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Figure S1. Clustal Omega sequence alignment of the polypeptides encoded by 23 transcripts candidate C-type lectins from Myanmar D. siamensis.
Signal peptide was underlined, with conserved residues (>50%) highlighted throughout the alignment. Six of the cysteine residues were highly

conserved, with each protein having typically 8 cysteine residues. The CTL conserved motif WIGL was highly conserved (position 92-95). The
program Geneious Prime 2023. 0.2 was used to create this alignment, with SeqLogo [1] to highlight highly conserved amino acid residues.

Expression values (TPM) were included in brackets following sequence name.



Q6T6T2.1_Bitis gabonica
100

P83253.2_Macrovipera lebetina

61

AMB36347.1_Vipera ammodytes ammodytes
@{ AUF41658.1_Daboia siamensis
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Figure S2. The gene tree analysis of the disintegrins from Myanmar D. siamensis, Disla (c13890_g2_i1_M)
and Dislb (c11797_g1_il_F), with disintegrins from other species.



RVV_Vy
c20548 g3 i4 M FL
c11820 gl il F PL
c11820 gl i3 F_PL
c11820 gl _i4 F_PL

RVV_Vy
c20548 g3 i4 M FL
c11820 gl il F PL
c11820 gl i3 F PL
c11820 gl _i4 F PL

RVV_Vy
c20548 g3 i4 M FL
c11820 gl il F PL
c11820 gl i3 F PL
c11820 gl i4 F PL

RVV_Vy
c20548 g3_i4 M FL
cl11820_gl il F PL
cl11820_gl i3 F PL
cl11820_gl_i4 F PL

RVV_Vy
c20548 g3 _i4 M FL
cl11820_gl il F PL
cl1820_gl i3 F PL
cl11820_gl_i4 F PL

—————————— MVLIKVLANLLVLOQLSYAQKSSELVVGGDEENINEHPFLVALYTSASSTI
—————————— MVLIRVLANLLVLQLSYAQKSSELVVGGDEENINEHPFLVALYTSASSTI
—————————— MVLIRVLANLLVLOQLSYAQKSSELVVGGDEENINEHPFLVALYTSASSTI
MNSLPCRVEAMVLIRVLANLLVLQLSYAQKSSELVVGGDECNINEHPFLVALYTSASSTI
MNSLPCRVEAMVLIRVLANLLVLQLSYAQKSSELVVGGDEENINEHPFLVALYTSASSTI
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GALINREWVLTAAHEDRRNIRIKLGMHSKNIRNEDEQIRVPRGKYFELNTKEPNGLD
GALINREWVLTAAHEDRRNIRIKLGMHSKNIRNEDEQIRVPRGKYFELNTKEPNGLD
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GALINREWVLTAAHEDRRNIRIKLGMHSKNIRNEDEQIRVPRGKYFELNTKEPNGLD
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* O T T T

KDIMLIRLRRPVTYSTHIAPVSLPSRSRGVGSRERIMGWGKISTTEDTYPDVPHETNIFI
KDIMLIRLRRPVTYSTHIAPVSLPSRSRGVGSRERIMGWGKIST--DTYPDVPHETNIFI
KDIMLIRLRRPVTYSTHIAPVSLPSRSRGVGSRERIMGWGKIST--DTYPDVPHETNIFI
KDIMLIRLRRPVTYSTHIAPVSLPSRSRGVGSRERIMGWGKIST--DTYPDVPHETNIFI
KDIMLIRLRRPVTYSTHIAPVSLPSRSRGVGSRERIMGWGKIST--DTYPDVPHETNIFI
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VKHKWEEPLYPWVPADSRTLEAGILKGGRDTEHGDSGGPLIENGEMHGIVAGGSEPEGOH
VKHKWEEPLYPWVPADSRTLEAGILKGGRDTEHGDSGGPLIENGEMHGIVAGGSEPEGOH
VKHKWEEPLYPWVPADSRTLEAGILKGGRDTEHGDSGGPLIENGEMHGIVAGGSEPEGOH
VKHKWEEPLYPWVPADSRTLEAGILKGGRDTEHGDSGGPLIENGEMHGIVAGGSEPEGQOH
VKHKWEEPLYPWVPADSRTLEAGILKGGRDTEHGDSGGPLIENGEMHGIVAGGSEPEGQOH

