Zoological Studies 60:63 (2021)

(A)

Haplogroup A

Haplogroup B

Clade I (Haplogroup A)

Korea-H04

Korea-l I()N

Korea-H51

Japan-Unknown region, LC1
Japan-Unknown region, LC1
Japan-Unknown region, LCI
Japan-Miyazu, AY903171
China-Yellow Sea, KP692
China-Yellow Sea, KP692

Korea-H|1
Korea-H16
Korea-H5

91578
91579
91580
9
7

rea-1H03
3
—1Ml<om Yeosu, EF010537

59' Egllr:i-m(il}ow Sea, KP692780
China-Yellow Sea, KP692781

Korea-H11
64 Korea-H35

—IEIQhai Sea, KP692770

i China-Yellow Sea, KP692778
60' Korea-146
China-Bohai Sea, KP692773
China-Unknown region, JX845349
China-Yellow Sea, KP692

| Japan-Miyazu, AY9!
62 Korea-H26
— Japan-Miyazu, AY903168

Europe-Varano lagoon, KX691559

Korea-H21

y Korea-H02
83" Korea-H4 1

Clade 11

Japan-Miyazu, AY9031 69
—l Japan-Sakata Bay, AY9031 xsl

J Uwa Bay, AY903193
A‘%‘gtl‘lca\-&ldonéy]?each Y903084

ustralig-Tu

Furope-Varano |a,

Curope-Varano |agoon,

-uro e—Vara11o agoon, 2

uro arano la; =
gnerl a%on eac! % ?&}98:

Qmenca an 1? 0, A 73
ustra cst
ustnla— uon stua.n X&%}O&ISI

(early view version)

Korea
China
Japan

Europe-Empuriabrava, KX69I§95
_:5 Fﬂigﬁg-ﬁiﬂg,ﬂﬂg v RXE31388
Korea-H
Europe-Empuriabrava, KX691588
Europc‘Em puriabrava, KX691589
mpuriaprava,
i BiRSpEp R RIS
g-,—' J‘}gan lokgo Bay, AY903203| Korea
pens |T°k§ I Ak ANS03147 Chi
ustralia-Colia
Australia-Sydney, A?903l3l mna
Europe-E Japan
Ameri
3 erica
56 mp! Europe
Amenca— andlego, AY90 A .
ustralia
Austraﬁla F gké\x¥)389f48
Auslralla- ydney, A 3184
Austral |a gscrah Laku AY903]59
| C hmd-Yello
Europe-Varano ldcoon KX6‘)1554
Korea-H36
Korea-H32
64 Korea-Busan, EU366143
Korea-Incheon, EU010386 Korea
Japan-Ondo, AY903202 Japan
Japan-lokyo Bay, AY903207 P
Europe
Japan-Tokyo Bay, AY903116 P .
Europe-Varano lagoon, KX691560 Australia
Europe-Empuriabrava, KX691594
Australia-Sydney, AY903183
Australia-1llawarra Lake, AY903152
52 ——— America-Marinadelrey, AY903078
Korea-H15
Korea-H17
56| Korea-1133

Amerjca-Marinade]rey, AYg 8

AR

Ausrfiaesti-berle AY00:] Korea

Australja- ojm ta e, A ﬁ

Australja-Colia 3 Q _ Japan

T [y e o S L) ;

Australja-Mooloolaba, [87 America

Ausiishia-Hisserah ke Avai) Eur

Au%tr‘a 1a-T %ge‘r.al a e‘: A 2 urope
Tae00n, Australia

0.0020



(B) | Clade 1

<
[=3
-
=]
=
%ﬂ 86 Korea-H37
- Korea-H52
% 2 Korea-H43
: 83
| Korea-H25
Clade] 641 Korea-H28
Korea-H14
) Korea-122
China-Yellow Sea, KP692779
% Japan-Tokyo Bay, AY903205 Korea
- @ Europe-Varano lagoon 2-KX691553 .
I.:n —————— Korca-H47 China
Clade 1T 2 China-Yellow Sea, KP692785 Japan
=¥
= Europe
China-Unknown region, HM0353519

| China-Vellow Sea, KP692776.1
g7| Korea-H08

Korea-H40
Korea-H50
Japan-Sakata Bay, AY903187
65 Korea-H48
— 77 China-Unknown region, KJ733900
& G
a, ) China-Unknown region, KJ733901
-
E L China-Unknown region, KF962060
=1l
=) China-Yellow Sea, KP692786
= .
E &mm-”:)é Ch"‘a
orea

~ China-Bohai Sea, KP69277] Korea
= China-Bohai Sca; KP692768
@ China-Yellow Sea 10-KP692783
= China-Unknown region 2-JQ353726
=
<

L— Korea-HI9

Korea-H18

Korea-H07

Korea- III’

Korea-H20

China-Bohai Sea, KP692772
Japan-Ondo, AY903194

Japan-Ondo, AY903195

0.0020 Japan-Ondo, AY903196

’ Japan-Ondo, AY903197

Japan-Ondo, AY 903201

Japan-Uwa Bay, AY903191
Japan-Uwa Bay, AY903192
Australia-Darling Harbour, AY903143
Australia-Illawarra Lake, AY903153

Australia-Sydney, AY903182 Korea
62| Korea-H23 China
Kanu-] 129 Japan

Korca-H49 Australia
63 |— Japan-Ondo, AY903199 | Europe

Japan-Uwa Bay, AY903190
Japan-Ondo, AY903200

66| Korea-H30
4' China-Unknown region, JQ353727
China-North China Sea, JQ353728
China-Bohai Sea, KP692774
Europe-Varano lagoon, KX691555

63 | Australia- %)dne\ AY903130
4' Australia-Tuggerah Lake, AY903158

Australia(West)-Perth, AY903179

Fig. S1. Phylogenetic analysis showing the global distribution of Aurelia coerulea collected from Korean coasts. The
tree was constructed based on the 4. coerulea COI sequences determine in this study (marked in red) and the global 4.
coerulea (Aurelia sp.1) retreived from the GenBank database. All the A. coeruela populations were divided into two
main clades; clade I (a) and clade II (b). The tree was inferred using Neighbor-joining (NJ) computed with Kimura 2-
parameter model (Kimura 1980), the taxa were clustered together on the 1000 bootstrap value and the numbers at the
nodes (> 50 are shown) are bootstrap values (percentage).



