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Eastern Daubenton’s Myotis Myotis petax Found in
Nanchang, Jiangxi and Quzhou, Zhejiang
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Abstract: Present distribution areas of Myotis petax in China were Heilongjiang Province, Jilin Province,
Inner Mongolia Autonomous Region, and Hunan Province. The purpose of this study is to expand our
understanding of the geographical distribution of this species. In the study, eight bat individuals were captured
in Nanchang, Jiangxi Province and Quzhou, Zhejiang Province from May to September 2020. The
morphological and skull characteristics of the eight bats were measured by using electronic digital calipers.
The mitochondrial DNA sequences of these eight bats were sequenced and deposited in the NCBI database.

Then, the Cyt b and COI gene sequences of some Myotis species in the NCBI database were downloaded, and
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a phylogenetic tree was constructed using the maximum likelihood method in MEGA 7.0 software. The

genetic distances of the Cyt b gene and COI gene of M. petax, M. daubentonii and M. laniger were calculated

based on Kimura 2-parameter model. The main diagnosis characteristics of the eight bats were: small body

size, head-body 42.89 - 51.41 mm, tail 35.23 - 42.62 mm, ear 11.21 - 12.68 mm, hind-foot 8.54 - 9.74 mm,

forearm 40.18 - 42.22 mm (Fig. 1 and Table 1). Brain-case is lower, and upper and lower tooth rows are

shorter. Rostrum is relatively wide; cranial width is greater than one-half the skull length (Fig. 2 and Table

1). Phylogenetic analysis based on Cyt b gene and COI gene sequences showed that the captured bats were

well clustered with M. petax formerly discovered at home or abroad (Fig. 3 and 4) and the genetic distance

was less than 2% (Table 2 and 3). The eight bats were identified to be M. petax, a new record to Jiangxi and

Zhejiang Provinces. The specimens were kept in the Institute of Zoology, Guangdong Academy of Sciences

at present.
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B2 RIKREELRTRE BRES 202014, Q)
Fig. 2 Skull of Myotis petax (Sample No. 202014, Q)

a. FAURION; b, EAIEEA; o AW d FAUSTM; e AU

a. Cranium, dorsal view; b. Cranium, ventral view; c. Cranium, left side view; d. Mandible, dorsal view; e. Mandible, left side view.
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Fig. 3 Phylogenetic relationships of close Myoftis species based on Cyt b sequences
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The individuals marked with asterisks are the Myotis petax found in this study; the serial number before the species name is the Cyt b accession

number of the corresponding individual in NCBI; the values on the tree represent the support rate of the node; the scale shows the genetic distance.
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Fig. 4 Phylogenetic relationships of close Myotis species based on COI sequences
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The individuals marked with asterisks are the Myotis petax found in this study; the serial number before the species name is the COI accession

number of the corresponding individual in NCBI; the values on the tree represent the support rate of the node; the scale shows the genetic distance.
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Table 2 Genetic distances (%) of Cyt b gene of Myotis petax, M. laniger and M. daubentonii

based on Kimura 2-parameter model

Y)Fh Species 1 2 3 4 5 6
1 R/ R EUE Myotis petax (% # Russia) AB106589
2 ZRIK REE M. petax ( H 7 Japan) AB106590 0.69
3 RIKREE M. petax (1 [E##k Jilin, China) EF555236 0.14 0.55
4 ZZW K BREAE (HEYLP Jiangxi, China; A7 This study) 0.97 1.39 0.83

5 4K R EUE M. laniger (#F[E L5 Beijing, China) OM751334

6 KR F-4% M. daubentonii (FGHEZF Spain) AF376862
7 KU M. daubentonii (7 [F Germany) AF376847

13.18 13.04 13.04 12.90
13.07 12.66 12.93 12.66 15.16
13.31 12.90 13.18 13.18 15.81 1.39

£3 ET Co1ERFFIRRLAKRTIE. E5KFTUE &K RIS AR K2P #EEE
Table 3 Genetic distances (%) of COI gene of Myotis petax, M. laniger and M. daubentonii

based on Kimura 2-parameter model

YIFh Species 1 2 3 4 5 6 7
1 ZRIK R E-E Myotis petax (% #i Russia) MT384013
ZRIE/K B H-IE M. petax (Z# 1 Mongolia) JX008075 0.00
ZRIE/K R EE M. petax (1 [E BT Heilongjiang, China) JF443023 0.18  0.18

2
3
4 R /K R E-E (R EYT P Jiangxi, China; ASHF 7T This study)

5 fEEGK RS M. laniger (H[E#IF Hunan, China) OP245424
6 Erg/K B EE M. laniger (1 [E L5 Beijing, China) OL375164
7 /KEEIE M. daubentonii (%] Portugal) MT407290

8 KL E-E M. daubentonii (%] Portugal) MT407292

0.54 0.54 0.72

1342 1342 13.60 13.60

14.67 14.67 1485 1449 3.76

11.81  11.81 11.99 1199 13.06 14.13

11.81  11.81 1199 11.99 13.06 14.13 0.00
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