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Abstract: In August 2022, two specimens of amphibia were collected from the Baima Mountain Nature
Reserve in Wulong District, Chongqing (Fig. 1 and 2). Through a comprehensive examination of
morphological features, it has been identified as Leptobrachella suiyangensis. A molecular phylogenetic
analysis was conducted by comparing the 16S rRNA gene sequences of several Leptobrachella species from
GenBank with those obtained from the specimens collected in this study. Oreolalax rhodostigmatus and
Leptobrachium tengchongense were selected as outgroups (Table 1). The phylogenetic tree was constructed
using Bayesian inference (BI) and maximum likelihood (ML) methods. Additionally, the genetic distance

between the Leptobrachella species listed in Table 1 was determined using Kimura’s two-parameter model.
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The Leptobrachella specimen collected from the Baima Mountain Nature Reserve in Wulong District,

Chonggqing grouped clustered with L. suiyangensis, with a high support rate of 0.98/99 (BI/ML) (Fig. 3). The

genetic distance between L. suiyangensis and the type specimen was found to be 1.2% (Table 3), indicating

genetic differentiation between the populations from the two locations. The L. suiyangensis discovered in

Waulong, Chongqing exhibited a slightly smaller size (23.0 - 23.4 mm) compared to the type specimen with a

minimum body length of 28.7 mm (specimen number: GZNU20180606007), and displayed a brownish-yellow

dorsal coloration. Based on the combined morphological comparison and phylogenetic analysis, the collected

Leptobrachella specimens were identified as L. suiyangensis, representing a novel amphibian distribution

record in Chongqing. The study helps to improve our understanding of the species’ distribution patterns and

morphological characteristics, and to develop effective strategies for its long-term conservation and management.
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Fig. 1 Distributed localities of Leptobrachella suiyangensisin Chongging
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Tablel Samplesused in thisstudy and GenBank accession numbersfor sequences
WyFi Species Hb &5 Locality $EiFgm 5 Voucher number  GenBank 5 GenBank number
s & K% Wulong, Chongging, China SWU0001384 0Q977957
A ILHRAS Specimen of this study B
& Kik[% Wulong, Chongging, China SWU0001430 0Q977958
By 3 5¢ifs Leptobrachella bijie # M EEFT Bijie, Guizhou, China CIB 119069 0Q024808
FRIK AL L. chishuiensis #M 777K Chishui, Guizhou, China CIB 119082 MT117055
I L L. purpuraventra Bt M EEFT Bijie, Guizhou, China CIB 119075 0Q024814
15 L S L. alpina 2 B 3 B Huangcaoling, Yunnan, China KIZ046816 MHO055866
1L FE R L. niveimontis 5 B K5 1l Daxueshan, Yunnan, China KIZ015743 MH055877
FE 4L 50 L. graminicola it EFZHT Lao Cai, Vietnam VNMN 010904 MZ224651
A B S84 L. bourreti R EHT Lao Cai, Vietnam AMS R 177673 KRO18124
[CH 580 L. murphyi Z2[F &1 Chiang Mai, Thailand KI1Z034039 MZ710519
P SIS L. eos Z 44770 B Phongsaly, Laos MNHN: 2004.0278 IN848450
SRR FE I L. purpurus ZF T Yingjiang, Yunnan, China SYS 2006530 MG520354
4 b 58 L. jinshaensis ¢4 Jinsha, Guizhou, China CIB 119077 0Q024816
ZZBH F 52 L. suiyangensis FtM22FH Suiyang, Guizhou, China GZNU 20180606002 MK829648
U 1Ly % 5€ 4 L. oshanensis VY )1|0fE L Emeishan, Sichuan, China ~ CIBEMS20190421SSG1-9 MT957039
IR AL 584 L. dorsospina 1M K3k Shuicheng, Guizhou, China SYS a004974 MW046197
R S 8 L. wulingensis IRITK K A Zhangjiajie, Hunan, China CSUFT 177 MT530315
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WyFi Species Hb /5 Locality $EiFgm 5 Voucher number  GenBank 5 GenBank number
G ZUE L. yeae PU )11 J& 111 Emeishan, Sichuan, China KI1Z025778 KX811928
T A I L. yunyangensis H Rz FH Yunyang, Chongging, China GZNU20210629001 OL800366
75 7 B985 L. jinyunensis KL% Beibei, Chongging, China CIB 119058 0Q024797
21 45 U5 %% Oreolalax rhodostigmatus M K77 Dafang, Guizhou, China CIB ZYCA746 EF397248
Jis UL FEdE Leptobrachiumtengchongense z 4 i1 Tengchong, Yunnan, China SYS 2004603 KX066876
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Table2 Measurementsof specimens of Leptobrachella suiyangensis from Wulong, Chongqging, China

SWU0001384 ()

SWU0001430 (3D

Wl & $5 b5 Measurement item

W HAH Value (mm) Ltf51] Ratio (%) W &1 Value (mm) Lt Ratio (%)

A+ Snout vent length 23.0 23.4

3k Head length 10.1 439 8.2 35.0
3k % Head width 8.1 35.1 7.9 33.9
K Snout length 3.8 16.5 4.1 17.4
£ [E]# Internasal distance 23 10.1 2.7 11.6
HRA]EE Interorbital distance 2.9 12.8 2.6 11.2
£ 1) Nostril-snout distance 1.8 7.7 1.8 7.7
SR Nostril-eye distance 2.8 11.9 2.3 9.7
IR 55 Upper eyelid width 2.5 10.9 2.4 10.3
4% Horizontal diameter of eye 34 14.8 4.0 17.0
FiE4E Diameter of tympanum 1.6 7.0 1.7 7.2
A & T Forearm and hand length 11.6 50.3 10.4 44.5
FK Hand length 6.3 27.3 6.5 27.9
i 9% Maximum width of forearm 1.4 6.0 1.7 7.2
JE MK Hind limb length 33.5 145.5 33.0 141.0
Ji K Thigh length 11.1 48.0 123 52.8
JE4K Tibia length 123 53.4 12.5 53.6
t £ Length of tarsus and foot 16.7 72.6 14.6 62.3
S Foot length 11.5 50.0 8.5 36.5

Eb B A — AN A 5 R K B /3 b o The ratio is the percentage of each measurement to snout vent length.
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Fig. 2 Viewsof Leptobrachella suiyangensis from Wulong, Chongging

a. MUTEDM: b, EEW: o WHW: d FEEM: e LMEIH.

