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Bungarus fasciatus Found in Southwest Guizhou Province, China
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Abstract: In July 2021, a snake specimen belonging to the genus Bungarus was collected from Zhexiang
Town, Wangmo County, Guizhou Province (106°09'15" E, 24°59'36" N, altitude 485 m). After detailed
morphological comparison and molecular systematic analysis, the specimen was identified as B. fasciatus,
which is a new snake record in Guizhou Province, China. Morphologically, we mainly compared diagnosis
characters and measurement data (Fig. 1). Phylogenetically, we constructed Bayesian inference (BI) and
maximum likelihood (ML) phylogenetic trees based on mitochondrial Cyt b gene sequences. The ML and BI
trees presented almost consistent topology, both showed that the new specimen from Guizhou was clustered
with the B. fasciatus form Guangdong and Yunnan Provinces (0.99/96, BPP/BSP) (Fig. 2), and the genetic
distance between them were from 0.2% to 0.9%.
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Bl1 BNEERENEE (GS0342)
Fig. 1 Bungarusfasciatus from Wangmo County, Guizhou Province (GS0342)

a. BAEETM; b BRI c KAMIA; d KEMWER; e KEWH; £ KEIHH.

a. Dorsal view of body; b. Ventral view of body; c. Right lateral view of head; d. Left lateral view of head; e. Dorsal view of head; f. Ventral view

of head.
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B2 ETLAE Cyt b FFFIMEKTIEE REREN
Fig. 2 Phylogenetic tree constructed based on the mitochondrial Cyt b sequences of genus Bungarus

A R BT R 2R 43 S DU 7 S A A/ e R AR T2 L R (BPP/BSP) o b RAREE 3% AL S o VLG 5 AT T8 RAE Kb AR o

Numbers above each node indicate the Bayesian posterior probabilities/maximum likelihood bootstrap support value (BPP/BSP). The scale bar

represents 3% genetic distance. The voucher number of specimens collected in this study are denoted as bold.
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Appendix 1 Information of Cyt b gene sequences used for constructing the phylogenetic tree

Ykt

Species

KA
Collection locality

FRA

Voucher number

GenBank %5
GenBank accession number

4 ¥ Bungarus fasciatus

Z M B. wanghaotingi

FRFRl B. multicinctus

S+ AR B20% Naja atra

AR 5% F i Ophiophagus hannah
A7 9 i % e Hebius johannis

HE SN BRI
‘Wangmo, Guizhou, China (This study)

fRE 4R WA AT Neilingding, Guangdong, China
R [E 2 6 X 4N Xishuangbanna, Yunnan, China
o [E = B #h i Mengla, Yunnan, China

E1EE J& PG W JTUHEE & Java, Indonesia

E1EE J&é PG V. JTUHE: & Java, Indonesia

4 fe) 745 FLIE Ayeyarwadi, Myanmar

1 [E % M MYT. Congjiang, Guizhou, China

th [ PE %S HE Cangwu, Guangxi, China

*PE I PE AL Beiliu, Guangxi, China

v [ 1 Pa B 3% Fangchenggang, Guangxi, China
HE 2 P XUR 4N Xishuangbanna, Yunnan, China
b [E YT Vi R+ Nanfeng Jiangxi, China

"R [E P4 B9 7* Nanning, Guangxi, China

r} [E]¥F 7 Hainan, China

i [E 4% 2 Fujian, China

rp [ %2 % 11| Huangshan, Anhui, China

HIE 4T Guangzhou, Guangdong, China

o E Wi 1 5 Zhoushandao, Zhejiang, China

4 fe) 745 FLIEIT. Ayeyarwadi, Myanmar

"1 [E z< ¥4 Yunnan, China

GS0324

CHS647

CHS285

CHS727

UK H9

UK B24

CAS 207988

GP 2387

GP 4463

CIB 104227

GP 3473

GP 3375

GP 877

CIB 104228
SYNU R180305
CIB DL18090210
HS15041

CIB CR430
GXNU 2021070801

CAS 206601
GP 1569

OR972670

MK201451
MK201379
MK201490
AJ749349
AJ749350
AF217830
KY952768
KY952769
MN165134
KY952770
KY952766
KY952773
MN165137
MN165135
MN165139
KU363806
ON221329
ON221326

AF217842
KJ685678




