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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

seb5-F GCCTCTGCTATCGTTGCT 6832-6849

se5-R CTGATCGGTGGTTTCTCC 7689-7672 858
se7-F GAGGAGATACGAGGTGATG 9674-9692

se7-R TTTCCAAACTTTAGTGCC 10426-10409 783
se8-F CGCCAAAGACATAGTCCA 12557—-12574

se8-R GCGTCAACATTGCCATTA 14292-14275 1736
se12-F TATAGCGTTCTGTTTAGCG 1612416142

se12-R ATTGGATTGGTGCCTTTG 16680—-16663 o7
se43-F TCAGCGTCAATAGACTCAT 43066—43084

se43-R CGAAGCGATTCATAAAGTA 43716-43698 651
se45-F ACGACGACTTTACCCAGAA 44523-44541

se45-R ATCGGCGACAAACTCAAT 45178-45161 656
se89-F ACCAACGCCGATTGTCTG 86155-86138

se89-R GTGCGGTGGGCATCTTCA 85590-85607 o6
se90-F AGGGACCGTGTCGAAGTA 86765-86748

se90-R CTGCCACCGTCAATAGGA 86465-86482 301
se124-F GGTTGGGTGACGTGATAC 118937-118954

se124-R GTCGCTACATTCGTAGTTGT 119349-119330 419
se126-F TGGGATACTCAAGCCTAAA 121203-121221

se126-R TCTCGCTCACCTTCTTATT 121737-121756 533
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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
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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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TTTAATACGACTCACTATAGGGCAAGCAGTGGTATCAACGLAGAGTACAT 50
Bombyx movd akh2 mRNA for adipokinebs hormone-2 (n 26-71)

GGGGAGTTCGACGTCGTTGAACATATTCCTTCAACACTTGTAGCTAATCA 100

IGTTGGAAATACATCCATGTAATCCTACCGACTCTTITGAAAMAGATATTC 1200

GATTCAATTGTAAAGAATATTIGTITACGCAGTTIGGAGGAATTTITGCTATGT 1250

A 1300

CGATAGTATTAACAATTGTATTATGTTTTTGTATTAATAAATTTTTTITTT 1700

ATAALAADAADAADAADAADAAAAAAAAAAAATTCCCCCGTGTTATCCAC 1760

CCGGCCTCACCAAAGAAGGGGGAACGAAGGGGEGGGEGGCCAAAAAAAAAAATBDD

CCTGCGAGGGGAAGACAAAAAGATCAATTTTGGTTTTAGCTAAAAGA 1847
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CAGGCAATAGCAGAGTCTTGGCGACTCACTATAGGGCAGCAGTGGTATCA 50

ACGCAGAGTCTATGCCACTATCTTCTTGTTGTCGTTGTGCGCTCTTTTTC 100

AATCAAGCGATACGCAATATACGTGGGAGTGTAAAATGATGAAGAAAACG 150
sa7 (SeMNPY nt 9261-10433)

ACGACAACTACAGTAATTITGCTCGTGCAAAAAAAAGGTGTCGGCAAGGET 200

GAACCCCAATCGCGACGACAACAATTCAAAGTTTAAAGATITGGGGGEGE 250

TICT! 1 11 I 300

TTACT Ll IL T TCT: A 800
A ACGA ITGT AT LAA, AGT, AT 850
GCACGTTTACGAACTCGAATTTCATCCGTICGCCTAGCACTATGATCCCGT 900

AAAAATTTAATTGTCGTATATCTGTCAATGTTATATTGTATCTTGTAACT 1350

GCACTCGAATTATATGAATATTAACAAARMMADMMSLANAMRALAMAMALMD 1400
Bombyx mon dh4( mRNA for diuretic hormone 40 (nt 3116-3182)

AAGTACTCTGCGTTIGATCCACTGCTTGCCCTATAGTGAGTCETATIAGGA 1450

ATTCACTGGCCGTCGTTTTCAACGTCGTGACTGGGAAAACCTTGGCGTTA 1500

CCCAATAAAAAAAAAAAAAAAAARALAAAA 1530
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Bombyx mon dhdad mRNA for diuretic hormone 40 (nt 1035-988)

CGCAGAGTACATGGGGAGTCTTGACTACGAAGAGAACCGAGTCGCAAGCA 100

AAATATGCTGCGTITTAAAGTGATTIGTIGTGGCTIGEIGECEGECETIGACGS 150
=08 (SaMNPY nt 12498-14485)

