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[P R, 5 20— o Xof A 25 PR A v R AR HL
AT R Ik . WA T AEY R
) % & , ¥55% DNA (Environmental DNA , eDNA ) 7%
Z5IEH (Metabarcoding ) ¢ AR [ PY &h22 35 B8O ik
22 MW FH 3 #0288 00 2 1 W 0 5 W b 22 R O A
wh, RO 32 W Rk 5l & B B B B AR o A
SERISER  TE R A N B D A )2 B L Ay R A
AR 0 T AL RE XS W A AT 4501, kb 1k S e
MR, eDNA Z R B H AR B4 DNA KB
A e 3 0 P BRI B R i (ALK
g ZEAEAE) oY DNA, i AR R I kAT
PCR ™8 , X438 7 Wy A5 DU 5 45 3 m] 459073
2K ¥.5T (Operational taxonomic units, OTUs) , M\ 1]
SLEW R ES o AR ORI P RAE T R
i ARAUAS, I ELRE PR M Wl 5 K Y Jey R
PETE T LB PR A AN 5635 , PCR A4 D 1) 1 20
STV 05 0 i AT B Rl MR AR . B, KR
i & eDNA 7% 26 2 41 1) BT 5 3= 22 % HI NCBI,
BOLD , MitoFish . FISH-BOL % 2% 3t ¥ 4 7, {1 i
T AR TR, BE R TUAR P, 2 2 BN
PR DR B 7 51 s 2R S5 DL, ) 2045 ZR IS BOR
N, BESII e DNA 75 55 B i 4 R il i
HERG PR Rl A E | e G R R e PR A L H AR
FLR A T — R AR RS AT A A R &
A SFE RS E G B . BRAE A 2R X 28 ikt
(1] eDNA 7 Z5JE b id I 5 1 9, e AR 5L R 45 A
HAE] . TEBA B DNA ZIE 22 5 1 , 2ok
W co 1 EFRMEH AR LE ™, co T K
TEZ R AWy b BAT 8 72 57, BERE A2 AN [W] Aol
2Z ) & B A B 8 28 S R A e BRI
TR AR T RE A X PR RGN A L Ak A
R T LUA RO XA o I 24
TR AR SRy K A AR S B E AR E
fih

(L] NS RS R U B S HER 6 v O A/AS S
KOt X HP 90 AR s I AN e 2 [l A8 2 2 1Y
BOARAGA B SR MERR TR, 2 3 L e e A
FRIRMEE . WIPERM A8 C IR R Y 51 By &
JB e A M 2 2 8 A R T DNA F Be g HERR )
FERE S, B AR R Y A AT A RO T A SRR
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JER DR 3 A A S 2 R R R B
A I IS 2% B0 1 2 e N DNA 7 ik b 47
0 K I ) A BE 25 A o ASHIFFE LAV Jb K-8
WA NIRRT, FETF €O T 751 5 A A 2t
JE AP H WAL 2 DNA R H5:2% Bdi 4 i ad 4>
B Co 1 SEHTEY R A2 5 R G LB /i b iaE
FE, He e B s 2 5 N IR R A E W R v R
25 B0 UE [ RS R Y AT S R S 3
T eDNA % ST H A B VG I KPR 2R
WA R IERE IS %

1 MRS Ik

1.1 HARMRE

FE SR FE T Vg v KA WA AL 5 B 5
T 2023 4F 6 A & 8 J1 3 & 4 9 R 4 T a At K
o REEHSIEN PR FERR TRIE B E
Jr L MR b TR BT 02K R SRR ) O kAT
WP WIE A7 0 S 00 IRIE S 2L 0 e 1 8
H 16823 )E 30 Fh s, FARHERERIM MK
AN DL RCH ) dds i A e 2 ey e SR B
A AR A Y5 B R RS a PR AR A
FEAE) o BOS UL A -80 “COKAHEA T4 R IR
fFo S0 PT AR SRS B ANER 1 R .
1.2 EF4HDNARE.PCRY ERNEFE

