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Whitmania pigra found in Xinjiang, China
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Abstract: On June 25, 2023, two leech specimens were collected from the north bank of Fengquan River Park
in Aksu Prefecture, Xinjiang Uygur Autonomous Region, China (41°08'56"” N, 80°16'52" E, 1 100 m a.s.l.)
(Figs. 1 and 2). The COI gene sequences of the specimens were obtained through extraction and amplification,
and then compared with other species sequences in GenBank, followed by manual correction. We constructed
a phylogenetic tree based on mitochondrial COI gene sequence (646 bp). The results showed that the collected
specimens clustered with Whitmania pigra from other regions (Fig. 3), with a genetic distance ranging from

0.5% to 6.2% (Appendix 2), which was significantly lower than the genetic distance (11.1% ~ 26.5%)
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between W. pigra and other closely related species within the same family, including both congeneric and

non-congeneric taxa (Appendix 3). Combined with morphological comparison, the collected specimens

exhibit body size, coloration, patterns, longitudinal stripes, tail sucker size, and reproductive system

morphology and structure that are consistent with those of W. pigra. Thus, the collected specimens were

identified as W. pigra. Meanwhile, W. pigra is widely distributed across most regions of China and is

currently known to occur only in Japan outside China. Therefore, based on the currently known distribution

range of W. pigra, the collected sample represents a new distribution record for the Xinjiang Uygur

Autonomous Region.
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Fig.1 Morphology of Whitmania pigra (Aksu City, Xinjiang Uygur Autonomous Region, China)
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a. Dorsal view; b. Ventral view; c. 1- female genital pore, 2- male genital pore.
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Node support rates indicate Bayesian posterior probabilities and maximum likelihood bootstrap support rates, respectively. Scale bar indicates the

phylogenetic branch length. The specimen collected in this study is in bold.
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Appendix 1 Sample information and GenBank accession number of COI gene
. . 12353 FRAASEIE S GenBank &3t 5
+ Localit L.
ok Species Hu Locality Latitude and Longitude Voucher No. GenBank accession number
AICHRA - 41°08'56" N
[ ¥73% Xinjiang, China 2023061764 PV602342
Specimen of the study ey Jiang 80°16'52" E
TR A LR = L 34°43'12" N
TR H A %A1 E: Aichi, Japan e KUZ<JPN>:Z5148 LC811614
Whitmania pigra 136°54'00" E
CSUBar2023-16 ~
- - CSUBar2023-26 ORS578855 ~ OR578865
CSUBar2023-47 ~
CSUBar2023-51 OR578886 ~ OR578890
- - HSYC2014 MN729556
- - 1,2 MW659834, MW659836
il 2 dE , . 24°27'00" N
4 k KUZ<JPN>:Z25162 LC811613
T lnevis H A ph48 B Okinawa, Japan 122°5700" E
24°27'00" N
T4 i KUZ<JPN>:Z5159 LC811612
A A48 EL Okinawa, Japan 122°5700" E UZ<J C
i S CARIARN
FEPWH 34°46148" N KUZ<JPN>:Z5158 LC811611
Jeollanam-do, South Korea 126°39'00" E
E5 L 24003136H N
THEBHE KUZ<JPN>:Z5155 LC811610
Nantou, Taiwan, China 120°55'48" E
PANNG =3 23°40'48" N
PEET Ii];&% . KUZ<JPN>:Z5154 LC811609
Nantou, Taiwan, China 120°27'00" E
R 42518
Al - - - MK347500, NC_023928
W. acranulata
NERH WERR 35°21721" N
AARE H 712% - KUZ JPN Z3772-Z3775 ON986775
Hirudo nipponia Shiga Prefecture, Japan 135°5923" E
S i L P95 2 44 57959'49" N
ol i e CE18378 PP182070
Haemopis sanguisuga Vastra Gotaland, Sweden 12°35'13" E
|| 27 [Ga g NIaiBY AN
PG £ H AR ) o CT602047
Hirudo verbana Samsun, Turkey
FRF L
Rl - - 202000201 MZ3820660
Haemadipsa yanyuanensis
[
NERE Fii fi. Sweden - CE9786 PP988455

Erpobdella octoculata

“ -7 RORIERSCBR A b AL« -~ indicates that the sample information is not mentioned in the original text.


https://www.ncbi.nlm.nih.gov/nuccore/PV602342
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