GACGAGCTGGCCACOCTATACAATAAACTCOATTITGGCCGTCGATAATGE 850

JAAACTCAACCATCTCAATTCGTTIGTSGICTCOCCCOAACGTCTCCTCA 900

ACCGAAATGAACAATGTGAGCGGCCACCTGGCAGGCCTTICGTGGCCCETS 950

5 1100

CITCGTGCCGCATGAGCGATAAAGTCATGTTGTGTTICAGACCTCAAATT 1250
TAT T IIGT! ICTTIAT 1300
T AT IT. T T T 1350

AACCGATTGATTGTAATAGTACTAGAGTAAAAGAAG 2136

www.virosin.org



51

101
151
201
251
301
351
401

451

701
751
&01
a51
901

951

@' VIROLOGICA SINICA

TCTAAATACGACTCACTATAGGGCAAGCAGTGGTATCAACGCAGAGTACA 50
Bambyx mor akh2 mRMA for adipokinetic hormona-2 (nt 27-71)

TGGGGACARACAATIGGTGTGACGACAGCGTCGTICGIGACCTCTAATGAG 100
5ol (SeMNPY nt 15817- 15852)

GCTCCCGTTTTATATGGCTCACTTTAGGGCAAGCAGTGGTATCAACGCAG 150

AGTGCATGGGGAGIGGGCGATCGATCACAACCTGTGCGAAGGCATCAGAT 200

se11 (SeMNPV nt 15923-16101)

CITCGATCGATACCAACGTCTATIACTGCACACCTCBATACAACATTGGE 250

AGTACTGTCACCAAAACTCTACTCAACAACAACAACAACAACAACAACAA 300

GCCACCGTIGCTGTCGTGGACACCGTCAAATATTGACGATATTGACAAG 350

5812 (SeMNPYV nt 16064-16633)

GCGAGAACATCAAGAACAAAGACAAGTTATGTTTTAAATCGGGCACATGE 800

AAAGGCACCAATCCAATTTGTAACTITTAATAAAATACATTTTAAAAACA 850

ABAAAAAAAARAAAAABAAAAALRAAAA 978
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GGCCCCCCCTTTGGCAAGCAGTGGTTTCATCGCAGAGTACATGGGGAGTT 50

GG TGTICATGGTGCATTGTATGCTATCGCCGTCGCTGTITGTTCGCTAAA 100
5642 (SeMNPV nt  42302-42606)
AACH 1 150

IGCIGIGCATIGAACTTGGACGTATCCACTAGATTGTTGATATTTAAGAT 300
CACGTTGAGTAATTGGTTTGGATTTTTCGGTTTGATAAAATTCATTATLA 350

IGCAATCGCTGCAGCAACGTCTCTTCAAACACAAATCAATCCCTTACATT 400
5843 (SeMNPY nt 42696-43656)

T T 1n 1300

JATCTITATGAATCOCTICOACAACCACGTCAAGTACGTGACCCATCAAA 1450

ICAACTIICCCCAACGTCCATGGOAGTGTGAATATITITCGAAATGTIGE 1500
AAACAATTTTITGTACATCATTAACATTTATGTACAATCTGGATATAAAAT 1550
TGAATTTTAAAAAAAACCAAGATGTACTTGATAAAAAACGTCGGCGCTTT 1600
CTGCTTGCCCTGTGCGCGCGGCCTATTGCACTTTTGATGGTTCACCCTTT 1650

GGATTCATTATGTATATCGTCGTTGAACCATCGAACAACGA 1691
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1 ACCTAAATTTTAAATGGCTCCCTATTTGGGAAACACAGGGGTCTAAACCG 50
51 AGTACACGGGGEIACAGTATTAAAGTGTAATCAATCTAGAATACAACACT 100
se44 (SaMNPY nt 44305-44312)
101 ATCATCAATACAAATATGTCTGCCGCACGAAAAGTACTGTTTCCCATCCA 150
151 ACACATTGATCIGIGGGCTTCTTATAAACAGGCGTTGGATTGCATGTGGA 200
5645 (SeMNPY i 44408-45354)
201 AAGTGGAAGAGGTGGATCTIATCCAMAGACTACGACGACTTTACCCAGAAG 250
251

301

351

451
501
551
601

651

. 1000

1001

1051 CITTTAATAGAAATGAAGAAAGGATTATTIGTATATTITTGTATTITGAGTAA 1100

1101 TAAAGAAATTTACATGTA 1118
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CGAGTTCAGGTTAGACATAGTTCGTTCCCCAAATTITAGAAGCGGAAAGS 50

ATIGCGIITGAGTGAGCAGTITGGAGCGAGCTAATGAAGCCGTGIATAAT 100
588 (SeMNPY nt BS088-85799 )

5880 (SaMNPY nt 85499-86308 )

