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Takydromus wolteri Found in Chongming District, Shanghai, China
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Abstract: Shanghai is located in the coastal area of eastern China and lies in the subtropical monsoon climate
zone. Its unique geographical location and ecological environment provide suitable conditions for the diversity
of reptiles. Therefore, it has long been an important area for biodiversity research. Notwithstanding the
existing research on reptiles in Shanghai, the expansion of cities and changes in the ecological environment
over the past few decades may have led to a lack of comprehensive investigations and reporting of new
species records. On July 12, 2022, a grass lizard (specimen number: DT20220712) was photographed in
Dongtan Wetland Park in Chongming District, Shanghai (31°52'48” N, 121°83'31"” E). This individual had
four pairs of chin shields and one pair of inguinal pores, as well as two longitudinal white stripes on its dorsal
and lateral body. These morphological features are similar to those of Takydromus wolteri. On October 30,

2023, a male grass lizard specimen (specimen number: DT20231030) was collected from the same location. A
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digital caliper was used to measure 21 morphological characteristics of the grass lizard with an accuracy of

0.02 mm. Based on the morphological descriptions, the specimen was identified as 7. wolteri. 1Q-tree software

was used to construct a maximum likelihood phylogenetic tree based on mitochondrial ND2 gene fragments.

The result showed that our sample clustered robustly with 7. wolteri (GenBank accession number: JX181764)

with a high support value of 98.84% (Fig. 2). Furthermore, the genetic distance calculated via the p-distance

model between our specimen and 7. wolteri was only 4.5%, which was significantly lower than the genetic

distances (15.2% to 44.0%) observed between Takydromus species (Table 2). Based on both morphological

and genetic data, the newly collected specimen was identified as 7. wolteri (Reptilia, Lacertilia, Lacertidae).

This is a new record for reptile species in Shanghai, further enriching the biodiversity in this region.
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Phylogenetic analysis
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Table 1 Information of specimens used in this study

ND2 #: A GenBank &35

MR G B A S SR BN
Species or specimen No. Locality GenBank accession number Reference
of ND2

DT20231030 rF [ #4280 Chongming, Shanghai, China PV076237 AHFST This study
zz;iwjjus tachydromoides H A Japan ABO080237 Kumazawa et al. 1995
LEMi T septentrionalis 1 [E 22487 111 Huangshan, Anhui, China MK630237 Hu et al. 2019
ORITHMT T amurensis fR [ FE# K 1L Changbai Mountain, Jilin, China KU641018 Ma et al. 2016
W JE i T intermedius w1 [ # X Chongging, China 0Q632596 Zhang et al. 2024
o KL T kuehnei T EWH LA Quzhou, Zhejiang, China MZ435950 FrigasE 2022
S T sylvaticus rf [E 2248 35 11) Huangshan, Anhui, China JX290083 Tang et al. 2014
FI S BT T wolteri NA JX181764 Yu et al. 2013
TS kil Eremias velox H [ #r 58 J2 ) 78 B Nilka, Xinjiang, China KM359148 Zhou et al. 2014

K “NA” FaRFEHUE B ICHE3REL. NA indicates that locality information could not be obtained.
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Fig.1 Takydromus wolteri found in Dongtan Wetland Park in Chongming District, Shanghai (Photos a and b by
ZHANG Jia-Kai)

DT20220712: a. BfA, b, BARLMITE; DT20231030: c. MfALTH, d BAMATEE, e MR, £ RAESKIRH, g MR Igm,

h. JRARKLT T

DT20220712: a. adult, b. Left side of adult; DT20231030: c. Dorsal head of adult, d. Dorsal body of adult, e. Lateral body of adult, f. Ventral head

of adult, g. Ventral body of adult, h. Anus of adult.
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DT20231030

(1 2% HLT Takydromus wolteri JX 181764

AC¥0M 70 septentrionalis MK 630237

7 0 70 kuehnei MZ 435950

29 YA YT O 70 amurensis KU 641018

SN T sylvaticus JX 290083

Uk i E0T 77 intermedius OQ 632596

HAYW; 7. tachydromoides AB 080237

YL R Eremias velox KM 359148

B2 ETLhE ND2 ERFIIWEKNEHRRACRARERER

Fig.2 Maximum likelihood tree for Takydromus based on ND2 gene sequences

PR S b B AR E IR SRR3R o RIS DL S/ B s AL IR AR BE S . DT20231030 YA T8 b L it AR it b 24 il (R 8 0 5«

Numbers beside nodes indicate bootstrap values. Scale bar indicates the genetic distance in units of substitutions/site. DT20231030 represents the

specimen from the Dongtan Wetland Park, Shanghai.

K2 BT ND2 2R B0 WFE p-distance BEE B LERE

Table 2 Genetic distances among some species of Takydromus estimated via the p-distance model based on the

ND2 gene
Y)Fh Species 1 2 3 4 5 6 7 8
1 DT20231030 CAWF%E This study)
2 FSKE Takydromus wolteri 0.045
3 JLE T septentrionalis 0.152 0.139
4 SE R T sylvaticus 0.219 0.198 0.197
5 W JE M T intermedius 0.232 0.214 0.201 0.140
6 HAKM T tachydromoides 0.243 0.225 0.216 0.210 0.222
7 BIRTLEEM T amurensis 0.203 0.188 0.184 0.184 0.196 0.209
8 i IRHLMT T kuehnei 0.440 0.446 0.470 0.450 0.465 0.472 0.459
9 PG IR Eremias velox 0.439 0.453 0.451 0.429 0.458 0.441 0.437 0.605
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