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First Record of the Fivestripe Wrasse, Thalassoma quinquevittatum (Perciformes: Labridae) Based
on Postlarval Specimen from the Southern Coastal Waters of Jeju-do Island, Korea by Jae-Kyung Bae,
Hwan-Sung Ji' and Jin-Koo Kim* (Department of Marine Biology, Pukyong National University, Busan 48513, Republic of
Korea; 'Fisheries Resources Research Center, National Institute of Fisheries Science, Tongyeong 53064, Republic of Korea)

ABSTRACT

The single postlarval specimen (7.53 mm in standard length) of Thalassoma quinque-

vittatum (Lay & Bennett, 1839), belongs to the family Labridae, was collected by a bongo net from the
southern coastal waters of Jeju-do Island, Korea in November 2020. T. quinquevittatum has a deeply
curved dorsal contour before the dorsal fin, the oval eyes, and no melanophores throughout the body.
While T. amblycephalum has a slightly curved dorsal contour before the center of the dorsal fin, the
circular eyes, and few melanophores on the body. A molecular analysis based on 548 base pairs
sequences in the mitochondrial DNA cytochrome ¢ oxidase subunit | region shows that the specimen
was closely matched to adult T. quinquevittatum (K2P distance=0.002 —0.005). We report the first
record of T. quinquevittatum in Korean waters, and suggest its new Korean name “Da-seot-jul-saek-

dong-nol-rae-gi”.
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71 7o) = %Lﬂ EY QA ST (4974517, 31°N, 127°E)o]
A Yo U BYes BES AT (Fig.
D). ol ZEL ZAfgn o FHAFA (Pukyong National
University, Busan, Korea, PKUD)9l| 5%, E&5 o] 1},

2. HEfEN

o

A F7|7 o] o Bold oot WAL Okiyama (2014)
9} Leis (1983)5 witon, ASFE 370 [SA=n] 7|25
(dosal fin rays, D), R =&"] 7] &%= (anal fin rays, A), <&
(myotome, M)], AI&& & 147][ A% (total length, TL), A&
(standard length, SL), &% (head length HL), A== &
7HA] Z o] (predorsal length, PDL), & %7}A] Z o] (preanus
length, PaL), R1X| = 0] ¢k7}R] Z?‘_O] (preanal length, PAL), &
B SEREH FE SEZA Zo](anus length, AL), 11 (head
depth, HD), A| T (body depth, BD), 1] # 1
depth, CPD), % °]Z 9] (snout length, SNL), 2+7 (eye
diameter, ED) \=o| A TF5E71X] Z 9] (eye to occipital length,
EOL), ot g oA HAJ7]Z7HA] Z o] (lower jaw to preopercle
length, LPL)]E &4ttt 1 F = A iFdAnH
(SZH-16, Olympus, Tokyo, Japan)& ©]-&3}o] W&ty &

] 8 AP E 3] (Active measure program, Mosaic 2.0;
o]-§3to] 0.01

1l (caudal peduncle

Fuzhou Tucsen photonics, Fuzhou, China)&
mm7tA] £38 & AA 5 T (Figs. 2, 3).

S717o] 174A19] & ¢S H o] accuprep genomic
DNA extraction kit (Bioneer, Daejeon, Korea)= genomic DNA
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2-parameter =3 (Kimura, 1980)2 AAFS} 29, bootstrap
£ 1,000 =343} Neighbor joining (NJ) treeS ZHAJ Rt
A3 A9 COI €714 €2 NCBI (National Center for
Biotechnology Information)oll 55 (T. quinquevittatum; PKUI
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Fig. 1. Map showing the sampling area of Thalassoma quinque-
vittatum (® PKUI 898; st. 464-8), Thalassoma amblycephalum (O
PKUI 899; st. 497-4) in the southern sea of Jeju-do Island, Korea.

898; OP020719, T. amblycephalum; PKUI 899; OP020720)
sttt @71 M 9L Mwsy] Slstel MuEEos e
utd oA AL o2 $£UH T. quinquevitattum (PKU
20756; Pukyong National University, Busan, Korea) 9] 1
MA et NCBIO| TAE =713 2Y=H7& ofF T.
quinquevittatum (F1584193), ME= 7| T. amblycephalum
(KJ968295), =7 T. cupido (KU944673), SN EA =
7] T. lunare (MN870545), B|F=2 7| T. purpureum (MK
657058), T. lucasanum (JQ839623), T. lutescens (KU496548)
7859 A7IAEE ol&stleH, J¥Fe R 7| Hali-
choeres tenuispinis (HM180596)5 A3} Tt

2 o

Thalassoma quinquevittatum (Lay & Bennett, 1839) (New

Korean name: Da-seot-jul-saek-dong-nol-rae-gi) (Figs. 2, 3)

Scarus quinquevittatus Lay & Bennett, 1839: 66 (type locality:
Ryukyu Islands, Japan).

Thalassoma quinquevittatum: Araga in Masuda et al., 1984: 205;
Craig, 1998: 36; Bernardi et al., 2004: 371; Nakabo, 2013:
1111; Frick et al.,2019: 31.
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Fig. 2. Postlarval (a) Thalassoma quinquevittatum (PKUI 898), st.464-8, 7.53 mm, (b) T. amblycephalum (PKUI 899), st. 497-4, 8.34 mm in SL.

