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Figure S1. Tissue sample PacBio sequencing results.

Figure S2. Benchmarking universal single-copy orthologs (BUSCO) assessment results of the

transcriptome generated.

Figure S3. The mean lengths of the subreads, CCS and transcripts in R. a. hainanus,
R. a. himalayanus and M. Pilosus.

Figure S4. The comparative result of the PRL-2 gene.

Figure S5. Several published genes were compared with full-length transcripts. The figure

shows the comparative results for the DPP4 gene.

Figure S6. Several published genes were compared with full-length transcripts. The
comparative result of the Glul gene.

Figure S7. Several published genes were compared with full-length transcripts. The figure

shows the comparative results for the ND1 gene.

Figure S8. The proportion of full-length transcripts annotated in the metabolic pathways of

the neural-related system.

Figure S9. Several published genes were compared with full-length transcripts. The figure
shows the comparative results for the G/B6 gene.

Figure S10. Several published genes were compared with full-length transcripts. The figure

shows the comparative results for the SK2 gene.

Figure S11. The number of overlapped transcripts among the top five immune pathways with

the largest number of genes in the KEGG annotation.
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Figure S2. Benchmarking universal single-copy orthologs (BUSCO) assessment results of

transcriptome generated.
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Figure S5. Several published genes were compared with full-length transcripts, the

comparative result of the DPP4 gene.
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GTCATGCCCGCCCAGTGGGAATTCCAAATAGGACCCTGTG
gtcatgcccgeccagtgggaattccaaataggaccectgtg

ARGGCATCGACATGGGAGATCATCTCTGGGTGGCCCGTTT
ARGGCATCGACATGGGAGATCATCTCTGGGTGGCCCGTTT
aaggcatcgacatgggagatcatctectgggtggecegttt

CATCTTGCACCGAGTGTGTGAAGACTTCGGAGTGATCGCT
CATCTTGCACCGAGTGTGTGAAGACTTCGGAGTGATCGCT
catcttgcaccgagtgtgtgaagacttcggagtgatceget

ACCTTTGATCCCAAGCCCATCCCTGGCAACTGGAATGGTG
ACCTTTGATCCCAAGCCCATCCCTGGCAACTGGAATGGTG
acctttgatcccaagcccatecectggcaactggaatggtg

CAGGCTGCCACACCAACTTCAGCACCAAGGCCATGCGAGA
CAGGCTGCCACACCAACTTCAGCACCAAGGCCATGCGAGA
caggctgcecacaccaacttcagcaccaaggccatgegaga

GGAGAACGGTCTGAAGTACATCGAGGAGTCCATTGAGAGG
GGAGAACGGTCTGAAGTACATCGAGGAGTCCATTGAGAGG
ggagaacggtctgaagtacatcgaggagtccattgagagg

CTGAGCAAGCGGCACCAGTACCACATCCGAGCCTACGACC
CTGAGCAAGCGGCACCAGTACCACATCCGAGCCTACGACC
ctgagcaagcggcaccagtaccacatccgagectacgace

CCAAGGGGGGCCGGGACAATGCCCGGCGCCTCACCGGATT
CCAAGGGGGGCCGGGACAATGCCCGGCGCCTCACCGGATT
ccaaggggggccgggacaatgeceggegectcaccggatt

TAACGAAACCTCCAACATCAACGACTTCTCCGCCGGCGTG
TAACGAAACCTCCAACATCAACGACTTCTCCGCCGGCGTG
taacgaaacctccaacatcaacgacttcteegeeggegty

GCCAACCGTAGCGCCAGCATCCGCATTCCCCGGTCTGTGG
GCCAACCGTAGCGCCAGCATCCGCATTCCCCGGTCTGTGG
gccaaccgtagegecageatecgeatteceeggtetgtgy

GCCAGGAGAAGAAGGGGTACTTTGAAGACCGGCGCCCCTC
GCCAGGAGAAGAAGGGGTACTTTGAAGACCGGCGCCCCTC
gccaggagaagaaggggtactttgaagaceggegeeccte

TGCCAACTGCGACCCCTTCGCAGTGACAGAAGCCCTCATC
TGCCAACTGCGACCCCTTCGCAGTGACAGAAGCCCTCATC
tgccaactgegaccecttegeagtgacagaageccteate

