De novo venom gland transcriptomics of the Malayan
Pit Viper, Calloselasma rhodostoma (Kuhl, 1824) from
Malaysia: Unravelling diversity of toxin genes in a
medically important basal crotaline

Supplementary File 2. Low abundance transcripts

Accession Amino acid sequence
VENV17 CRISP 1 MAEKNPSIPWLIPPTLFLFLTHGIHCFFLPNATHLENILNQYQDGQPHSRAKRSISRSDQD 60
LCCL domain Oh 61 EILMLHNKLRGEVYPSASNMEYM NSTHFPAGQRLF 120

121 HPLHRSPSFHVQSWYDEVKDYTYPYPHECNPWCPDRCTGPMCTHYTOMVWATTNKIGCAT 180
181 NVCKRIDVWGEVWENAVYLVCNYSPKGNWIGEAPYRNGRSCSECPPSYGGGCRANLCYKE 240
241 KVVEKPETDRANEVELQKVPVRIQPKSVKPTKEKKPTEVNYMTQVIKCDTKMRDTCRGST 300
301 CNRYLCPAGCLNSKAKVFGFPKYESASSICRAATHSGVLDNRGGLVDITRKGRSDEFEVMS 360
361 VERNGVQTFSKYKPSNGFAVSKVTVQTLDCYTTVEELCPFKKPTTHCPRRLKSSSRKAKRE 420
421 SHNPSMPAMEQMCKNSSICKAAVHAGVIGDSSGGYVDVMPVDKKKVYNGSLRNGIRSESL 480
481 KTPREGKAFRIFAVRQ 496
Cr-CRPO1 1 MAKNPTVPWLVAPSLFLFLTHGIQCFFLPSATHLERILNQYQDGQPHSRGKRSISRDDRD 60
61 EILTLHNKLRGEVYPSASNMEYMRWDEELERSAESWAQQCIWDHGPASLLLSIGONLAVH 120
121 WCGRHRSPGYHVQSWYDEVKDYTYPYPHECNPRCPDRCRGPVCTHYTOMVWATTRNMGCAT 180
181 NVCKRMVVWGEVWENAVYLVCNYSPKGNWIGEAPYRNGRPCSECPPSYGGGCQANLCYKE 240
241 KAVEKSETDRANEVEIQKVPDRIQPKSVKPAKEKKPVEVTYMTQAIKCDTKMRDTCRGST 300
301 CNRYLCPAGCLNSKAKVFGFPNYESASSICRAATHSGVLDNRGGLVDITRKGRSDFEVMS 360
361 VENGIRTLSKHKPSNGFAVLKVIVQTLDCYTTVEELCPFKKPTTHCPRSYCPAYCKNE-P 420
421 NHWATVYGTNIYADNSSICKAAVHAGVIGDSSGGYVDVMPVDKKKVYNGSLRNGIRSESL 480
481 KTPREGKAFRIFAVRQ 496

Sequence alignment of Cr-CPRO1 (Putative cysteine-rich secretory protein (CRiSP)) identified
in Calloselasma rhodostoma venom gland transcriptome in comparison to selected CRiSP
retrieved from UniProtKB database, Cysteine-rich secretory protein LCCL domain-containing
2, UniProtID: V8NV 17. Abbreviation: Oh — Ophiophagus hannah

