High throughput sequencing of small RNAs transcriptomes in two
Crassostrea oysters identifies microRNAs involved in osmotic stress

response
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Figure S1. KEGG pathway distribution of target genes of differentially expressed
miRNA of C. gigas and C. hongkongensis. Purple: target genes of down-regulated
miRNAs in C. hongkongensis; Green: target genes of up-regulated miRNAs in C.
hongkongensis; Red: target genes of down-regulated miRNAs in C. gigas; Blue:

target genes of up-regulated miRNAs in C. gigas.