CGCACGTGTCTTCTCAATGAAACTGGCGATGAGCCCTTCC

CGCACGTGTCTTCTCAATGAAACTGGCGATGAGCCCTTCC
cgcacgtgtcttctcaatgaaactggegatgageccttee
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40
28

80
68

120
108

160
148

200
188

240
228

280
268

320
308

360
348

400
388

440
428

480
468

520
508

560
548

600
588

640
628

680
668

720
708

760
748

800
788

840
828

880
868

920
908

960
948

1000
988

1040
1028

1080
1068

1120
1108

1131
1121



Isoform0020210
Glul
Consensus

Isoform0020210
Glul
Consensus

Isoform0020210
Glul
Consensus

Isoform0020210
Glul
Consensus

Isoform0020210
Glul
Consensus

Isoform0020210
Glul
Consensus

Isoform0020210
Glul
Consensus

Isoform0020210
Glul
Consensus

Isoform0020210
Glul
Consensus

Isoform0020210
Glul
Consensus

Figure S6. Several published genes were compared with full-length transcripts, the

PVRMS TSASSHLNKGIKQMYMSLPQGDKVQAMY IWIDGT
. . . .MATSASSHLNKGIKQMYMSLPQGDKVQAMY IWIDGT
m tsasshlnkgikgmymslpggdkvgamyiwidgt

GEGLRCKTRTLDSEPKSTEELPEWNFDGSSTMQSEGSNSD
GEGLRCKTRTLDSEPKSTEELPEWNFDGSSTMQSEGSNSD
geglrcktrtldsepksieelpewnfdgsstmgsegsnsd

MYLVPATMFRDPFRKDPNKLVFCEVLKYNRKPAETNLRYT
MYLVPATMFRDPFRKDPNKLVFCEVLKYNRKPAETNLRYT
mylvpatmfrdpfrkdpnklvfcevlkynrkpaetnlryt

CKRIMDMVSNQHPWFGMEQEYTLMGTDGHPFGWPSNGFPG
CKRIMDMVSNQHPWFGMEQEYTLMGTDGHPFGWPSNGFPG
ckrimdmvsnghpwfgmegeytlmgtdghpfgwpsngfpg

POGPYYCGVGADRAYGRDIVEAHYRACLYAGIKIAGTNAE
POGPYYCGVGADRAYGRDIVEAHYRACLYAGIKIAGTNAE
pagpyycgvgadraygrdiveahyraclyagikiagtnae

VMPAQWEFQIGPCEGIDMGDHLWVARFILHRVCEDFGVIA
VMPAQWEFQIGPCEGIDMGDHLWVARFILHRVCEDFGVIA
vmpagwefgigpcegidmgdhlwvarfilhrvcedfgvia

TEFDPKPIPGNWNGAGCHTNFSTKAMREENGLKYIEESTIER
TEFDPKPIPGNWNGAGCHTNFSTKAMREENGLKYIEESTIER
tfdpkpipgnwngagchtnfstkamreenglkyieesier

LSKRHQYHIRAYDPKGGRDNARRLTGFNETSNINDFSAGV
LSKRHQYHIRAYDPKGGRDNARRLTGFNETSNINDFSAGV
1skrhgyhiraydpkggrdnarrltgfnetsnindfsagv

ANRSASTIRIPRSVGOEKKGYFEDRRPSANCDPFAVTEALT
ANRSASTIRIPRSVGOEKKGYFEDRRPSANCDPFAVTEALT
anrsasiriprsvggekkgyfedrrpsancdpfavteali

RTCLLNETGDEPFQYK
RTCLLNETGDEPFQYK
rtcllnetgdepfqgyk

comparative result of the Glul gene.
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ATGTATTTCATTAATCTACTAACAATAATCGTTCCCATCC
ATGTATTTCATTAATCTACTAACAATAATCGTTCCCATCC
atgtatttcattaatctactaacaataatcgttcccatee

TACTAGCCGTAGCATTTTTAACCCTGCTAGAACGARAAGT
TACTAGCCGTAGCATTTTTAACCCTGCTAGAACGAAAAGT
tactagccgtagcatttttaaccctgctagaacgaaaagt

