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Hemiphyllodactylus dupanglingensis found in Hezhou, Guangxi, China
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Abstract: Hemiphyllodactylus dupanglingensis was previously known only from Hunan, China. On October
28, 2024, three specimens (No. GXNU2024110801 ~ GXNU2024110803), exhibiting morphological features
similar to those of H. dupanglingensis, were collected from Daguishan National Forest Park, Hezhou,
Guangxi Zhuang Autonomous Region, China. For the mitochondrial NADH dehydrogenase subunit 2 (ND2)
gene, the sequencing peak maps of three sequences were evaluated and manually corrected in this study, and a
total of other 23 sequences from 16 species of Hemiphyllodactylus were retrieved from GenBank (Table 1).
Bayesian inference (BI) analysis was performed via PhyloSuite. The phylogenetic analysis based on ND2 gene

revealed that the specimens and H. dupanglingensis specimens clustered together, with uncorrected pairwise
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distances (p-distance) of 0.017 (Table 3), which is less than the p-distances between species of the genus

Hemiphyllodactylus (0.048 ~ 0.305). Considering both morphological characteristics and molecular

phylogenetic analysis, it was determined that the two specimens collected in Hezhou were H. dupanglingensis,

which was a new record species for amphibian distribution in Guangxi Zhuang Autonomous Region.
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Table 1 Information of relevant species used in this study

ND2 [ GenBank & 3% 5

Yrth VN KA i
Species name Voucher number Locality GeneBank accession number of

ND2 gene

KW FARA GXNU2024110801  H [H ] PG H 1 PZ350905
Specimens from this study GXNU2024110802 Hezhou, Guangxi, China PZ350906
GXNU2014110803 PZ350907

eI ke (EIREARRAD CSUFT 00401 #1[#i#/F§ Hunan, China MT576070
Hemiphyllodactylus dupanglingensis (Paratype) CSUFT 00405 MT576071
CSUFT 00406 MT576072

WL LR H hongkongensis 2022REZJQY001  m[EHfiT. Zhejiang, China 0Q660340
2022REZJQY010 0Q660349

SYS 1001735 o1 [E 7% Hong Kong, China MF893330

SYS r001728 MF893331

SYS 1001729 MF893332

SYS r001730 MF893333

Ml 2B BEIE H. dushanensis isolate N1 1 [ 571 Guizhou, China FJ971016
HL G BESR H. zugi ZFMK 94782 R =T Cao Bang, Vietnam KF575153
HKEMBERE H huishuiensis NJNU h00736 A1 [ 51 Guizhou, China KU519708
B2 BEpR H. yanshanensis KIZ 062090 F1[E = F§ Yunnan, China ON676161

oM BEE H. yunnanensis isolate N10 "1 Z# Yunnan, China FJ971025
BBt BLER H. zayuensis KIZYPX1520  ji[H 6 Xizang, China MW111435
B2 BkR H changningensis KIZ 062010 1 [E ZF§ Yunnan, China ON676091

TR BELR H. longlingensis isolate N30 "1 [E ZF§ Yunnan, China FJ971045
V1% 2 0 BkE H. zhutangxiangensis KIZ061156 1 [E ZF§ Yunnan, China MW929172
&P MBLIR H. jinpingensis KIZ 062011 #1[H ¥ Yunnan, China ON676092
JEEEBLER H. simaoensis KIZ 062088 1 [E ¥4 Yunnan, China ON676160
EBELR H. typus ABTC 32736 EFFIR L Suva, Fiji GQ257745
RN FE Hemidactylus frenatus 1 [E 7§ Hainan, China GQ245970
LR Gehyra mutilata LSHC 7379 I % Cambodia JN393914
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Table 2 Morphological measurements of Hemiphyllodactylus dupanglingensis specimens from Daguishan National
Forest Park, Hezhou, Guangxi

HRPEVE et Bik S Hemiphyllodactylus dupanglingensis

B9t This stud
AR This study (Zhang et al. 2020a)