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



+ 966 * 242 & Chinese Journal of Zoology 58 &

22 AFRARBRASBEER
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3 Wik
HTMAER (Megophryidae) K2 EW)H
PITEAFFERAL,  HAFAE R An e,

oy R Z REVEDT ST Z FIFEE (Hou et al.
2018, Wang et al. 2018, Chen et al. 2019). 4

_-—IRIKERYE Leptobrachella chishuiensis MT117055
B EGRYE L. jinyunensis 0Q024797
BEAT 5 L. bijie 0Q024808

J-10Q977957 | .
0Q977958 ZEHERYE L. suiyangensis

L PHEZRYE L. suiyangensis MK829648
I L. purpuraventra 0Q024814

F 1 REYE L. niveimontis MH055877

B SEWE L. graminicola MZ224651

I FC 3 EHE L. yeae KX811928

Hi G2 L. bourreti KRO18124

ERBE S 28U L. wulingensis MT530315
BIRERE L murphyi MZ710519
IR YE L. yunyangensis OL800366

B %5 L. alping MH055866

--H171

41 558 Oreolalax rhodostigmatus EF397248
0.09

AR RYE L. purpurus MG520354
TKIREEZEWE L. dorsospina MW046197
——— RS RS L. eos IN848450

LIk 1% 2845 L. oshanensis MT957039
[ ML EENE Leptobrachium tengchongens KX066876

B3 FET LR 16SrRNA FDH #8457 5 M 2 ) 2 o e J D 374
Fig. 3 Bayesian inferencetree of Leptobrachella derived from 16S rRNA sequences

3 L RERTE T FOR IR IER. (BREBTR T 0.95 BUMED, R I 928l 2 000 X R PO 5] S KR SR (fREH

KT 70 fMED,  HeIRETR B sl A% B S He0h 0.09.

Numbers before slashes indicate Bayesian posterior probabilities (displayed > 0.95), and numbers after slashes are ultrafast bootstrap support for

maximum likelihood (2 000 replicates) analyses (displayed > 70). The scale bar represents 0.09 nucleotide substitutions per site.
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Table3 Genetic distances between some species of Leptobrachella based on 16S rRNA sequences

YT Species 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21
1 ZZBHE 805 L. suiyangensis
2 ZZPHAESEHE L. suiyangensis 0.0
3 ZZPHYESEHE L. suiyangensis 12 12
4 HEYiESEE L. bijie 33 33 46
5 JR/KEZEHE L. chishuiensis 3.8 3.8 4.6 2.0
6 #IEH S L. purpuraventra 2.8 2.8 3.5 3.5 3.0
7 il B L. alpina 46 4.6 43 4.8 43 43
8 FH1LH S L. niveimontis 45 45 53 54 59 53 48
9 HihHIE L. graminicola 40 40 43 54 51 3.8 43 45
10 A [ 580 L. bourreti 40 40 43 51 48 33 3.8 43 22
11 SRS L. murphyi 9.4 94 9.711.511.4 9.4 10.0103 8.9 89
12 HhIRE RIS L. eos 51 51 59 7.0 70 51 54 40 4.0 38109
13 ERHE I L. purpurus 4.1 41 43 51 54 43 1.7 45 43 38100 3.8
14 4035805 L. jinshaend's 15 1.5 2.8 22 2.7 2.2 43 35 3.5 3.3 109 4.6 3.8
15 U1l 5 R L. oshanensis 64 64 72 84 7.8 6.1 72 56 64 6.7 9.1 6.7 6.7 6.4
16 7K % 580 L. dorsospina 35 3.5 43 48 53 3.3 46 45 3.0 3.0 103 3.8 40 3.0 6.4
17 3B % 2805 L. wulingensis 46 46 4.8 59 53 43 45 56 3.0 2.7 94 43 4.6 40 69 3.0
18 M IGHE RIS L. yeae 38 38 45 56 56 45 51 53 2.7 3510.04.8 5.1 3.8 56 3.8 3.8
19 7% 2805 L. yunyangensis 53 53 6.1 67 6.7 5.6 59 45 56 53 83 59 59 53 58 5.6 6.1 5.6
20 & HEEE L jinyunensis 35 35 48 2.0 22 3.8 56 51 54 5111862 51 25 81 5.1 56 56 7.0

21 41 #4515 Oreolalax rhodostigmatus

24.524.524.823.023.322.722.323.324.123.425.823.322.023.323.223.022.422.323.624.1

22 fEMHULEES Leptobrachiumtengchongense27.227.228.026.827.6 26.126.026.727.127.129.127.226.127.227.8 26.8 27.926.027.426.9 14.1

, 2. HEPRECRE M ZERH S o8 3.

D 2 BH A 22 B 5 R

1, 2. L. suiyangensis from Wulong, Chongqing; 3. L. suiyangensis from Suiyang, Guizhou.
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