ACTAGGTTATATACAACTTCGAAAAGGACCAAACATTGTT
ACTAGGTTATATACAACTTCGAAAAGGACCAAACATTGTT
actaggttatatacaacttcgaaaaggaccaaacattgtt

GGTCCTTACGGTTTACTGCAGCCAATCGCTGACGCAGTCA
GGTCCTTACGGTTTACTGCAGCCAATCGCTGACGCAGTCA
ggtccttacggtttactgcagecaategetgacgecagtea

AATTATTTACTAAAGAACCTATACAACCACTAACATCATC
AATTATTTACTAAAGAACCTATACAACCACTAACATCATC
aattatttactaaagaacctatacaaccactaacatcatc

TCTTACCTTATTCATTATTGCTCCTACTTTAGCCCTGACT
TCTTACCTTATTCATTATTGCTCCTACTTTAGCCCTGACT
tcttaccttattcattattgetectactttagecctgact

TTAGCCCTAATAATATGAATCCCATTACCCATACCACATC
TTAGCCCTAATAATATGAATCCCATTACCCATACCACATC
ttagccctaataatatgaatcccattacccataccacate

CCCTAATTAACATAAACCTAAGCATACTATTTATACTAGC
CCCTAATTAACATAAACCTAAGCATACTATTTATACTAGC
ccctaattaacataaacctaagcatactatttatactage

TCTATCAAGTCTGGCCGTCTACGCTATTCTATGATCAGGC
TCTATCAAGTCTGGCCGTCTACGCTATTCTATGATCAGGC
tctatcaagtctggecgtetacgetattetatgatecagge

TGAGCTTCAAATTCAAAATACGCATTAATTGGAGCCTTAC
TGAGCTTCAAATTCAAAATACGCATTAATTGGAGCCTTAC
tgagcttcaaattcaaaatacgcattaattggagecttac

GAGCAGTAGCCCAAACAATCTCCTATGAAGTAACCCTAGC
GAGCAGTAGCCCAAACAATCTCCTATGAAGTAACCCTAGC
gagcagtagcccaaacaatctectatgaagtaaccctage

CATTATTATTCTATCCATCCTGCTTATAAATGGCTCATTC
CATTATTATTCTATCCATCCTGCTTATAAATGGCTCATTC
cattattattctatccatcctgettataaatggctcatte

ACATTAACCATACTAATTACAACACAAGAATATATCTGAT
ACATTAACCAEACTAATTACAACACAAGAATATATCTGAT
acattaacca actaattacaacacaagaatatatctgat

TAATTATTCCCTCATGACCTCTGGCTATAATATGATTTAT
TAATTATRCCCTCATGACCTCTGGCRATAATATGATTTAT
taattat ccctcatgacctctgge ataatatgatttat

CTCAACTTTAGCAGAAACTAACCGAGCCCCCTTTGACTTA
CTCAACTTTAGCAGAAACTAACCGAGCCCCCTTTGACTTA
ctcaactttagcagaaactaaccgagcccectttgactta

ACTGAGGGAGAATCAGAATTAGTATCTGGTTTCAACGTAG
ACTGAGGGAGAATCAGAATTAGTATCTGGTTTCAACGTAG
actgagggagaatcagaattagtatctggtttcaacgtag

AATATGCAGGAGGACCCTTCGCTCTCTTCTTTCTAGCAGA
AATATGCAGGAGGACCCTTCGCTCTCTTCTTTCTAGCAGA
aatatgcaggaggacccttcegetctcettetttetagecaga

ATATGCTAATATTATCATAATAAATGCCCTCACAATTATC
ATATGCTAATATTATCATAATAAATGCCCTCACAATTATC
atatgctaatattatcataataaatgccctcacaattatc

CTATTCTTAGGCGCATATAATAATCCTATATTCTCAGAAC
CTATTCTTAGGCGCATATAATAATCCTATATTCTCAGAAC
ctattcttaggcgcatataataatcctatattctcagaac

TTTACACCACCAACTTCACCACTAAAACTCTCTTATTCAC
TTTACACCACCAACTTCACCACTAAAACTCTCTTATTCAC
tttacaccaccaacttcaccactaaaactctcttattcac

