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Abstract
ond-generation sequencing technology, two transcriptome library of hemolymph was constructed. Unigene could be annotated to biological path-

Cyclina sinensis were injected with Micrococcus luteus and Vibrio anguillarum respectively. Using the Illumina Miseq system of sec-

way by KEGG database to predict differential expression network of immune signaling pathway in C. sinensis. The results showed that 2 605
differentially expressed genes were found and a total of 893 genes annotated to 15 immune related pathways. This research could provide basis
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for exploring immune recognition and signal transduction pathway in C. sinensis.
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Table 1 Sequencing data statistics(sample T)

WA Raw Raw Rale\r/l reads %Zﬂ]{/:fg“ Clean data Clean reads %V—iijt/:rg
Ttem reads data/bp ean length of Clean reads bp Mean length of
Raw reads Clean reads

Reads 1 6 458 020 1 614 505 000 250 5483 161 1 191 483 803 217

Reads 2 6 458 020 1 614 505 000 250 5483 161 1 123 004 994 205

A1t Total 12 916 040 3229 010 000 500 10 966 322 2 314 488 797 422

7 : Raw reads. Jfiff; read S8 H ; Raw data. Jfi4f read BB ; Clean reads. Z833 ik i i A )5 reads %X H ; Clean data. 2853 §ifi 56 5 H AL F S reads
SR

Note: Raw reads. total number of raw reads; Raw data. total base pair number of raw reads;Clean reads. total number of reads after base quality processing;
Clean data. total base pair number of reads after base quality processing

F2 WEEESEIT (R M)
Table 2 Sequencing data statistics ( sample M)

WiH Raw Raw Raw read 3K & ] Clean data Clean reads -3 &
Ttem reads data/bp Mean length of Clean reads bp Mean length of
Raw reads Clean reads
Reads 1 7 965 105 1991 276 250 250 6 694 694 1 449 153 940 216
Reads 2 7 965 105 1991 276 250 250 6 694 694 1359 215 082 203
41t Total 15930 210 3 982 552 500 500 13 389 388 2 808 369 022 419
74 : Raw reads. J5i4f read S50 H ;Raw data. JF4f read 83 ; Clean reads. 835 il i E AL S reads BT H ; Clean data. £33 ot i Fe AL P reads

Note ;: Raw reads. total number of raw reads;Raw data. total base pair number of raw reads; Clean reads. total number of reads after base quality processing;
Clean data. total base pair number of reads after base quality processing
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