Scale bars indicate 1.000 mm.
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Thalassoma quinquevittatum: PKUI 898, 17§A], A7 7.5 mm,
20204 11¥Y, AlF= G5 464-83+(31°N, 125°E)
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Thalassoma quinquevittatum: PKU 20756, 170A], A%+ 7.3 cm,
20219 949, Z2j 9 vpdet, 44

Thalassoma amblycephalum: PKUI 899, 1704, A%} 8.3 mm,
2020 1Y, AIFE E37 497-431F (31°N, 127°E), B-114
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Fig. 3. Illustration of Postlarval (a) Thalassoma quinquevittatum
(PKUI 898), st.464-8, 7.53 mm, (b) T. amblycephalum (PKUI 899),
st. 497-4, 8.34 mm in SL. Scale bars indicate 1.000 mm.
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94 H Thalassoma amblycephaltm (OP020720) PKUL 899

100 ' 7, ambiyceph (KI968295)

97 Thalassoma lucasamum (JQ839623)

Thalassoma lunare (MN870545)

Thalassoma purpuremm (MK65T058)

Thalassoma cupido (KU944673)

Thalassoma lutescens (KU496548)

100 Thalassema quinquevittatumPKU 20756

Thalassoma quinguevittatum (OP020719) PKUL 898

48
Thalassoma quinguevittatum (FJ584193)

Halichoeres tenuispinis (HM180596)

0.020

Fig. 4. Neighbor joining tree based on partial mitochodrial DNA
COI sequences (548 bp), showing the relationships among postlarval
Thalassoma quinquevittatum (PKUI 898), two specimens of adult 7.
quinquevittatum. Six species of Thalassoma (T. amblycephalum, T.
cupido, T. lunare, T. purpureum, T. lucasanum, T. lutescens), and one
outgroup (Halichoeres tenuispinis) were included in this analysis.
The letters in parentheses and superscripts indicate NCBI accession
numbers and voucher specimen numbers, repectively. The tree was

7 HiZo] AT oH e A0 408%2 £ Wolth
8 Al FAETE A EAl2H g

Y HAY T. quinquevittatum (PKU 20756)3}
99.5%, NCBIo| &% T. quinquevittatum (F1584193)3}
99.8% A5ttt A E2FL FEW MF=; 7] T. ambly-
cephalum (PKUI 899; OP020720, KJ968295)T}+= 87.7%, 1L
e 7] T. cupido (KU944673)TH= 86.3%, SN EZA =7
T. lunare (MN870545)3= 86.8%, B|S=d7| T. purpureum
(MK657058)3+= 87.9%, T. lucasanum (JQ839623)I+= 87%,
T. lutescens (KU496548)T+= 88.8% FAIolY] B4 Y= &
ot 4 A= HlwA "ok Fde s dA3 =
7] Halichoeres tenuispinis (HM180596)2}= 192% =2 & g4
Z Zpol & H At} (Fig. 4).

ofN
rlo
1<)
_TE
>~

o

2 AeA g B A1t %
ool QA sofglon], ezt Wt o
2 I ER7IS AFe TRl @

1, m A =u]
=404 Eo7)

constructed using the K2P model and 1,000 bootstrap replications. ey AR 7R
Table 1. Comparison of counts and measurements among four species of Thalassoma
Thalassoma sp. T. cupido

T. quinquevittatum

Present study Present study

T. amblycephalum

Leis (1983) Kimura et al.

(PKUI 898) (PKUI 899) (1998)
TL (mm) 8.8 9.7 - - - -
SL (mm) 7.5 8.3 7.7 8.6 94 15.7
In % of SL
HL 28.7 304 344 326 - -
PDL 35.7 354 324 30.23 - -
PalL 54.7 543 - - - -
PAL 56.7 584 - - - -
AL 1.8 297 - - - -
HD 244 244 18.8 18.6 33 30
BD 31.2 322 344 32.6 33 23
In % of BD
CPD 40.8 41.1 453 48.2 44 70
In % of HL
SNL 34.6 355 283 28.6 - -
ED 28.5 21.9 17 179 21 25
EOL 51.8 393 - - - -
LPL 86 85.7 - - - -
Counts
D VIII, 13 VIII, 13 VIII,13 VIII,13 VIIL,13 VIII, 13
A I, 11 1, 11 11, 11 10, 11 10, 11 I, 11

M 25 25
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13%, T. lutescens¥H= 112%2 &Y= B35 v g
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T. lucasanum, T. lutescens= ZVYZ} 12.3%, 13.7%, 13.2%,
12.1%, 13%, 11.2%9] 434 zo]§ Bt Iy A3 21
He 2 39 2L I A F=EH71E At

g},

At At

o =8 20224 FHFATEY ATFAY (2022030) D
2022 YA W EL @AE: BA AR AL,
20200470)2] Aoz £HE ATIUch =2 A ASH
AEFA AAALA AEGY .
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