AATAATATTTTTATGAATTCGAGCATCTTACCCTCGATTC
AATAATATTTTTATGAATTCGAGCATCTTACCCTCGATTC
aataatatttttatgaattcgagcatcttaccctegatte

CGATATGACCAACTAATACACCTACTATGAAAAAACTTTC
CGATATGACCAACTAATACACCTACTATGAAAAAACTTTC
cgatatgaccaactaatacacctactatgaaaaaactttc

TACCCCTTACTTTAGTAATATGTATATGACATGTAACETT
TACCCCTTACTTTAGTAATATGTATATGACATGTAACTTT
taccccttactttagtaatatgtatatgacatgtaac tt

ACCAATTATTCTAGCAAGTATCCCACCCATAACA. .
ACCAATTATTCTAGCAAGTATCCCACCCATAACAE
accaattattctagcaagtatcccacccataaca
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Figure S7. Several published genes were compared with full-length transcripts, the

MYFINLLTITVPILLAVAFLTLLERKVLGYIQLRKGPNIV
MYFINLLTITVPILLAVAFLTLLERKVLGYIQLRKGPNIV
myfinlltiivpillavafltllerkvlgyiqglrkgpniv

GPYGLLQPIADAVKLEFTKEPIQPLTSSLTLFITAPTLALT
GPYGLLQPIADAVKLEFTKEPIQPLTSSLTLFITAPTLALT
gpygllgpiadavklftkepigpltssltlfiiaptlalt

LALITTPLPIPHPLININLSILFILALSSLAVYAILSGAS
LALITTPLPIPHPLININLSILFILALSSLAVYAILSGAS
laliiiplpiphplininlsilfilalsslavyailsgas

NSKYALIGALRAVAQTISYEVTLAITIILSILLINGSFTLT
NSKYALIGALRAVAQTISYEVTLAITIILSILLINGSFTLT
nskyaligalravagtisyevtlaiiilsillingsftlt

ILITTQEYILIIPSPLAIIFISTLAETNRAPFDLTEGESE
TLITTQEYILITPSPLAITFISTLAETNRAPFDLTEGESE
littgeyiliipsplaiifistlaetnrapfdltegese

LVSGFNVEYAGGPFALFFLAEYANITIINALTITILFLGAY
LVSGFNVEYAGGPFALFFLAEYANITIINALTITILFLGAY
lvsgfnveyaggpfalfflaeyaniiiinaltiilflgay

NNPIFSELYTTNFTTKTLLFTITFLIRASYPRFRYDQLIH
NNPIFSELYTTNFTTKTLLFTITFLIRASYPRFRYDQLIH
nnpifselyttnfttktllftiiflirasyprfrydglih

LLKNFLPLTLVICIHVILPIILASIPPI
LLKNFLPLTLVICIHVILPIILASIPPI
1lknflpltlvicihvtlpiilasippi

comparative result of the ND1 gene.
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Figure S8. The proportion of full-length transcripts annotated in the metabolic pathways of

the neural-related system.



Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

Isoform0022807
GJB6
Consensus

ATGGATTGGGGTACCCTGCACACTTTCATCGGGGGTGTGA
ATGGATTGGGGTACCCTGCACACTTTCATCGGGGGTGTGA
atggattggggtaccctgcacactttcatcgggggtgtga

ACAAACACTCCACCAGCATCGGGAAGGTGTGGATCACCGT
ACAAACACTCCACCAGCATCGGGAAGGTGTGGATCACCGT
acaaacactccaccagcatcgggaaggtgtggatcacegt

CATCTTCATCTTCCGTGTCATGATCCTCGTGGTGGCCGCT
CATCTTCATCTTCCGTGTCATGATCCTCGTGGTGGCCGCT
catcttcatcttcegtgtcatgatecctegtggtggecget

CAGGAAGTGTGGGGAGATGAACAGGAAGACTTTGTGTGCA
CAGGAAGTGTGGGGAGATGAACAGGAAGACTTTGTGTGCA
caggaagtgtggggagatgaacaggaagactttgtgtgca

ACACTCTGCAGCCAGGATGCAGAAACGTGTGCTATGACCA
ACACTCTGCAGCCAGGATGCAGAAACGTGTGCTATGACCA
acactctgcagccaggatgcagaaacgtgtgectatgacca

