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First Record of the Achalinus yunkaiensis from M aoer shan
National Nature Reserve, Guangxi, China
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Abstract: The Achalinus yunkaiensis was firstly described as a new species in 2019. It is only known to be
located in the south-west of Guangdong Province. A snake of Achalinus was collected in Maoershan National
Nature Reserve, Guangxi, in August, 2014. The specimen was preserved in 75% ethanol for permanent storage
after liver tissues was taken and preserved in 100% ethanol. Genomic DNA was extracted from liver tissue
using OMEGA Kit, cytochrome ¢ oxidase subunit I (COI) was targeted and amplified using primers Chmf4
and Chmr4. The sequence length of 615 bp was obtained and deposited in GenBank (MT365525). Bayesian
inference (BI) analysis was performed in MrBayes 3.2.2. Based on morphological characteristics (Fig. 1) and
molecular phylogenetic relationship of mitochondrial COI gene sequence (Fig. 2), this specimen is identified
as A. yunkaiensis, which is a new record in Guangxi. The new discovery extends the geographical distribution
of A.yunkaiensis to more than 600 kilometers northward.
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Fig. 1 Achalinusyunkaiensis collected

in M aoer shan, Guangxi
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a. Right lateral view of head; b. Left lateral view of head; c. Ventral

view of head; d. Dorsal view of head; e. General view of midbody.
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Fig. 2 Bayesian phylogenetic tree based on mitochondrial COI gene sequence
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Numbers above each node indicate the Bayesian posterior probability. % . Sample from Guangxi.

H5WAN RS — RN R R (5
WAMEEA 100%) (K 2). T MEGA7
(Kumar et al. 2016) #AFTHE REL R (Fr
FAE A Kimura 2-parameter) 7R, | PHARAS
55N = TR e bR A 8] () 8 AL B
2.6570%.
4 g

GEWEEEESTRERR, fEXa]”
PEg ) Uil B AR X A IEAR A YBU 14612 9
Papa e (S

B A RN ORI, ZHE TRt
JRIZE e, FEE. FIRSERTE % M
MR IR EE, PR T LB 1 AR 3 ) 14 DA S A )
BV RIS B m FEAR A, SBUZSSHE
wHECLBAER X 7. H T CE R IR (1) 45 e
JEDIFA 13 F, Hr 9 M aAn T3 E (Wang

etal. 2019). = H1IE & Wang %5 (2019) K
IFRFWE ARG R IAR A E 4, HEl
I AREE TS @SN TR . &
SrHT 201445 8 HAET PEAE M LI AR X REEH
IR WA A S 2 IR AR AR T SR 78 4 —
EYOREZY. 87/t s 22 N e e = 0 (AL DI O (TR0
FE T 2RI AE R . AR EF R
A () FEB 45 8 2 T e A ] (1) b B A7 )
JEZEMR T 600 km, [FIES, HEM 57544 AHATH
I T ReE 1ZM A0, IR 1) 52 R 43
TRENSE =20 SN
Z % XX W
Che J, Chen HM, Yang J X, et al. 2012. Universal COI primers for
DNA barcoding amphibians. Molecular Ecology Resources,

12(2), 247-258.

Kumar S, Stecher G, Tamura K. 2016. MEGA7: molecular evolutionary



* 796

=24 Chinese Journal of Zoology 55 %

genetics analysis version 7.0 for bigger datasets. Molecular
Biology and Evolution, 33(7): 1870-1874.

Ronquist F, Teslenko M, van der Mark P, et al. 2012. MrBayes 3.2:
efficient Bayesian phylogenetic inference and model choice
across a large model space. Systematic Biology, 61(3): 539-542.

Wang J, Li Y, Zeng Z C, et al. 2019. A new species of the genus
Achalinus from southwestern Guangdong Province, China

(Squamata: Xenodermatidae). Zootaxa, 4674(4): 471-481.

Ziegler T, Nguyen T Q, Pham C T. et al. 2019. Three new species
of the snake genus Achalinus from Vietnam (Squamata:
Xenodermatidae). Zootaxa, 4590(2): 249-269.

Wik, DL, EA6e, 55 2006, )L L E KK B AR X
PIRIRAT S, DU 09, 25(2): 294-297.

BRI, 2006, HEER(CE). AR 2 BEHEERAR AR, 161-162.

UK, TEE, Fi, %1998, PEEIME: RITH B=6
AEEE MW H. IR B TR, 179-185.

(EBEEE 775 T

FkigE o A T E = B DR B ARMINE . b E2R0E, B2 ARG, B T AR, Bk
FERED T 2 B LAFE . DY) R0 PEsAR pa 3, [H 42040 T4 f AL S ABR g vE AL GBOUR 2 2006, Rk
& 2007, 5KFEEE 2012, Orlov et al. 2013). BUREEE (1998) #iid T kg B NIEE (M) 1 HERTHE 2
MEUME. ZPEEE L ME BT MES WL RS 4 MERIDUB L 1 ME. ARERAR N 1 REAURIN 1OME, St S R 8 M.
BUREE (2006) IR T ASKEEIBAEEE . TR T St PUILL WD S e 12 ME. 7 UORARAD 4 SR IAS B bR
Ao FHHIL A, NaMdIE | SHEMERACN B3k, HRHMARF AL N EkE. Orlov % (2013) 4R
T AR 3 S kR (1 M ZISP 26808, 2 ME ZISP 25868 Fll ZISP 26809), A+ By 13-17 47 M A 2 %,
5 Boulenger (1888) Ziifajdbifi st kIR st k1l 1 SHEMEAR AR /R LSS (1998) AR di® | ShRAA T By 17
AT WU L XARE: S % 14 AT LTS % 12 1780 14 1T 5RU/RESE (1998) ZFdkiE | SARARE 6 17-17-15
AFF. Orlov 5 (2013) MRIAITTIE R 1 9 5 2= BV AR AR . IR BRATRAEM =8 6 5 (1 1. 4 0.
1 2D PESKIERRACHEAT IR, DARh 78X 43 A T 6 1) B Sk i TR S Ak

HEERT UK T R RS T R ARG S, IESENGE, AMEABURIAERL, HILAZHHES), T
AR MBS ARG, BT A, KT RE, hORE ARG ENL,  HTER S A,
TESHAARTE . SRMIRENRAGE 6, BN 0 BAR tapEH . W & S AT 60, SRR E G, IRE R RS 1
MBS A — R A B AL, 3R 4 W LS AR Sl SRR KR T AR W 2
R, SkkRE e, RAAGIALL KA A, RENSONIR FRSERE T, BRA L.

SR H o Mou RO A Uk 1 A HERTEE 3 AL, REJSEE 2 A IR 2 + 2, RUMEE DARBOKR, AT S i
Fors BB 6 K (2-1-3 30, SH—Humh, BEMEITIR T, AHE; TS 8 M, Wi 3 BuEM A SN 1 X
R W, 17-17-15; 4 SHEYEARASIESE 180 ~ 185 M, 1 SHEMENEEE 171 M0, 1 S4hIRIEHE 179 M, ATHE5E
B, BTN, 4 SMEMERRA 34 ~37 4F, 1 SHEME 42 4F, 1 54hik 37 4. 4 SMEVERRA kiR K: 474 ~ 580 mm,
K 61 ~77 mm; 1 SHEMHRA ALK 455 mm, BK 76 mm; 1 A LEAK 247 mm, EK 36 mm.

Bt HLEREA SRR BT SE . RN, SRR MRAELE. AR XUBE. MG S A
THECNbR A&, S !



