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Species classification

B Gossypium barbadense O Gossypium hirsutum
B Gossypium raimondii B Gossypium arboreum
B Durio zibethinus O other

Figure. S2 Species distribution map of NR library ratio pairs of okra Unigene sequence
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Figure. S3 GO annotation classification statistics of okra Unigene sequence

KOG Function Classification

[A] RNA processing and modification

[B] Chromatin structure and dynamics

[C] Energy production and conversion

[D] Cell cycle control, cell division, chromosome partitioning
[E] Amino acid transport and metabolism

[F] Nucleotide transport and metabolism

[G] Carbohydrate transport and metabolism

[H] Coenzyme transport and metabalism

[1] Lipid transport and metabolism

[J] Translation, ribosomal structure and biogenesis

[K] Transcription

[L] Replication, recombination and repair

[M] Cell wall/membrane/envelope biogenesis

[N] Cell motility

[O] Postiranslational modification, protein turnover, chaperones
[P] Inorganic ion transport and metabolism

[Q] Secondary metabolites biosynthesis, fransport and catabolism
[R] General function prediction only

[S] Function unknown

[T] Signal transduction mechanisms

[U] Intracellular trafficking, secretion, and vesicular transport
[V] Defense mechanisms

[W] Extracellular structures

[¥] Nuclear structure
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Figure. S4 KOG annotation classification statistical map of okra Unigene sequence



KEGG Classification
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Figure. S5 KEGG metabolic pathway classification statistics of okra Unigene sequence



Table. S1 Summary of sequencing quality

Sample Clean-reads Clean-bases Error rate Q20 Q30 GC (%)
Control 1 19,271,851 5.8 0.03 97.65 93.25 43.82
Control 2 23,018,404 6.9 0.02 98.27 94.62 45
Control 3 20,932,939 6.3 0.03 97.47 92.9 44.31

OTEO 1 21,061,634 6.3 0.03 97.59 93.09 44.19

OTEO 2 20,252,807 6.1 0.03 97.46 92.83 443

OTEO 3 21,322,456 6.4 0.03 97.64 93.24 44.61

Table. S2 gene annotation results

Database Type Unigenes Proportion (%)
NR 67,765 70.24
NT 62,250 64.52
PFAM 42,365 43.91
GO 42,362 43.91

KOG 15,977 16.56