CTTCTTCCCCGTGTCCCACATCCGGCTGTGGGCCCTGCAG
CTTCTTCCCCGTGTCCCACATCCGGCTGTGGGCCCTGCAG
cttctteccegtgteccacatceggectgtgggecctgeag

CTCATCTTCGTCTCCACCCCTGCCCTGCTTGTGGCCATGC
CTCATCTTCGTCTCCACCCCTGCCCTGCTTGTGGCCATGC
ctcatcttegtecteccaccectgeecctgettgtggecatge

ACGTTGCCTACTACCGGCAGGAGGCCGCCCGCARATTCAG
ACGTTGCCTACTACCGGCAGGAGGCCGCCCGCAAATTCAG
acgttgcctactaccggcaggaggccgcccgcaaattcag

ACGAGGAGAGAAGAGAAATGAATTCAAAGACTTGGAAGAC
ACGAGGAGAGAAGAGAAATGAATTCAAAGACTTGGAAGAC
acgaggagagaagagaaatgaattcaaagacttggaagac

ATTAAAAAGCAGAAGGTTCGGATCGAGGGAGCCCTGTGGT
ATTAAAAAGCAGAAGGTTCGGATCGAGGGAGCCCTGTGGT
attaaaaagcagaaggttcggatcgagggagccctgtggt

GGACGTACACCAGCAGCATATTTTTCCGAATCATCTTCGA
GGACGTACACCAGCAGCATATTTTTCCGAATCATCTTCGA
ggacgtacaccagcagcatatttttccgaatcatcttega

AGCCTCCTTCATGTATGTGTTTTACTTCCTATACAATGGG
AGCCTCCTTCATGTATGTGTTTTACTTCCTATACAATGGG
agcctccttcatgtatgtgttttacttectatacaatggg

TACCACCTGCCCTGGGTGCTGAAATGTGGGGTTGATCCTT
TACCACCTGCCCTGGGTGCTGAAATGTGGGGTTGATCCTT
taccacctgccctgggtgectgaaatgtggggttgatcectt

GCCCCAATCTTGTTGACTGCTTCATCTCCAGACCTACGGA
GCCCCAATCTTGTTGACTGCTTCATCTCCAGACCTACGGA
gccccaatcttgttgactgcttcatcectccagacctacgga

GAAAACCGTGTTCACCATTTTTATGATCTCTGCCTCGGTG
GAAAACCGTGTTCACCATTTTTATGATCTCTGCCTCGGTG
gaaaaccgtgttcaccatttttatgatctetgecteggtyg

ATTTGCATGCTACTCAATGTGGCCGAGTTGTGCTACCTGC
ATTTGCATGCTACTCAATGTGGCCGAGTTGTGCTACCTGC
atttgcatgctactcaatgtggccgagttgtgctacctge

TGCTGAAAGTGTGTTTCAGGAAATCAAAAAGAGCCCAGAC
TGCTGAAAGTGTGTTTCAGGAAATCAARANNAGCCCAGAC
tgctgaaagtgtgtttcaggaaatcaaaaa agcccagac

ACAAAGAAACCACCCCAGTCATGCCCTAAAGGAGAGTAAG
ACAAAGAAACCACCCCAGTCATGCCCTAAAGGAGAGTAAG
acaaagaaaccaccccagtcatgccctaaaggagagtaag

CAAAATGAAATGAATGAGCTGATTTCAGATAGTGGTCARA
CAAAATGAAATGAATGAGCTGATTTCAGATAGTGGTCARA
caaaatgaaatgaatgagctgatttcagatagtggtcaaa

ATGCAACCACTGGTTTTCCAAGT. .
ATGCAACCACTGGTTTTCCAACTIA
atgcaaccactggttttccaagt
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Figure S9. Several published genes were compared with full-length transcripts, the

MDWGTLHTFIGGVNKHSTSIGKVWITVIFIFRVMILVVAA
MDWGTLHTFIGGVNKHSTSIGKVWITVIFIFRVMILVVAA
mdwgtlhtfiggvnkhstsigkvwitvififrvmilvvaa