Accession Amino acid sequence

V5NTD 5°NUC Ca 1 MQTPKRRRGAQGCPRSSPS--PPLLLLVRAVWFCAALSVAAGSFELTILHTNDVHARVEQ 60
61 TSRDSGKCTGQDCYGGVARRATKIRELRAKHRHVLLLDAGDQYQGTVWENFFKGREVVKE 120
121 MNSLRYDAMALGNHEFDNGLAGLLDPLLKHANFPILSANIRPKGSIASNISGYILPYKII 180
181 NVGSEKVGIIGYTTKETPVLSNPGPYLEFRDEVEELQNHANKLTTLGVNKIIALGHSGFS 240
241 EDQRIARKVKGVDVVVGGHTNTFLYTGSPPSTEVAAGNYPFMVQSDDGRQVPVVQAYAFG 300
301 KYLGYLNVIFDDKGNVIKSSGNPILLNKDISEDQDIKAEVNKMKIQLHNYSSQEIGKTIV 360
361 YLNGTTQACRFHECNLGNLICDAVIYNNVRHPDDNEWNHVSMCIVNGGGIRSPIDERTNN 420
421 GTITLEELTAVLPFGGTFDLLQIKGSALKQAFEHSVHRHGEGMGELLQVSGIKVVYDLSR 480
481 KPGSRVLSLNVLCTECRVPTYVPLEKEKTYKLLLPSFLAAGGDGYHMLKGDSSNHSSGNL 540
541 DISIVGDYIKRMGKVFPAVEGRMIFSAGTLFQAQLFLTWGLCVSLLYFIL 590

Cr-NUcCo1 1 MQTPKR--GTPGCPPSCPSPPPPPPLLVGAVWFCALLSLAAASFELTLLHTNDVHARVEQ 60
61 TSRDSGKCTGQECYGGVARRATKIRELRAKHRHVLLLDAGDQYQGTIWENFFKGREVVTE 120
121 MNRLRYDAMALGNHEFDNGLAGVLDPLLKYASFPILSANIIPKGPIASNISGYILPYKII 180
181 NVGSEKVGIIGYTTKETPVLSNPGPYLEFRDEVEELQKHVNKLTTLGVNKIIALGHSGFL 240
241 EDQRIAQKVKGVDVVIGGHTNTFLYTGTPPSTEVAAGNYPFMVQSDDGRQVPVVQAYAFG 300
301 KYLGYLNVIFDDKGNVIKASGNPILLNKDIPEDQDVKTEVNKMKIQLHNYSSQEIGKTIV 360
361 YLNGTTHACRFHECNLGNLICDAVIYDNVRHPDDNEWNHVSMCIINGGGIRSPIDERANN 420
421 GTITLEELTAVLPFGGTFDLLQVKGDALKQAFEHSVHRHGQGTGELLQTSGIKVVYDLSR 480
481 RPGMRVVSLKVLCTECRVPTYVPLETGKTYKLLLPSFLASGGDGYHMLKGDASNHSSGNL 540
541 DISIVGDYIKRMGKVFPAVEGRMIFSAGTLFQAQLFLTWALCISLLYFIL 590

Sequence alignment of Cr-NUCO1 (Putative 5’nucleotidase (5’NUC)) identified in
Calloselasma rhodostoma venom gland transcriptome in comparison to selected 5’NUC




retrieved from UniProtKB database, Snake venom 5'-nucleotidase, UniProtID: F8S0Z7.
Abbreviation: Ca — Crotalus adamanteus

Accession Amino acid sequence
A0A2H4N395 PLB- 1 MIRFGNPSSS----DKRRQRCRSWCWGG-LLLLWAVAETRADIHYATVYWLEAEKSFQIK 60
like Bm 61 DVLDKNGDAYGYYNDTIQSTGWGILEIKAGYGNQPISNEILMYAAGFLEGYLTASHMSDH 120

