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Abstract

the Single-Molecule Real-Time sequencing technology of the PacBio platform to perform full-length transcriptome sequencing on mixed tissues

( Fisheries College, Guangdong Ocean University , Zhanjiang, Guangdong
[ Objective ] To obtain the rich transcriptome information and functional genes of the Panulirus homarus. [ Method ] This study used

of the Panulirush omarus gills, pancreas, muscles, gonads, and eyestalks. A full-length transcript library of Panulirus homarus was obtained.
[ Result] The total number of high-quality sequencing reads produced by a single molecule was 71.57 G.A total of 10 425 single gene clusters.
and 3 105 long-chain non-coding RNA sequences were obtained after sequencing and de-redundancy. Functional annotation of full-length se-
quences using NR,NT, SwissProt, Pfam, GO, KOG ,KEGG,and other databases were done. 9 580 sequences of these were annotated in the NR
database , compared to 358 species of which Hyalellaazteca had the most similar sequences at 3 865. 7 585 sequences have been annotated by
GO. KOG functional annotation divided 7 436 single gene clusters into 26 functional components, of which the most general functional predic-
tion was 1 421. KEGG annotation results found that the ADRENERGIC signal in the heart muscle cells pathways, viral myocarditis pathway and
cardiac muscle contraction pathway have more annotated genes, thus 289,254, and 236 respectively. [ Conclusion ] Through full-length tran-
scriptome sequencing data analysis and functional annotation, a theoretical basis for further understanding of the biological characteristics, gene

functions , related metabolic pathways,and signal pathways of the corrugated Panulirus homarus has been provided.
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ﬁrﬁ)ﬁ fr?:\ime gg?ﬁi Ciff%%‘is Effective k=20 =30 Q30  GC content
’ rate // % 020// % % %

1E 4 (IR ) Normal group ( hepatopancreas ) 22 569 062 21 133 058 93.64 98.33 94.58 43.64

W AHARER (HFBEAR ) Nitrite (‘hepatopancreas ) 22 404 385 20 679 659 92.30 98.19 94.41 48.26

TE ¥ 2H (#8422 ) Normal group ( branchial filament ) 23 701 806 22 190 138 93.62 98.03 93.67 35.34
TE% 2H (HRA) Normal group ( eyestalk) 22 383 538 21 091 590 94.23 98.10 94.09 43.88
TEHZH (LA Normal group (musculature ) 22 984 596 21 612 150 94.03 98.05 93.76 36.34
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Table 2 Number of genes in the first 12 metabolic pathways

AR 5% 2 Bk AR 30 FEHCE
Pathway ID Pathway Gene number
ko04261 OB B IR eSS 289
ko05416 SRR LA 254
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k005205 S T IR 20 200
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