QEVWGDEQEDFVCNTLOPGCRNVCYDHFFPVSHIRLWALQ
QEVWGDEQEDFVCNTLOPGCRNVCYDHFFPVSHIRLWALQ
gevwgdegedfventlgpgernveydhffpvshirlwalg

LIFVSTPALLVAMHVAYYRQEAARKFRRGEKRNEFKDLED
LIFVSTPALLVAMHVAYYRQEAARKFRRGEKRNEFKDLED
lifvstpallvamhvayyrgeaarkfrrgekrnefkdled

IKKQKVRIEGALWWTYTSSIFFRITIFEASFMYVEYFLYNG
IKKQKVRIEGALWWTYTSSIFFRITIFEASFMYVEYFLYNG
ikkgkvriegalwwtytssiffriifeasfmyviyflyng

YHLPWVLKCGVDPCPNLVDCFISRPTEKTVEFTIFMISASV
YHLPWVLKCGVDPCPNLVDCFISRPTEKTVEFTIFMISASV
yhlpwvlkcgvdpcpnlvdcfisrptektvitifmisasv

ICMLLNVAELCYLLLKVCFRKSKEAQTQRNHPSHALKESK
ICMLLNVAELCYLLLKVCFRKSKEAQTQRNHPSHALKESK
icmllnvaelcylllkvcecfrksk agtgrnhpshalkesk

ONEMNELISDSGONATTGFEFP
ONEMNELISDSGONATTGFEFP
gnemnelisdsggnattgfp

comparative result of the GJB6 gene.

40
40

80
80

120
120

160
160

200
200

240
240

260
260



s ATAACGCATTACGCAGOOTACACCACCOCCTGGTCICACT
Consensus ataacgcatocacagatgcaceaccaectagteteeet.
Teoforn0013754  GCAGCTTTANTAGCCCTGACKTOGARACCCCATIOCAGTT
s COAGCTTTANTAGCCCTGACKTCGARACCCCATIGEAGTT
Consensus geaget ttaatagecctgacatggaaacoecat tacagtt.
s TCAGCGOSGCTICTICTCAGAGE cocee
Consensus tagegeggetcttetcagage esoge
s TCCTCACACCTGCATIACCAGCAGCHBCAG. . AGCCAGG
Consensus tcctcacacstgeattgecageagea cag | agcasg
Teoforn0013754  ACABGCOTTOCCCOCCCTTOGCOTOCCTCCCGCACGCACA
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Consensus teatctataccaatgt et taagactctatctgattacca
s (GAGTCATGCTTTTACATAGCAAACTITICACTGATACCTC
Consensus gageeatgettteacatageasacttecactgatgecte
IootomOOIsTSs  CICTAOCATIGIICACTIR TIAGNARACTICANT
s crIcant
Consensus R agaagoat agagcacttasiaagatasaciicaat
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Consensus gactantttacasaaatacaagetagtanaaaagataga
) TCATOCAAAAGTAAGAAACHTCAACGAARATTCTIOCAA
Consensus Ecatgesasagtaagaasacat ascgasaattetacas
Teoforn0013754  GCTATICATCARTTAAGAAGTGTARPANTOGAGCAGAGGA
CCTATICATCANTTAAGAAGTGTARRATIGAGCAGAGEA
Consensus gecatteatcaattaagaagtatassastadaaoagagsa
s RACTGAKTGACCAGCANTACCTTCGTGGACCTOGCARA
Consensus aactgaatgaccaageasatacct tagtagacctageaas
s (GACCCAGRATATCATGTATGACATGHTTICCCACTIARAC
Consensus gacccagaatatcatgtatgacatgat  toegact aaas
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GeTAGCATCCACGCCCT
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sz CCCTOGGCTCATCAGCCAGACCATCAGACAGCAGCAGAGA
Consensus cec gagetcatcagceagaccatcagacageageagaga
s GATTICATIGAGGCTCAGATOGAGAACTACGACAACATA
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s TOGCCTACATGCCEAGCOGTCCCGS
Consensus togcctacaatacogageagtooeay
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Figure S10. Several published genes were compared with full-length transcripts, the

comparative result of the SK2 gene.
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Figure S11. The number of overlapped transcripts among the top five immune pathways

with the largest number of genes in KEGG annotation.