121 FANLFPLMIKNVIIEQKVKDFIQKQODEWTRQQIKNNKDDPFWRNAGYVIAQLDGLYMGNV 180
181 EWAKRQKRTPLTDFEISFLNAIGDLLDLIPALQSTLRKSDFRSMPDVPRIYQOWDMGHCSA 240
241 LIKVLPGYENIYFAHSSWEFTYAATLRIYKHLDFKITDPQTKTGRASFSSYPGFLSSLDDF 300
301 YILGSGLTMLQTTNSVLNLSLLKKVVPESLFAWERVRIANMMADSGKTWAETFEKONSGT 360
361 YNNQYMILDTKKIKLORSLEDGTLYIIEQVPKLVKYSDQTKVLRNGYWPSYNIPFDKEIY 420
421 NMSGYGEYVQRHGLEFSYEMAPRAKIFRRDQGKITDMESMKSIMRYNNYKEDPYAKRNPC 480
481 NTICCRQDLDRRTPVPAGCYDSKVADISMAAKFTAYAISGPTVEKGLPVFSWVNENKTKH 540
541 QGLPESYNFDFVTMKPVL 558
Cr-PLBO1 1 MIRLGHPSSSSSSWEKRRQRCRSWSWGGLLLLLWAVAETRADIHYATVYWLEAEKSFQIK 60
61 DVLDKNGNAYGYYNDTIQSTGWGILEIKAGYGNQPISNEILMYAAGFLEGYLTASHMSDH 120
121 FANLYPLMIKNVIIEQKVKDFIQKQODKWTRQQIKNNKDDPFWRNAGYVIAQLDGLYMGNV 180
181 EWAKRQKKTPLTIFKISFLNAVGDLLDLIPALYSNLRKSDVRSMPDVPRIYQOWDMGHCSA 240
241 LIKVLPGYENIYFAHSSWFTYAATLRIYKHLDFKITDPQTKTGRASFSSYPGFLVSLDDF 300
301 YILGNGMVLLQTTNSVFNLSLLKKVVPESLFAWERVRIANMMADSGKTWAETFEKONSGT 360
361 YNNQYMIIDTKKIKLRRSLEDGTLYIVEQVPKLVKYSDQTKVLRNGYWSSYNIPFDKVIY 420
421 NISGYGEYVQRFGLEFSYEMAPRAKIFRRDQGKVTDMESMKSIMRYNNYKEDPYAKHNPC 480
481 NTICCRQDLDRRSPVPAGCYDSKVIDISMAAKFTAYAINGPPVEKGLPVFSWIDENKTKH 540
541 QGLPESYNFDFVIMKPVL 558

Sequence alignment of Cr-PLBO01 (Putative phospholipase B (PLB)) identified in Calloselasma
rhodostoma venom gland transcriptome in comparison to selected PLB retrieved from

UniProtKB database, Phospholipase B-like, UniProtID: AOA2H4N395. Abbreviation: Bm —
Bothrops moojeni

Accession Amino acid sequence

V&P8E3 NLB Oh ] —-— 60
61 ———-MCWKPMGISGKNYKQPMPRTSSKELDFVGHSVRTKLDELKRQEVSRLRMLLKAKMD 120
121 ATMEQDVQVDHLALLKQFEHLDSQNQHTFEARDLELLIKTATKDLENYDAAHHEEFKRYE 180
181 MMKEHERREYLKSLDEEKRREEEAHFEELKKKHKEHPKVNVP—TPTVMGCWMSRNWRHFS 240
241 LRSGGVEFREMQFEHSRGAPAKEV---FFLQLEKVYDPRNEEDDMLEMEEERLRMREHVM 300
301 KNVDLNKDRLVTLDEFVKSTQRKEFNEADGWETVEETQIYSEAELQRFEAELKAQEEELS 360
361 RRAEQLHQEHKELQQRQVELDAQKKEYQQVVLOMEQRKSQQLEQAPQVGPGGELKFQAQP 420
421 PHAAPADHASPPESQPGAPGAPEHDSQKDQTEALQNQAHPEVAVQ 480

Cr-NLBO1 1 QIRWRTTLLOQCVLLLTYIVIILEAVPIDVDKTKVKEEEKDSATVENPDTGLYYDAYLRQ 60
61 VIEVLETDKHFREKLQTADIEQIKSGKLSKELDLVGHKVRTKLDELKRQEVARLRMLTIKA 120