R R R R R R R R R R R R R I R R R R Rk I

LKPAVYTKVFDYNNWIQSIIAGNRTVTEPP- 260
LKPAVYTKVFDYNNWIQSIIAGNRTVTEPP* 258
LKPAVYTKVFDYN—-——==——=—————————— 241
LKPAVYTKVFDYN—-——==——=—————————— 251
LKPAVYTKVFDYN———-——-——————————— 251
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Figure S3. Sequence alignment of RVV-Vy from Daboia siamensis and deduced amino acid sequences of

transcripts from the transcriptomes. Signal peptide is single-underlined. Catalytic triad His57, Asp102

and Ser195 are highlighted in yellow. Cysteine residues for 6 disulfide bridge are highlighted in green. (*)

fully conserved residues; (:) strongly similar residues; (.) weakly similar residues.

c13118 gl il M FL
c22505 gl il F FL
VR 1

c13118 gl il M FL
c22505 gl il F FL
VR 1

c13118 gl il M FL
c22505 gl il F FL
VR 1

MAAYLLAVAILFCIQGWPSGTVQGQOVRPFPDVYQRSACQTRETLVSILOQEHPDEISDIFR
MAAYLLAVAILFCIQGWPSGTVQGQVRPFPDVYQRSACQTRETLVSILOQEHPDEISDIFR
MAAYLLAVAILFCIQGWPSGTVQGQVRPFLDVYERSACQTRETLVSILQEHPDEISDIFR
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PSCVAVLRCSGCCTDESMKCTPVGKHTADIQIMRMNPRTHSSKMEVMKEFMEHTACECRPR
PSCVAVLRCSGCCTDESMKCTPVGKHTADIQIMRMNPRTHSSKMEVMKEFMEHTACECRPR
PSCVAVLRCSGCCTDESMKCTPVGKHTADIQIMRMNPRTHSSKMEVMKEFMEHTACECRPR

R R R R R R R R R R R R R R R R R R R

WKQGEPEGPKEPRRGE*—————-— 136
WKQGEPEGPKEPRRGE*—————-— 136
WKQGEPEGPKEPRRGGVRAKFPED 144

KKk Ak KKK KKK KK KK

60
60
60

120
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Figure S4. Sequence alignment of deduced amino acid sequences of VEGF transcripts with VR-1 from D.

russelii (P67861). Signal peptide is single-underlined. Cysteine residues are in yellow color. (*) fully

conserved residues; (:) strongly similar residues; (.) weakly similar residues.



