
Zheng Fang, Jingxu Shao, Qingbei Weng*
 
School of Life Sciences, Guizhou Normal University, Guiyang 550001, China

 
Supporting information to DOI: 10.1007/s12250-016-3791-8

 

De novo transcriptome analysis of Spodoptera exigua multiple
nucleopolyhedrovirus (SeMNPV) genes in latently infected Se301
cells

Table S1. Names and sequences of the primers used for the RT-PCR and 5'/3' RACE-PCR 

Primer Sequence (5'-3') Genome site (nt) Product size (bp)

RT-PCR    

se5-F GCCTCTGCTATCGTTGCT 6832–6849
858

se5-R CTGATCGGTGGTTTCTCC 7689–7672

se7-F GAGGAGATACGAGGTGATG 9674–9692
753

se7-R TTTCCAAACTTTAGTGCC 10426–10409

se8-F CGCCAAAGACATAGTCCA 12557–12574
1736

se8-R GCGTCAACATTGCCATTA 14292–14275

se12-F TATAGCGTTCTGTTTAGCG 16124–16142
557

se12-R ATTGGATTGGTGCCTTTG 16680–16663

se43-F TCAGCGTCAATAGACTCAT 43066–43084
651

se43-R CGAAGCGATTCATAAAGTA 43716–43698

se45-F ACGACGACTTTACCCAGAA 44523–44541
656

se45-R ATCGGCGACAAACTCAAT 45178–45161

se89-F ACCAACGCCGATTGTCTG 86155–86138
566

se89-R GTGCGGTGGGCATCTTCA 85590–85607

se90-F AGGGACCGTGTCGAAGTA 86765–86748
301

se90-R CTGCCACCGTCAATAGGA 86465–86482

se124-F GGTTGGGTGACGTGATAC 118937–118954
413

se124-R GTCGCTACATTCGTAGTTGT 119349–119330

se126-F TGGGATACTCAAGCCTAAA 121203–121221
533

se126-R TCTCGCTCACCTTCTTATT 121737–121756
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Continued

Primer Sequence (5'-3') Genome site (nt) Product size (bp)

RACE-PCR – –

GSP-se5-F CAAGAGGAGCCCTGGAAC – –

GSP-se5-R GTGGAGGTAGAATACGGC – –

GSP-se7-F GAGGAGATACGAGGTGATG – –

GSP-se7-R CCGTGATTTCAAACCTTT – –

GSP-se8-F CGCCAAAGACATAGTCCA – –

GSP-se8-R ATTACCGTTACAACTGCG – –

GSP-se12-F AGCGACATACCGTTGCAAGT – –

GSP-se12-R GGCGATGTACGCGTTGAAAA – –

GSP-se43-F CACCTTCGCCCTCAACAGAT – –

GSP-se43-R AGCGCGTACAGAATGCTCTT – –

GSP-se45-F TGTCTGCCGCACGAAAAGTA – –

GSP-se45-R CTAAACGTCAGTCCGGGCAT – –

GSP-se89-F CCGGCCAGTTTGCCAAATAC – –

GSP-se89-R TCGTTTCCGCTAACGTCGAA – –

GSP-se124-F CCAAAATCCCGACGACAACG – –

GSP-se124-R GGTCGCGCATCATCATCAAC – –

GSP-se126-F CGTTTCTGCGCGAATCTCTG – –

GSP-se126-R TTGATCGCGAGCGAATACGA – –

NGSP-se5-F TGATTTCGATGGCCTACCCG – –

NGSP-se5-R TTTCCGGTCTGTCATCAGGC – –

NGSP-se7-F AGCGCAGAACCGTATGTCAA – –

NGSP-se7-R TCTCGTCTCGGTGACCGTAT – –

NGSP-se8-F GTGCCGCATGAGCGATAAAG – –

NGSP-se8-R TCGCTTTCGAACCTACCCAC – –

NGSP-se12-F GAAGCGTTGACGCCGAAAAA – –

NGSP-se12-R GCGCGGACGAACTTGAAAAT – –

NGSP-se43-F GATTGCAGCCGTTCAAGAGC – –

NGSP-se43-R CCCAAGGTGTACGTGTCGAT – –

NGSP-se45-F CAGGCGTTGGATTGCATGTG – –

NGSP-se45-R TTGACTATACTGTCGGCGGC – –

NGSP-se89-F GGCGTCACCTTACGAGACAA – –

NGSP-se89-R TGTCGAAGCAGCCGTACATT – –

NGSP-se124-F CCGCCGTTAAACAACCATCG – –

NGSP-se124-R TCTCCAAGACGACACTCCCA – –

NGSP-se126-F GAGCATTCGTTGGTCGAAGC – –
NGSP-se126-R AGAACTTGCGCACAAACGTC – –
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Table S2. Statistical results of the stringent filtering processes 

Cell line Raw reads Quality trimmed Adaptor trimmed rRNA trimmed Clean ratio

P8-Se301-C1 54,569,296 54,292,372 53,666,292 52,784,058 96.7%
Se301 56,865,504 56,639,360 55,941,000 55,033,958 96.8%

Table S3. Statistical results concerning the primary unigenes from P8-Se301-C1 and Se301 cells 

Cell line Counts Total length (nt) N50 (nt) Mean length N% GC%

P8-Se301-C1 116,048 136,121,302 2,137 1,173 0.0 37.5
Se301 104,600 122,303,958 2,145 1,169 0.0 37.6

Table S4. Statistical results concerning the final unigenes from P8-Se301-C1 and Se301 cells 

Cell line Counts Total length (nt) N50 (nt) Mean length N% GC%

P8-Se301-C1 112,565 121,964,401 1,824 1,093 0.0 37.3
Se301 102,996 109,124,144 1,803 1,082 0.0 37.4

Figure S1.  (A) The distribution of the lengths of the final unigenes from P8-Se301-C1 cells. (B) The distribution of the
lengths of the final unigenes from Se301 cells.
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Figure S2.  Gene ontology (GO) classification, including cellular components, biological processes, and molecular func-
tions.
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Figure S3.  The full-length transcripts containing (A) se5, (B) se7, (C) se8, (D) se12, (E) se43, (F) se45, (G) se89, (H)
se124 and (I) se126. The sequences that align to the SeMNPV genome are presented in blue and the sequences that
align with the host genome are presented in black.
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