121 KIDAYQDSGVDHQALLKQFGHLNHNNPHTFEVKDLDMLIKTATHDLENYDNERHEEFKKY 180

181 EMMKEHERREYLKTLDEEKRHQEEAKYEDMKKKHNDHPKVNHPGSKDQLKEVWEEADGLD 240

241 PNDFDPKTFFKLHDVNADGELDEQELEALFTRELEKVYDPRNEEDDMVEMEEERLRMREH 300

301 VMNEVDINKDRLVTLEEFMRATEKREFLEPENWETLDQOQOVETEDDLKEFESHIVQKEDE 360

361 LOKQALELOKKREELQQQODFLOAQKQELEMAVKOMEQKKLOQOGH—FPPSGPGGELKFQ—— 420

421 -PSVSQLD—GNVONHPVAPGNIPVQEAAARSDHVOSH-—————-— 480

Sequence alignment of Cr-NLBO1 (Nucleobindin (NLB)) identified in Calloselasma
rhodostoma venom gland transcriptome in comparison to selected NLB retrieved from
UniProtKB database, Nucleobindin-1, UniProtID: V8P8E3. Abbreviation: Oh — Ophiophagus
hannah



Accession

Amino acid sequence

B1Q3K2 NGF Pf 1
61

121

181

241

Cr-NGF01 1
61

121

181

241

MSMLCYTLIIAFLIGIWAAPKSEDNVPLGSPATSDLSDTSCAKTHEALKTSRNTDQHYPA
PKKAEDQEFGSAANIIVDPKLFQKRRFQSPRVLESTQPPPLSRDEQSVDNANSLNRNIRS
KREDHPVHNRGEYSVCDSVSVWVANKTTATDIRGNLVTVMVDVNLNNNVYKQYFFETKCR
NPNPVPTGCRGIDSRHWNSYCTTTHTFVRALTMEGNQASWRFIRIDTACVCVISRKNENE
G

MSMLCYTLIIAFLIGIWAAPKSEDNVPLGSPATSDLSDNSCAKTHEALKTSRNTDQHYPA
PKKAEDQEFGSAANIIVDPKLFQRRRFQSPRVLEFSTQPPPLSRDEQSVDNANSLNRNIRA
KREDHPVHNRGEYSVCDSVNVWVANKTTATDIRGNVVTVMVDINLNNNAYKQYFFETKCR
NPNPVPTGCRGIDARHWNSYCTTTHTFVRALTMEGNQASWRFIRIDTACVCVISRKN-—-—

60

120
180
240

60

120
180
237

Sequence alignment of Cr-NGFO1 (Putative nerve growth factor (NGF)) identified in
Calloselasma rhodostoma venom gland transcriptome in comparison to selected NGF retrieved
from UniProtKB database, Nerve growth factor, UniProtID: B1Q3K2. Abbreviation: Pf —
Protobothrops flavoviridis

Accession Amino acid sequence

P67862 VEGF Pf 1 MAAYLLAVATILFCIQGWPSGTVQGQVMPFMEVY SRSACQTRETLVPILKEYPDEVSHLFK 60
61 PSCVPVLRCGGCCSDESLTCTATGKHSVGREIMRVDPHKGTSKMEVMQFKEHTACECRPR 120
121 SPGDVNNGKDKRNPEEGGPRARFPEV 180

Cr-NLBO1 1 MAAYLLAVAILFCIQGWPSGTVQGOVMPEFMEVYSRSACOQTRETLVPILKEYPDEVSHLEFK 60
61 PSCVPVLRCGGCCSDESLTCTATGKHSVGRETMRVDPHKGTSKMEVMQFKEHTACECRPR 120
121 SPGDVNNGKDKRNPEEGGPRARFPEV 180

Sequence alignment of Cr-VGF01 (Snake venom vascular endothelial growth factor (VEGF))
identified in Calloselasma rhodostoma venom gland transcriptome in comparison to selected
VGF retrieved from UniProtKB database, Snake venom vascular endothelial growth factor
toxin, UniProtID: P67862. Abbreviation: Pf — Protobothrops flavoviridis