LTI T CGACGACGATGCCATCGGCCAATTTTCCTTTGCAAACTAAATACT 700

TTTCAGAGTTTGCGGCTCGAGAATGCGCCGGTTTGTATATGGCGAATTCG 750

TTAAAGTGCGAAACGAAATCTTGGAGAAGACTTATTGTTGAGCGTTCGAA BOOD

CGTATCGAAAATTTTCAAGACACAATTGCCGCCGGCGLGLCAAGGCATCCA 850

CGTAATATACGAACACTCTTTGCGTATTAGATTGTACGAACAGACGATTC 800

CTGATCGTTTTCGTTTCCGCTAACGTCGAATGCGCCGTCGGCGACGACCA 850

GATCACACTTGTTCCTGCAAAAGTACATCAATTCGAATAGCACGTTGGCG 1000

TCGAAAATGTTGCCCGTGTCGAAGCAGCCGTACATTTTTCTAAAATTGGG 1050

ATGGTCAAAGTTGTAATCGCAATCGTTGTCTCGTAAGGTGACGCCGTAGC 1100

CCAGACAATCGGCGTTGETGTCAAATATGTA GGCAAACTGGCCGGGG 1150

CCTCCGCACAGATCGAGGAACACGTTCACGTTGCGACACAATTGAAACTT 1200

GTCGTCAATGTCTCGCATCTTGAAATAGCATCGATTACGTACGTGCTGTC 1250

CCCGTTCTAAAGTTTGTCGAGCGCGTCGTATGTCGCGTACGTCATACTCG 1300

TTCAATTTATCCTTTAACGCGTTCAATTGTTTTTTCAAATCCGTCAATCC 1350

TTTATCTTCCATTGTTTATG 1370
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1 CATCTAATACGACT, TATAGGGCAAGCAGTGETATCAACGCAGAGTAC 50
Bombyx mori akh2 mRMNA for adipokinetic hormone-2 (nt 2-71)
51 ATGGGGATATTCAAAGCGGACAGCGTACCAGTAGGICGATTCATCGCTTT 100

=eb0 {SaMNPY nt BE521-36780)
101 GITCAAATTATCGITGOTGATCAATAGAGTTTTATCTTTGATTITCGTATA 150

151 CAAAGGTCGATTGTAGTCAAAGTTTTGAAAATTGGCATTGTTAATCAAT 200

591 (SeMNPY ni 867BB-BEAE0)

351 AATATGGCCGAGATTGAGTATGAGTCGTCGTCGTCGTCGTCGTCGTCGTA 400

40

TCGTCTALIAAGACGCTAGCGCAAAAATGTCAGCAGAACAATICAGGAES 450

56124 {SaMNPY nt 118808-115381)

751 AAAAACCCTAAAGATCACTACGACGAATATGTGAATTITICTCAACAGCGA 800
801 GATGGGAGIAATCAGIIICGICGAACTCTATTAGACGTATCTGGGAGTIG 850

951 ACGTCGACAGGGTACCTTACGAAACTATGGATTGTGAATAAATCATATGA 1000
1001 TGATTAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1035
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GTATGAGAGAGAGGAGAAAGTCTGGGCGATTTCATCACCCTGAATGTGTC 50

AGGAACGGGGTGTTGGETGEGTGAGTAGCGGTACAGTTTACCGGAAAAAA 100

TATGTICCGITTTIGCGETGATACGGGGCATITAACAAACTATTICGAATGIC 150

se126 (SehNPY nt 120802-121788)

CAGCGCAMMAACCACATTGAATTCGATACATTAGTAANCAATAAGAAGGT 750
TTSE&&SE&&T&& ATAATANA AATTATTTAAATATCA SE aT[ETﬁTTT 850

TATATTAACGETAGTCATGTGGAGAAGAGATTITGGTCGGGAGTTTATTAA 900

IITCATTTGCGGTIGGCAAGATCAAGCACGACATAGAGCCCGAACAATGLA 950
CGAGGAAGCGTCTGETGETTAGATCTAGTTATGCCGCAAAAAAGTTGCTC 1000
GCCGCCAACGOCCCAGCETITTIGGCCGGACGGCACAAAGTTTCGATGCAA 1050

ACAACTCAATAATCATCACCAACACCACCACCACCTITATCECCGACGAS 1100
GCGACGECATCAAMACATCATCTTCTTTACATCATCGTGGCGGCGACGGE 1150

AATAGCGTCAACGACGACGAATTATGITGIGACCGACGTCAAAGCAGTCE 1200
58127 (SeMNPY n 121B16-122307)

1250

GIGACAAARAAAAAAAAAALARAALAASAALAGTACTCTGCGTTGATACE 1400
Bambyx movi sifa mRNA for SIFamide (nt 462-524)

ACTBCTTGCCCTAMGGGAGC 1421

Figure S3. The full-length transcripts containing (A) se5, (B) se7, (C) se8, (D) se12, (E) se43, (F) se45, (G) se89, (H)
se124 and (l) 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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