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Abstract

The PCR technique was used to amplify the partial mtDNA COI gene of 11 species of Viperidae and
Elapidae snakes collected from Taiwan. The PCR products were sequenced and 658 bp of COI gene were
obtained. The average Kimura-2-parameter genetic distance intra-species was 0.04 ~ 2.40%, and the
inter-species was 1.45 ~ 25.48%. The phylogenetic trees estimated by neighbor-joining method and
maximum-parsimony method obtained similar results. All 11 snake species showed monophyletic and
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every species could be discriminated clearly. It is suggested that the COI barcoding can be used to

identify Viperidae and Elapidae snakes species in Taiwan.
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Tablela. Sampling information and GenBank accession number of DNA sequences.

Specimen No. Species Locality GenBank Accession No.
RNO0035 Sinomicrurus hatori Yilan KP749803
RNO0697 Taichung KP749809
RNO0743 Taichung KP749811
RN1013 Taoyuan KP749816
RN1270 Nantou KP749822
RN1455 Yilan KP772310
RN1552 Taoyuan KR091860
RN0285 Sinomicrurus sauteri Taichung KP749804
RNO0726 Kaohsiung KP749810
RNO0745 Kaohsiung KP749812
RN1581 Taitung KP749827
RN0296 Bungarus multicinctus Kaohsiung KP749805
RNO0304 Taitung KP749806
RN0869 Nantou KP749814
RN0893 Nantou KP749815
RN1073 Nantou KP749818
RN1198 Nantou KP749820
RN1231 Chiayi KP749821
RNO0611 Sinomicrurus macclellandi Hsinchu KP749807
RN0658 Taipei KP749808
RNO0749 Taipei KP749813
RN1024 Taoyuan KP749817
RN1167 Naja atra Tainan KP749819
RN1293 Taitung KP749823
RN1294 Taitung KP749824
RN1298 Taitung KP749825
RN1570 Changhua KP749826
00398 Deinagkistrodon acutus Kaohsiung KP772288
00400 Taitung KP772289
00443 Kaohsiung KP772290

RN1485 Taichung KP772311
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Tablelb. Sampling information and GenBank accession number of DNA sequences.

Specimen No. Species Locality GenBank Accession No.
RN0293 Protobothrops Hsinchu KP772291
RNO0295 mucrosquamatus Nantou KP772292
RN0854 Taitung KP772301
RNO0871 Nantou KP772302
RNO0888 Taipei KP772304
RN0302 Daboia siamensis Hualien KP772293
RNO0303 Taitung KP772294
RN1179 Taitung KP772307
RN0413 Trimeresurus gracilis Hualien KP772295
RNO0440 Nantou KP772296
RNO0471 Taichung KP772297
RNO0644 Yilan KP772298
RN1612 Hualien KR091862
RNO0664 Ovophis monticola Taoyuan KP772299
RN1347 Nantou KP772308
RN1371 Nantou KP772309
RNO723 Trimeresurus stejnegeri Tainan KP772300
RNO0882 Taitung KP772303
RN0944 Hualien KP772305
RN0959 Nantou KP772306
RN1553 Taoyuan KR091861
RN1758 Nantou KR091863

RN0933 Cyclophiops major Taichung KT932596
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Table 2. Intra-species genetic distance of COI gene fragments in 11 Viperidae and Elapidae species.

Species Distance
Sinomicrurus sauteri (n=4) 0.0023
Sinomicrurus hatori (n=7) 0.0028
Bungarus multicinctus (n=7) 0.0004
Sinomicrurus macclellandi (n=4) 0.0025
Naja atra (n=5) 0.0018
Trimeresurus stejnegeri (n=6) 0.0240
Deinagkistrodon acutus (n=4) 0.0018
Protobothrops mucrosquamatus (n=>5) 0.0086
Daboia siamensis (n=3) 0.0020
Trimeresurus gracilis (n=5) 0.0064
Ovophis monticola (n=3) 0.0144
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Fig. 1. Neighbor-joining phylogenetic tree based on COI gene sequences of 11 snake species.
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Fig. 2. Maximum-parsimony phylogenetic tree based on COI gene sequences of 11 snake species.
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