Accession Amino acid sequence
P6061S Alpha 1 METLLLTLVVVTIVCLDLGYTIVCHTTATSPISAVTCPPGENLCYREMWCDAFCSSRGEY 60
bmlgamtoxiu Bm 6l VELGCAATCPSKKPYEEVICCSTDECHPHPEQEEG 120
Cr-FTX01 1 MKTLLLTLVVWTIVCLDLGYTIVCHTTATSPISAVTCPPGENLCYREMWCDAFCSSRGEV 60
61 VELGCAATCPSKKPYEEVTCCSTDECHPHFEQRPG 120
QTZT13 NTX-like 1 MKTLLLTLVVLTIACLDLGYTKTCFNDDLTWNPKTTELCRHSMYFCFKNSWIAGGVERIER 60
Bm 61 GCSLTCPDIKYNGKYIYCCTRDHNCHA 120
Cr-FTX02 1 MKTLLLTLVVLTIACLDLGY TETCFNDDLTHNPRETTELCRHSMY FCFKNSWIAGGVERIER 60
61 GCSLTCPDIKYNGKYIYCCTRDNCHA 120
QBRIFX7 MTX Bm 1 METLLLTIAMVVTI ICLODLGYTEMCHNMCVREPY PFMSSCCPEGQDRCYESYWVNENGEOKKYHG 60
61 EKYPVILERGCVTACTGPGSGSIYNLYTCCPTHNRCGSSSTSG 120
Cr-FTX03 1 -——— TLVVWTIICLDLGY TEMCHNMCVEEPY PEMSSCCPEGODRCYKSYWVNENGEKQKKYHG 60
61 EKYPVILERGCVTACTGPGSGSIYNLYTCCPTNRCGSSSTSG 120
P15817 Kappa 1 MKTLLLSLVVWWTIVCLDLGYTRTCLISPSSTPQTCPNGQDICFREKAQCDNFCHSRGEVIEQG 60
bungarotoxin Bm 61 CVATCPQFRSNYRSLLCCRTDNCNH 120
Cr-FTX04 l ———emeeemeeee- CLDLGYTRTCLISPSSTPQTCENGQDICFREAQCDNFCAMRGEVIEQG 60
6l CVATCPEFRSNYISLLCCRTDHCH- 120
QOYGI0 Gamma 1 MKTLLLTLVVVTIVCLDLGY TMOCKTCSFYTCPNSETCPDGENICVEKRSWTAVRGDGEPEREL 60
bungarotoxin Bm 6] RRECAATCPPSKLGLTVFCCTTDNCHH 120
Cr-FTX05 1] ==—————————— VCLDLGYTLKCKTCPFYNCPHSETCPGGENICVERSWTAVRGDGPEKHEL 60
61 RRECAATCPFKEPGLTVFCCTTDHNCHH 120
ASX2W6 3FTX Sce | MKTLLVILGVVAFVYLDSGYSLECYSCHNMTFSILPLEKLCRSVMCPEGLDQCY INKTLFPV 60
61 LEIEKGCTTHNCTQTWTDECCETNECHII 120
CRFTX06 | ———————— VEMFY FNHLGYSIOCYQCHNPCSRRVL —————— MTCPESLROCYTNKTDTS 60
61 GRPAGKGCTMNCIENEQIKCCNTSRCN-- 120
QO9YGIS SNTX Bm 1 MEKTLLLTLVVVTIICLDLGY TRECLIKY SQANESSKTCPSGOLLCLEKWEIGNPSGEKEVE 6l
6] BGCVATCPEPEENEIIQCCAKDKCHNE 120
Cr-FTX07 1 —-——- TLVVLTIVCLDLGY TRECLIKY SOANESSKTCPSGOLLCLEKWE IGNPSGKEVE 60
61 RGCVATC-————————————mmmmee 120
ASX2WT 3FTX Sce 1 METLLVTVGVVAFVYLEPGYSLICEACNLPNCDFLPARPCPEGFNQCYKEWNLIGLSVMNIE 60
61 BGCTANCTPNAQTECCNTNLCHNA 120
Cr-FTX08 ] ===s==mmmsmccma==== GYSIOCYQCNNP-CSRRVLMTCPESLROCYT--NKTDTSGRPAG 60
6] EKGCTMHNCIENEQIKCCHTSRCN- 120
F5CPD4 3FTX Ma 1  MEALLFALFLVAFLFEKDPVESMOCYKCGVSGCHLEITCSEDEKFCYKRYNEISFIRTYGCAE 60
61 TCTEENNWTASVYCCTTNLCNT 120
Cr-FTX09 1 -KALLSALLLVAFLFEDPVESMECYRCGVSGCHLEITCSAEETFCYKWLNKIS————————- 60
6] —mmmmmmmmmmmmmmm e 120