C11787 gl5 12 F PL  ==mmmmm e e e e e e 0
DrLAO MNVFFMFSLLFLATLGSCADDKNPLEEGFREDDYEEFLETAKNGLKKTSNPKHIVIVGAG 60
c17343 gl il M FL MNVFFMFSLLFLATLGSCADDKNPLEECFREDDYEEFLETAKNGLKKTSNPKHIVVVGAG 60
cl1787 gl5 il F FL MNVFFMFSLLFLATLGSCADDKNPLEECFREDDYEEFLEIAKNGLKKTSNPKHIVVVGAG 60
c11787 gl15 i2 F PL =—=—====——=—mo MSSVTVLEASERPGGRVRTHRNVKEGWYANL.GPMRVPEKHRTIIREYT 47
DrLAO MSGLSAAYVLAGAGHKVTVLEASERPGGRVRTHRNVKEGWYANLGPMRVPEKHRIIREYI 120
cl7343 gl i1 M FL MSGLSAAYVLAGAGHKVTVLEASERPGGRVRTHRNVKEGWYANLGPMRVPEKHRIIREYI 120
c11787 gl15 il F FL MSGLSAAYVLAGAGHKVTVLEASERPGGRVRTHRNVKEGWYANLGPMRVPEKHRITREYT 120
.********************************************
cl1787 gl5 i2 F PL RKFGLKLNEFVQETENGWYFIKNIRKRVGEVKKDPGLLKYPVKPSEAGKSAGQLYQESLG 107
DrLAO RKFGLKLNEFVQETENGWYFIKNTRKRVGEVKKDPGLLKY PVKPSEAGKSAGOLYQESLG 180
c17343 gl il M FL RKFGLKLNEFVQETENGWYFIKNTRKRVGEVKKDPGLLKY PVKPSEAGKSAGOLYQESLG 180
cl1787 gl5 il F FL RKFGLKLNEFVQETENGWYFIKNIRKRVGEVKKDPGLLKYPVKPSEAGKSAGQLYQESLG 180
KA KK KA KA KA A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A A AN KA KKK
c11787 gl5 i2 F PL KAVEELKRTNESYTLNKYDTYSTKEYLIKEGNLSPGAVDMIGDLLNEDSGYYVSFIESLK 167
DrLAO KAVEELKRTNCSYILNKYDTYSTKEYLIKEGNLSPGAVDMIGDLLNEDSGYYVSFIESLK 240
cl7343 gl i1 M FL KAVEELKRTNCSYILNKYDTYSTKEYLIKEGNLSPGAVDMIGDLLNEDSGYYVSFIESLK 240
Cll787_gl5_il_F_FL KAVEELKRTNCSYILNKYDTYSTKEYLIKEGNLSPGAVDMIGDLLNEDSGYYVSFIESLK 240
R R R R R R R R R i R R R R R R R R R R R R I i
cl1787 gl5 i2 F PL HDDIFAYEKRFDEIVGGMDQLPTSMYRAIEESVRFKARVIKIQONAEKVTVTYQTTQKNL 227
DrLAO HDDIFAYEKRFDEIVGGMDQLPTSMYRAIEESVHFKARVIKIQONAEKVTVTYQTTQKNL 300
Cl7343_gl_il_M_FL HDDIFAYEKREFDEIVGGMDQLPTSMYRAIEESVRFKARVIKIQONAEKVTVTYQTTQKNL 300
Cll787_gl5_il_F_FL HDDIFAYEKREFDEIVGGMDQLPTSMYRAIEESVRFKARVIKIQONAEKVTVTYQTTQKNL 300
*********************************:**************************
Cll787_gl5_iZ_F_PL LLETVDYVIVCTTSRAARRITFKPPLPPKKAHALRSVHYRSGTKIFLTCTKKFWEDDGIQ 287
DrLAO LLETADYVIVCTTSRAARRITFKPPLPPKKAHALRSVHYRSGTKIFLTCTKKFWEDDGIQ 360
cl7343 gl i1 M FL LLETVDYVIVCTTSRAARRITFKPPLPPKKAHALRSVHYRSGTKIFLTCTKKFWEDDGIQ 360
cl1787 gl5 il F FL LLETVDYVIVCTTSRAARRITFKPPLPPKKAHALRSVHYRSGTKIFLTCTKKFWEDDGIQ 360
****.*******************************************************
cl1787 gl5 i2 F PL GGKSTTDLPSRFIYYPNHNFTTGVGVIIAYGIGDDANFFQALNLNECADIVENDLSSIHQ 347
DrLAO GGKSTTDLPSRFIYYPNHNFTTGVGVIIAYGIGDDANFFQALNLNECADIVENDLSSIHQ 420
cl7343 gl i1 M FL GGKSTTDLPSRFIYYPNHNFTTGVGVIIAYGIGDDANFFQALNLNECADIVENDLSSTIHQ 420
cl1787 gl5 il F FL GGKSTTDLPSRFIYYPNHNFTTGVGVIIAYGIGDDANFFQALNLNECADIVENDLSSIHQ 420
KA KKK A A A A A AR A A AR A A A A A AR A A A AR A A A A A A A A A KA A A A A A AR A AR AR AR AR AKX KKK
cl1787 gl5 i2 F PL LPKKDLQTFCYPST GAITTFTPYQFQHFSEALTAPVGRIFFAGEYTANA 407
DrLAO LPKKDLQTFCYPST GAITTFTPYQFQHFSEALTAPVGRIFFAGEYTANA 480
c17343_g1_i1_M_FL LPKKDLQTFCYPST GAITTFTPYQFQHFSEALTAPVGRIFFAGEYTANA 480
c11787_g15_i1_F_FL LPKKDLQTFCYPST GAITTFTPYQFQHFSEALTAPVGRIFFAGEYTANA 480

