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Abstract: The China-Vietnam border region is a well-known biodiversity hotspot, harboring a striking

diversity of species and endemism. New species and new records have been reported on both sides of the
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border in recent years. Although Paramesotriton deloustali was first recorded in China in 2017, only the
complete mitochondrial sequence was provided, and no other information was available, including its detailed
distribution in China and morphological characteristics. Here we describe P. deloustali from China based on
six newly collected specimens (four males and two females) from Dawishan Reserve (22°37' N, 103°52" E
altitude 350 m) in Hekou County, Honghe Hani and Yi Autonomous Prefecture, Yunnan Province (Table 1).
The morphological characters of the Chinese specimens align closely with the type series from Vietnam (Fig.
1, 2), and the phylogenetic analyses based on the cytochrome coxidase subunit I (COI) gene revealed a low
genetic differentiation (p-distance is 0.6%) between Chinese population and those from its type locality at Tam
Dao, Vinh Phuc Province, northern Vietnam. Additionally, our newly collected specimens have low genetic
divergence (p-distance is 0.5%) from the sequences of the former record in Yunnan (Fig. 3). P. deloustali is
currently recorded in the China-Vietnam border area only, and it is found in a narrow area with unknown

population size and trends. We recommend further international collaboration between China and Vietnam to

understand the distribution and conservation situation of this species better.
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Table 1 Measurements of the Chinese specimens of Paramesotriton deloustali from Daweishan National

Nature Reserve, Yunnan Province (all measurements are in the unit of mm)

FRAG 5 Voucher number

SWFU 18981 & SWFU 18982 & SWFU 18983 @ HU 2013101 & HU 2013102 & HU 2013103 @

4K Total length, TTL 154.4 118.4
Sk Snout-vent length, SVL 85.8 84.3
K Tail length, TAL 68.6 34.1
3K Head length, HDL 26.4 24.5
3% Head width, HDW 19.9 18.8
L HRPE Orbitonarial distance, OND 7.7 6.1
L [AfH Internarial distance, IND 7.2 58
54 Gleno-acetabular distance, GAD 42.6 36.6
JE% Maximum tail depth, TAD 16.3 13.8
i Forelimb length, FLL 22.8 20.5
JE i Hindlimb length, HLL 26.1 25.1
HEAJEE Intercanthal distance, ICD 7.3 5.7
fR4% Diameter of eye, ED 5.9 5.2
W& Orbitorostral distance, ORD 8.9 8.1

168.0 163.0 151.5 184.9
92.8 78.2 82.5 96.8
752 84.8 69.1 88.1
26.9 24.7 24.2 22.3
21.8 17.9 18.9 21.8

7.1 73 7.5 8.2
7.2 6.1 6.8 6.1
45.1 42.4 40.6 50.0
16.2 152 17.6 15.1
25.5 25.6 25.2 26.9
234 275 28.2 26.4
9.1 11.8 11.5 12.3
7.6 5.6 5.7 59
8.6 10.3 10.3 8.0

SWFU. Phm#fll K2#; HU. Z032:Bi . SWFU. Southwest Forestry University; HU. Honghe University.
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(Macrobrachiumsp.) AT ERY). Wb X AFAE BRI, Ay AU 24516

1 7R (SWFU 18983, @)
Fig. 1 Female specimen of Paramesotriton deloustali (SWFU 18983, Q) from Yunnan, China

a. 15T b. MHE; c. @M. a. Dorsal view; b. Lateral view; c. Ventral view.

B2 EEBEIFFSZEEES (SWFU 18983, ¢)
Fig.2 Close-up views of female Paramesotriton deloustali (SWFU 18983, ) from Yunnan, China
a. FHIM; b, FMEME; c. BEMW: d 2WEME.

a. Dorsal view of hand; b. Ventral view of hand; c. Dorsal view of foot; d. Ventral view of foot.

{E B P. deloustali KY744236 (FE = ®§ Yunnan, China)

P ECYBRIE P. deloustali 1JQ0102C05 (MBI K444 Vinh Phuc, Vietnam)
0.03 1/100 © TEERIEUE P. deloustali 1JQ0102C04 (#R K #&44 Vinh Phuc, Vietnam)
1 PR P. deloustali JJQ0102C07 (MRS K #%44 Vinh Phuc, Vietnam)
1 [CBIEE P. deloustali 1JQ0102C06 (2B K848 Vinh Phuc, Vietnam)
1/100 TECBUR P. deloustali MW692165 (41 [E = £ J Honghe, Yunnan, China)
J VYR P. guanxiensis IN700851

BB YE P. fuzhongensis IN700852
HIRISEUE P. gixilingensis KI650046
LIRIAEWE P. gixilingensis KJ650045

-194

B3 E TRk COIERE 594 bp J3 5 MR AR R 9 TS
Fig. 3 Bayesian inference tree of Paramesotriton derived from COI sequences
Bl 7 i Ja B T i 2 DU 75 S M A B SR (SRR, KT 0.95/70% I #5 “-” F£oR. 244 )58 GenBank [ 51 5 B4 25 .

Numbers denote the Bayesian posterior probabilities (BPP) and bootstrap support (BS), respectively. Only high support by Bayesian posterior

probabilities (BPP = 95%), and bootstrap support (BS = 70%) presented. GenBank accession numbers or sample number follow each species name.
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B4 7 ECORMEAN St 2A 35

Fig. 4 Habitat of Paramesotriton deloustali at Daweishan National Nature Reserve, Yunnan, China

a. ¥&Ift; b. K. a. Ravine stream; b. Stream pool.
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