Sequence alignment of Cr-FTXO01, Cr-FTX02, Cr-FTX03, Cr-FTX04, Cr-FTX05, Cr-FTXO06,
Cr-FTXO07, Cr-FTX08, Cr-FTX09 (Three-finger toxin (3FTX)) identified in Calloselasma
rhodostoma venom gland transcriptome in comparison to selected 3FTX retrieved from
UniProtKB database, Alpha bungarotoxin, UniProtID: P60615; Neurotoxin-like protein,
UniProtID: Q7ZT13; Muscarinic toxin, UniProtID: Q8JFX7; Kappa bungarotoxin, UniProtID:
P15817; Gamma bungarotoxin, UniProtID: Q9YGJO0; 3FTX, UniProtID: A5X2W6, A5X2W7
and F5CPD4; Short neurotoxin, UniProtID: Q9YGI8. Abbreviation: NTX — Neurotoxin; MTX
— Muscarinic toxin; 3FTX — Three-finger toxin; SNTX — Short neurotoxin; Bm — Bungarus
multicinctus; Sce — Sistrurus catenatus edwardsii; Ma — Micrurus altirostris



Accession Amino acid sequence

T2HQNI APP Oo 1 MQGMDIEDKSSKMHCMKGKHVAIICGVVIAVGLILGLGLGLGLKPEACNPPEDNGQVSTK 60
61 PPTSSTPDVTNPSGSSVFCSAKNDENGAWTNFRLPNYVHPVHYDLDLTPEMEAEVYTGMY 120
121 NWISIRLEEQTTRHLWLHLRETKITEMPQLRISSGQVIEIKRCFGYEPQEYVVIEAEEDLR 180
181 PGNYFLSMKFKGYLNGSLVGFYSTTYGENGKTKYIAATDHEPTDARKSFPCFDEPNKKAT 240
241 YTISITHEQDYEAISNMPVEKTISLDNKWTKTIFKKSVPMSTYLVAWAVHOFKYEERISA 300
301 RGIPLRVYAQPOQINTAIYAANVTKVVEDYFENYFNMNYSLPKLDKIAIPDEGTGAMENW 360
361 GLITYRETNLLYDSRESAASNKORVAAVVAHELVHQWFGNIVTMDWWDDLWLNEGFASFEF 420
421 EFMGVNATEEKWQMLDQILIDDLLPVLKDDSLVSSHPITVNVSSPDEITSVFDGISYSKG 480
48] ASILRMLEDWISPDHFRAGCOKYLKDHYFEKNAKTDDFWKAMOEVSGKPVREVMDTWTROM 540
541 GYPVLKVALNSTVTQQRFLLDPKADPSKPFSQFSYKWNIPVKWKEGNTSSITFYNKSEVA 600
601 GITITRPSNLPPDSFLKVNKDHVGFYRVNYEPQVWRTLADIMMKDHONFNLADRAGFIDD 660
661 AFALARAGLLKYADALNLTRYLQNETEYIPWQRAVVAVSYIGQMVEDDKALYPKFQRYFG 720
721 SLVKPIASELKWENDEDHIKSLLRTTVLEFACNMDDPEALGNASLLFKNWTSGISLDVNL 780
781 RLLVYRFGMQHSGDEEAWNYMFEKYRTATLAQEKEKLLYGLASVENITLLNRFLNCIKNT 840
841 TLIRSQDVFTVLRYISFNSYGKTMAWDWVRLNWEYLVKRYTLNDRNLGRLISRISGTFNT 900
901 ELQLWQOMENFFERYPDAGAGEASRKQALETTKSNIEWLKQYRDDVATWLENSE-—-—— 960