R R R R R R R R R R R R R R R R R R R R R R

c11787 gl5 i2 F PL HGWIDSTIKSGLTAARDVNRASEL* 431
DrLAO HGWIDSTIKSGLTAARDVNRASEL- 504
c17343 gl il M FL HGWIDSTIKSGLTAARDVNRASEL* 504
c11787 g15 il F FL HGWIDSTIKSGLTAARDVNRASEL* 504

R R R R R R R R

Figure S5. Sequence alignment of DrLAO (Daboia russelii, G8XQX1.1) with 3 deduced LAAO transcripts
obtained from Myanmar Russell’s viper transcriptome. Conserved FAD-binding motif and Ile!-Hse!!
fragment is highlighted in green. Three potential N-glycosylation sites are underlined. Cysteine residues
making disulfide bridge are highlighted in blue. Key residues in catalytic site are highlighted in yellow.
(*) fully conserved residues; (:) strongly similar residues; (.) weakly similar residues.



c55720 gl i1 M MIAFIVLPILAAVLQQOSSGSVDFDSESPRKPEIQNEIVDLHNSLRRSVTPTASNMLKMEW 60
cl7345 gl il F MIAFIVLPILAAVLOQSSGSVDFDSESPRKPEIQNEIVDLHNSLRRSVTPTASNMLKMEW 60
Dr_ CRPK MIAFIVLPILAAVLOQSSGSVDFDSESPRRPEIQNEIVDLHNSLRRSVTPTASNMLKMEW 60

KA KA A KA KA KA A A A A A A A A A A A A A A A A A A KAAK e AA XA KA A A A A A A A A A A A A A A A A A XA KA AKX KKK

c55720 gl i1 M YPEAAANAERWAFREILNHSPYNSRVIGGIKE@GENIYMSPYPMKWTAITHEWHDEKKDEV 120
cl7345 gl il F YPEAAANAERWAFREILNHSPYNSRVIGGIKE@GENIYMSPYPMKWTAITHEWHDEKKDEV 120
Dr CRPK YPEAAANAERWAFREILNHSPYNSRVIGGIKEGENIYMSPYPMKWTAITHEWHKEKKDEV 120

KA KA KA KA A KA KA A KA A A A A A A A A A A A A A A A A A A A A A A A A A A A AA A A A A A A A A A A A AKX A XXXk K

c55720 gl i1 M YGQGASPANAVVGHYTQVVWYKSYRSGEAAAY@PSSEYNYFYVEOY@PAGNI IGKIATPY 180
cl7345 gl i1 F YGQGASPANAVVGHYTQVVWYKSYRSG YEPSSEYNYFYVEBOYE@PAGNIIGKIATPY 180
Dr CRPK YGQGASPANAVVGHYTQIVWYKSYRSG YEPSSEYNYFYVEOY@PAGNIIGKIATPY 180

R R R R R I b b RN I R R I I R I E b b I b b R E b b h b b b b b b b b i i

c55720 gl i1 M TSGPPEGDEPSAEDNGLE@TNPESHHDDFTNEKDLVKQOGE@HSNY LKTKEPASEFEHNEI I 239
cl7345 gl i1 F TSGPPEGDEPSAEDNGLETNPESHHDDFTNEKDLVKQGE@HSNY LKTKEPASEFEHNEI T 239
Dr_ CRPK TSGPPEGDEPSAEDNGLETNPESHHDEFTNEKDLVKQGE@HSNY LKTKEPASEF@HNEI I 239

R R R I R R I I b b b I I I RN b I I I S b E b b b b b b R dh b E h kb b b b b

Figure S6. Sequence alignment of deduced amino acid sequences of CRISP transcripts from the
transcriptomes with cysteine-rich secretory protein Dr-CRPK from Taiwan Russell’s viper (ACE73567).
Signal peptide is single-underlined. Cysteine residues are in pink color. The two Zn?*binding motifs are
highlighted in yellow and blue. (*) fully conserved residues; (:) strongly similar residues; (.) weakly
similar residues.
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