TEASRHIE
Morphological trait GXNU GXNU GXNU CSUFT CSUFT CSUFT CSUFT CSUFT CSUFT
2024110801 2024110802 2024110803 00401 00402 00403 00404 00405 00406
? ? ? ? J J J J d
142 Eye diameter, EyeD (mm) 2.65 2.84 2.82 2.5 2.6 25 27 2.6 27
3k Head length, HeadL (mm) 10.34 11.66 11.69 9.8 11.2 10.3 11.1 10.5 10.9
3L %% Head width, HeadW (mm) 735 8.12 8.44 7.5 7.5 72 7.6 6.8 7.8
S [PF Internarial width, ShW (mm) 232 253 245 1.8 1.5 14 1.6 1.7 17
3tk K Snout-vent length, SVL (mm) 43.66 44.17 4572 408 410 395 408 394 447
&K Tail length, TailL (mm) — 33.16 4254 — 293 325 — 379 401
IR Eufiff Scales between nasals, SnS 3 3 3 2 2 2 2 3 3
& %47 Dorsal scales, Dorsal 15 16 19 15 15 16 15 14 14
%47 Ventral scales, Ventral 11 11 11 11 11 10 10 11 11
N JE1% Infralabial scales, Inflab 11 11 11 12 9 9 10 10 9
I JE#% Supralabial scales, Suplab 14 14 14 11 11 11 12 11 14
Bl 0 0 0 1 1 2 2 1 2

The number of cloacal spurs, CloacS

%5 1 ¥8 T ¥ The number of subdigital

lamellae wider than long on the first 4 4 4 5 4 5 5 5 —
finger, 1FingLm

25 1 BT The number of subdigital

lamellae wider than long on the first 4 4 4 5 4 4 5 5 —
toe, 1ToeLm

#6301 ~ V The number of U-shaped

subdigital lamellae on the digital pads 4-4-5-4 4-5-5-4 4-5-5-4 4-5-5-4 4-4-5-4  4-4-5-4 4-4-54 4454 —
on digits Il ~ V of the hands, FingLm

Bt 1T ~ V The number of U-shaped

subdigital lamellae on the digital pads 4-5-5-5 4-5-5-5 4-5-5-5 4-5-5-5 4-5-5-5 4-5-5-5 5-6-6-4 4-5-5-5 —
on digits I ~ V of the feet, ToeLm

“—7 RoONTEHEMERFIEHE. “—” indicates data that cannot be measured.

1 JAEEMAELERFAAE 3 ShhE

Fig.1 Three specimens in Daguishan National Forest Park, Hezhou, Guangxi

a~c. fr/R GXNU2024110801 ~ GXNU2024110803 [i5; d~f FrA GXNU2024110801 ~ GXNU2024110803 I Hi -
a ~ c. Dorsal view of specimens GXNU2024110801 ~ GXNU2024110803; d ~ f. Ventral view of specimens GXNU2024110801 ~
GXNU2024110803.
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Fig.2 Detail of left finger and toe of three specimens from Daguishan National Forest Park, Hezhou, Guangxi

a~c. frR GXNU2024110801 ~ GXNU2024110803 [/ F84075; d ~f FrA GXNU2024110801 ~ GXNU2024110803 (144 Bk 40745 o
a ~ c. Detail of left finger of specimens GXNU2024110801 ~ GXNU2024110803; d ~ f. Detail of left toe of specimens GXNU2024110801 ~

GXNU2024110803.

MT576070
MT576071
MTS76072 | i etk e

PZ350906 Hemiphyllodactylus dupanglingensis

PZ350907

PZ350905
KF575153 tHIC R BERR H. zugi
F1971016 S ILPERFREIE H. dushanensis
MF893330
MF893331
MF893332 Fe L

MF893333 | H. hongkongensis
« 0Q0660340

0Q660349
KU519708 #/REMUEFE H. huishuiensis
ON676161 WRLL1-HESE H. yanshanensis
L FJ971025 MR H. yunnanensis
* « MW111435 ZZB5E0HAERE H. zayuensis
ONG676091 BTt 1E H. changningensis
FJ971045 JEB Pt iE IR H. longlingensis
* MW929172 7135 % U BEER H. zhutangxiangensis
. ON676092 4 -k 5§ H. jinpingensis
i 4|: ON676160 5L IE H. simaoensis
GQ257745 -MHAEEE H. typus
" GQ245970 MR
IN393914 #illt 1 Gehyra mutilata Hemidactylus frenatus
0.2

B3 ET ND2 ERFFIMEE LR R T RN R A A TR
Fig.3 Bayesian inference phylogenetic tree constructed based on ND2 sequences of the genus Hemiphyllodactylus
RS E L UM BRI MR SR S ET7, %7 FORSCRFRRT 0.95; b RS WUHHHERT N SO HAHE 9 7 51 3R R AT 7
REEMIEA 1 -
Nodal support values are shown above branches as Bayesian posterior probability (BPP), with “*” indicating the probability above 0.95. The scale is

the branch length of the Bayesian inference tree. The sequences in the light grey box indicate the sequences of the specimens collected in this
study.
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