Cr-APPO1 1 MQGMDIEDKSSKMPCMKGKHVAIICGVVIAVGLILGLGLGLGLKPEACSPPEDNGQVSTD 60
61 PPTSSTPDVTSASGSSVFCSAQNDEIGAWSNFRLPSYVLPVHYDLDLTPEMEAEVYTGMV 120
121 NISIRLEKLTTKHLWLHLEETKITEMPQLRTSSGQVIEIKRCFGYEPQEYVVVEREEELR 180
181 PGNYFLSMKFKGYLNGSLVGFYSTTYGENGKTKYIAATDHEPTDARKSFPCFDEPNKKAT 240
241 YTISITHERDYEAISNMPVEKTISLDNKWTKTIFKKSVEPMSTYLVAWAVHOFKYEERISS 300
301 RGIPLRVYAQPQQINTAIYAANVTKVVEDYFENYFNMNYSLPKLDEIAIPDFGTGAMENW 360
361 GLITYRETNLLYDSQESAASNKQRVAAVVAHEVVHOWFGNIVTMDWWDDLWLNEGFASFF 420
421 EFMGVNATEEKWQMLDQILIDDLLPVLKDDSLVSSHAITVNVSSPDEITSVFDGISYSKG 480
481 ASILRMLEDWISPDOFKAGCQKYLTDHYFENAKTDDFWKAMOVVSGKPVKEVMDTWTROM 540
541 GYPVLKVALNSTITQQRFLLDPKADPSQPFSQFSYKWNIPVKWKEGNTSSITFYNKSELA 600
601 GITITRPSDAPPDSFLKVNEDHVGFYRVNYEPEVWHALANIMMEDHONFNLADRAGFIDD 660
661 AFALARAGLLKYADALNLTRYLONETEYIPWQRAVVAVSYIGOMVEDDKALYPKFQRYFG 720
721 SLVKPIASELKWENDEDHIKSLLRTTVLEFACNMDDPEALGNASLLFKNWTSGISLDVNL 780
781 RLLVYRFGMQNSGDEQAWNYMFEKYRTATLAQEKEKLLYGLASVKNITLLNRFLSCIKNT 840
841 TLIRSQDVFTVLRYISFNSYGKTMAWDWVRLNWEYLVERYTLNDRNLGRLISRISGTFNT 900
901 ELQLWQMENFFERYPDAGAGEASRKQALETTESNIEWLKQYRDDVATWLENSEQTNEI 960

Sequence alignment of Cr-APPO1 (Aminopeptidase A (APP)) identified in Calloselasma
rhodostoma venom gland transcriptome in comparison to selected APP retrieved from
UniProtKB database, Aminopeptidase, UniProtID: T2HQN1. Abbreviation: Oo — Ovophis
okinavensis



Accession Amino acid sequence

J3SEZ3 PDE Ca 1 MIQQKVLFISLVAVTLGLGLGLGLKESVQPQVSCRYRCNETFSEMASGCSCDDECTERQA 60
6] CCSDYEDTCVLPTQSWSCSKLRCGEKRIANVLCSCSDDCLEKKDCCTDYKSICKGETSWL 120
121 KDKCASSGATQCPAGFEQSPLILFSMDGFRAGYLENWDSLMPNINKLKTCGTHAKYMRAYV 180
181 YPTKTFVNHYTIATGLYPESHGIIDNNIYDVNLNLNFSLSSSTARNPAWWGGQFIWHTAT 240
241 YQGLKAATYFWPGSEVKINGSYPTIFKNYNKSIPFEARVTEVLEWLDLPEAKREPDFLTLY 300
301 IEEPDTTGHKYGPVSGEIIKALQOMADRTLGMLMEGLKQRENLHNCVNLILLADHGMEEISC 360
361 DRLEYMANYFNNVDFFMYEGPAPRIRSKNVPEDFYTFDSEGIVENLTCRKPEQYFKAYLS 420
421 EKDLPERLHYANNIRIDKVNLMVDQOWMAVRDEKFTRCKGGTHGYDNEFKSMOAIFLAHGE 480
481 GFNEKNEVTSFENIEVYNLMCDLLELEPAPNNGTHGSLNHLLENPFYTPSPAEEQSSPLS 540
541 CPFGPVEPSPDVSGCKCSSITELEKVNQRLNLNNQAKTESEAHNLPYGREQVLONHSKEYCL 600
601 LHOQAKYISAYSQDILMPLWSSYTIYRSTSTSVPPSASDCLRLDVEIPAAQSQTCSNYQPD 660
661 LTITPGFLYPPNFNSSNFEQYDALITSNIVPMFKGFTRLWNYFHTTLIPKYARERNGLNV 720
721 ISGPIFDYNYDGHFDSYDTIKQHVNNTKIPIPTHYFVVLTSCENQINTPLNCLGPLEVLS 780
781 FILPHRPDNSESCADTSPENLWVEERIQIHTARVRDVELLTGLNFYSGLKQPLPETLQLK 840

