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Oligodon lungshenensis Found in Luzhou, Sichuan, China
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Abstract: A snake specimen was collected from a concrete road in Hejiang County (106°16"33" E, 28°39'06"
N, 696 m above sea level), Luzhou City, Sichuan Province, China, during a survey on the diversity of
amphibians and reptiles in June 2023 (Fig. 1). The morphological characteristics of this specimen were similar
to those of Longsheng Kukri Snake Oligodon lungshenensis (Fig. 2). On the phylogenetic tree built based on
mitochondrial COlI gene sequences, the specimen formed a highly supported monophyletic group with
Longsheng Kukri Snake (with a Bayesian posterior probability of 0.99) (Fig. 3), and the genetic distance
between the two was 1.6% (Appendix 1). The genetic distances between the newly collected specimen and
other congeneric species ranged from 3.4% to 16.8%, and those between Oligodon and the outgroup Lycodon
gongshan varied between 17.2% and 20.5% (Appendix 1). According to the results from both morphological
comparison and phylogenetic analysis, we confirmed that the specimen was O. lungshenensis, representing a
new record in Sichuan Province.
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Table 1 Information of specimens used in this study

Pypp AN KA GenBank &35
Species Voucher no. Locality GenBank accession number
AHEF This study YBU 240279 sH[E PU)1| Sichuan, China PP916494
Te /N ki Oligodon lungshenensis — KIZ YPX9846 rp [E ¥ #5%E 111 Mangshan, Hunan, China 0Q416501
JERENSKYE O. lungshenensis KIZ YPX17884 i [EiHiRI 31l Mangshan, Hunan, China 0Q416502
Mg kEE O. ornatus RN 0674 [ 7% Taiwan, China KU529348
MRS KIE O. ornatus RN 0678 1 [E &7 Taiwan, China KU529349
KRNI O. cinereus KIZ 07019 HH [E ¥R 75 1) Mangshan, Hunan, China 0Q416481
BEF/NKIE O. cinereus GP 2526 #FE )% Guangdong, China 0Q416458
ZAL/NKIE O. joynsoni KIZ 09128 & = B # i Mengla, Yunnan, China 0Q416479
Zedb/hkie O. joynsoni KIZ 09130 i [E 2 7 P XL 4N Xishuangbanna, Yunnan, China 0Q416480
BIE/NKIE O. formosanus GP 3978 *F [ 74 Guangxi, China 0Q416486
G/ ki O. formosanus GP 2681 o [E 51743 Libo, Guizhou, China 0Q416459
WEUNKIE O. fasciolatus SYS 1001413  E z= B Bh )i Mengla, Yunnan, China MK064842
WEUINLIE O. fasciolatus KIZ YPX9848 R [E 2 e P X 4N Xishuangbanna, Yunnan, China 0Q416485
HE /NS O. chinensis ZGXTS01 rF El351L Hubei, China MG788986
T E/N LY O. chinensis CHS769 o [E ) PE 463 Huaping, Guangxi, China MKO064868
BIBE/N ki O. lacroixi GP 3936 1 [ P JTiE Kaiyuan, Yunnan, China 0Q416461
BB/ ki O. lacroixi GP 3937 [ z #§ 7T Kaiyuan, Yunnan, China 0Q416462
Eili/NkiE O. albocinctus CHS892 71 [E 74 Yunnan, China MKO064940
BTl AIREE Lycodon gongshan GP 3547 [ = ¥ 57111 Gongshan, Yunnan, China 0Q416324
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Fig. 1 Oligodon lungshenensis collected from Hejiang
County, Luzhou City, Sichuan (YBU 240279)
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B2 BH/NSKIERRA (YBU 240279)
Fig.2 Specimen of Oligodon lungshenensis (YBU 240279)

a. SRAMEA b KAMEM; c kWM d SKMEIW; e AARIM; f AT,

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

view of midbody.
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Fig.3 Bayesian phylogeny of the genus Oligodon inferred from COI gene sequences
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Appendix 1 Uncorrected pairwise genetic distances of the genus Oligodon based on COI sequences

GenBank
FxS

YyFh Species GenBank 1 2 3 4 5 6 7 8 9 0 11 12 13 14 15 16 17 18
accession

number

1 RHFTT

This study PP916494
2 J /N S

Oligodon 0Q416501 1.6

lungshenensis
STMAKIE 0416500 16 00

O. lungshenensis

Y o e
AMEUNKIE  psyo3a8 52 48 48

O. ornatus

Y o e
SHEUNKIE  piys20349 59 50 50 1.0
O. ornatus

Vpr 10 9] e
6%1*44\%% 0Q416503 13.0 142 142 155 16.8
O. cinereus

o8 =t N 2y
7R bRk 0Q416481 13.0 142 142 155 168 0.0

O. cinereus

8 Fedb/h K
O. joynsoni
9 Fedb/h ki
O. joynsoni
10 WS/ kil
O. fasciolatus
11 WEUh ki
O. fasciolatus
12 v/ kg
O. chinensis
13 /g
O. chinensis
14 F 1/ Skig
O. albocinctus
15 [FBE ki
O. lacroixi
16 IS/ Skt
O. lacroixi
17 G/ kg
O. formosanus
18 G/ kg
O. formosanus
19 511l 30T
Lycodon 0Q416486 18.6 18.6 18.6 19.1 19.6 193 193 185 185 172 172 20.5 205 175175 18.6 195 19.0

gongshan

0Q416458 13.0 142 142 155 168 34 34

0Q416479 13.0 142 142 155 168 34 34 00

0Q416480 14.0 147 147 132 142 148 148 146 14.6

MKO064842 14.0 14.7 147 132 142 148 148 146 146 0.0

0Q416485 15.7 154 154 13.7 147 163 163 16.1 16.1 87 87

MG788986 16.4 16.1 16.1 149 159 16.8 16.8 16.1 16.1 80 80 1.8

MKO064868 15.0 150 150 147 16.0 12.6 12.6 119 119 154 154 166 17.0

MKO064940 7.4 63 63 6.1 6.1 148 148 148 148 148 13.5 135 145 149

0Q416462 74 63 63 6.1 6.1 148 148 148 148 148 13.5 135 145 149 0.00

0Q416461 155 152 152 13.7 142 16.1 16.1 161 16.1 87 87 42 4.0 142142 142

0Q416459 165 162 162 147 152 16.6 16.6 166 166 87 87 4.6 44 147147 147 0.07




