Inorganic ion transport and metabolism

Q : Secondary metabolites biosynthesis, transport and catabolism
R : General function prediction only

{1 : Function unknown

[ Brassica rapa 28437 (70.11%)

[Werassica napus 8961 (22.09%)

Brassica oleracea var. oleracea 1012 (2.5%)
.Raphsnus sativus 553 (1.36%)

[ Arabidopsis thaliana 241 (0.59%)
.Olhers 1356 (3.34%)





