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Abstract Phylogenetic relationships among 4 major geographic population

groups (San-in-Biwa-Ise, East Seto, West Seto and West Kyushu) of Japanese
freshwater goby Odontobutis obscura (Perciformes: Gobioidei: Odontobutidae)
and related species O. hikimius were inferred from partial nucleotide sequences of
the mitochondrial 12S and 16S rRNA genes. The resultant mitochondrial DNA
(mtDNA) phylogeny was consistent with that based on the previous allozyme
analysis. This phylogeny showed that specimens from the Sagami River system in
Kanagawa Prefecture, Kanto District, were extremely close to fish from the West
Seto group, suggesting the formers to have been descended from individuals artifi-
cially introduced from the range of the latters. Judging from the fact that about 40
individuals of the goby were easily collected by a person in 2 hrs, the Kanto popu-
lation did not seem to be small, and thus might be disturbing the native fauna in

the river system.
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of Frontier Sciences, The University of Tokyo, Kashiwa, Chiba 277-8562, Japan
(e-mail: mukai@k.u-tokyo.ac.jp)
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Shiga #2 Odontobutis obscura
100 | Shiga#3 (San-in- Biwa-lse group)
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Kagoshima #3

; O. obscura
Enime #1 (West Seto group)

100

61|Hyog0 #2 0, obscura
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Fig. 1. A neighbor-joining tree based on the genetic distances estimated from the partial mitochon-
drial 12S and 16S rRNA gene sequences (total 1244bp) of 19 odontobutid gobies (17 Odontobutis ob-
scura, 1 O. hikimius and 1 Micropercops swinhonis). The distances were estimated based on Kimura’s
two parameter model (Ti/Tv=2.0). Numbers beside internal branches indicate bootstrap probabilities
based on 1,000 pseudreplicates. Each operational taxonomic unit is named from sampling locality.

KPEFHREDOTAARIAFIRNAR D [HHAE R 5 (7, 2001). L7z’ T, BERMAIZIEE
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Table 1. Pairwise sequence differences (%: p-distance) of partial 12S and 16S rRNA
genes among species and geographical groups of odontobutid gobies

Species/Group 1 2 3 4 5 6 7
1. M. swinhonis -
2. O. hikimius 15.9 -
3. SBI group 16.1-16.2 6.6-6.7 0-0.1
4. ES group 16.0-16.1 5.6-5.7 6.6-6.8 0-0.4
5. WS group 15.7 5.7 7.0-7.1 0.6-1.0 -
6. WK group 16.0-16.2 6.0 7.0 1.8-2.0 2.0-2.1 0-0.2
7. Kanto Population 15.6 5.7 7.1-7.2 0.8-1.1 0.2 2.1-23 0.0

SBI (San-in-Biwa-Ise), ES (East Seto), WS (West Seto) and WK (West Kyushu) are major geographical groups of
Odontobutis obscura. ‘Kanto Population’ is a recently emerged population of O. obscura in Kanto District, Japan.
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