841 TFLPIFVNPVN 900
Cr-PDEO1 I —mmm o0
Bl e e e e 120
121 —mmmmmm e FEQSPLILFSMDGFRAGYLEAWESLMPNINKLKICGTHAKYMRAA 180

181 YPTKTFVNHYTIVTGLYPESHGIIDNNMYDVNLNLNFSLSSSVAKNPAWWGGQPIWNTVT 240
24] YOGLKALTYFWPGSEVKINGSYPTIYKNYNKSMPFEARVTEVLSWLDLPKAERPDFYTLY 300
301 IEEPDTTGHQYGPVSGOVIKALOMADOTLGMLMEGLKORNLHNCVNLILLADHGMEEISC 360
361 NRLEYMDSYFNKVDFFMYEGPAPRIRSKNVPKDFYTFDSEGIVKNLTCRNPKQYFKAYLS 420
421 KDLPKRLHYVNNVRIDKVNLMVDEKWMAVRNKKFSRCKGGTHGYDNEFKSMOAIFLAHGE 480
48] GFKGKNEVTSFENIEVYNLLCDLLKLKPAPNNGTHGSLNHLLKNPFYTPSPRKEQSSPLS 540
541 CPFGPTPSPDVSGCKCSSITNLEKVNQRLNLNDQAKIVSEVNNLEPYGRPQVLRNDNKYCL 600
601 LHQTKYISAYSQDILMPLWSSYTIYRSQRTSVPPSALDCLELDVRIPAVQSQICSNYQTD 660
661 LTITPGFLYPPNFSSYNFEQYDALITSNIVPMFKGFTRLWNYFHTILLPKYAKERNGVNV 720
721 ITGPIFDYNCDGHFDSYGTIKEHVINTKIPIPTHYFVVLTSCENQINTPLNCLGPLKVLS 780
78] FILPHRPDNSESCADTSPENLWVEERIQIHTARVRDVELLTGLNFYSGLKQPLPETLOLE 8540
841 TFLPIFESP-- 900

Sequence alignment of Cr-PDEO1 (Phosphodiesterase (PDE)) identified in Calloselasma
rhodostoma venom gland transcriptome in comparison to selected PDE retrieved from
UniProtKB database, Phosphodiesterase, UniProtID: J3SEZ3. Abbreviation: Ca — Crotalus
adamanteus

Accession Amino acid sequence

Q8AY45 KSPI Bc. 1  MSSGGLLLLLGLLTLWAELTPVSSRKRHPDCDKPPDTKICQTVVRAFYYKPSAKRCVQFR 60
6l YGGCNGNGNHFKSDHLCRCECLEYP 120

Cr-KUNO1 1 -SSGGLLLLLGLLTLWAELTPVSSRKRHPDCDKPPDTKICQTVVRAFYYKPSAKRCVQEFR 60
61 YGGCNGNGNHFKSDHLCRCECLEYP 120

Sequence alignment of Cr-KUNO1 (Kunitz-type Serine Proteinase Inhibitor (KSPI))) identified
in Calloselasma rhodostoma venom gland transcriptome in comparison to selected KSPI
retrieved from UniProtKB database, Kunitz-type serine protease inhibitor, UniProtID:
Q8AY45. Abbreviation: Bc — Bungarus candidus