Bt R FEA LA 2120 20 mg 2245, R A= T
Ezup #2030 ) 5L K 41 DN A Hh$2 32870 & 42 U A
FEAERZL DNA . 1% B B W e v TSI s
FEHT T 20 “Cok4i % -

K F WARD %% i B 51 9 5%+ co 1 3
W R B A7 3%, 51 9 )% 4, Fish-F1 : 5'-
TCAACCAACCACAAAGACATTGGCAC-3'FIFish-
R1:5'-TAGACTTCTGGGTGGCCAAAGAATCA-3',
PCR J2 % 1K & 4 25 wL, £ 4% DNA B4R 2 pL,
Premix 12.5 ML,L@?@F(]J?%I%’%l ML,ﬂﬁé%ﬂ(
8.5 wlo JXWFEFF :94 CHIAEE S min; 94 CAS P
305,52 “Cil k45 5,72 CHEfH 30 s, 34 35 DGR
5 72 "CHEA 7 min, P2 Y4 1.0% 7245 1 B b
BRI L VKA 5 B PCR =4k 2 ik T AR )
TR FRA R AT



4 1 TRAUIL, 55 T o T B DI AP L RV 5 UL 128 DNA ZIE 05 2 2 5l 1 825
N JKER Depth/m
507 0~50
| 50-100
100~250
250~500
45 500~750
750~1 000
| 1000~1250
o 1250~1 500
i 1500 ~2 000
3 a0 2000~2 500
i 2 500~3 000
iy 3 000~3 500
3 500~4 000
4 000~4 500
35° 4500~5 000
5000~5 500
5 500~6 000
6 000~6 500
20°| 6 500
140° 150° 160° 170° E
2P Longitude
1 AR FERBFGA
Fig.1 Map of sampling stations in Northwest Pacific Ocean
®1 BEBEAFRREFER
Tab.1 Information of samples used in this study for database building
[ Order Fl Family J& Genus WFf Species U5 Station
filiZ £ H Aulopiformes i 217 Notosudidae 55807 68 Scopelosaurus 7 IR 55 8 £ Scopelosaurus hoedti T39
7407 £ 7 Paralepididac St o JE LestTo{epis el Iﬂﬁ%%@ L?st.rolepis illltermedia T39
HF Wi 401 T Lestidium K AL £, Lestidium prolixum T10
)% H Perciformes 5%} Bramidae K18 L5 8 Taractichthys — MRBALEE L8 Taractichthys steindachneri — T10
#5F} Scombridae 5 )& Scomber I EE Scomber australasicus T17
H A6 Scomber japonicus T37
S Thunnus KAE LA A0 Thunnus alalunga T23
KR A4 Thunnus obesus T16
P EE A A0 Thunnus albacares T25
K AEF} Centrolophidae FEEJE Hyperoglyphe H A Hyperoglyphe japonica T2
5157} Bramidae L5 J& Brama H 4 5 5j Brama japonica T21
AR} Istiophoridae et )& Makaira AR 0 Makaira nigricans T37
£ faF} Xiphiidae S\ )& Xiphias S\t Xiphias gladius T2
7 BBl Gempylidae Wt I8 Nealotus = Nealotus tripes T37
i 1 £ H Stomiiformes  F [ £} Stomiidae FEAZAOE Astronesthes 3% [CEAZ fa Astronesthes fedorovi T2
14 H Osmeriformes PRIEEER} Bathylagidae R E Lipolagus FEWIIRIEEE Lipolagus ochotensis T39
% i H Beloniformes 17 J] fiF} Scomberesocidae  #k J )& Cololabis #1441 Cololabis saira T21
fif:JE H Salmoniformes iR} Salmonidae KGOS Oncorhynchus K10 Oncorhynchus keta T22
#2F} Engraulidae 2 J& Engraulis H A2 Engraulis japonicus T3
¥ H Clupeiformes  #F} Clupeidae VDT 0)8 Sardinops FTEARPNVD T 40 Sardinops melanostictus T37
JToE YT A0 B} Myctophidae ZE AT 4R Tarletonbeania B3I 28 1T 10 Tarletonbeania crenularis T14.T15
Myctophiformes F )T 1018 Ceratoscopelus RS 10 Ceratoscopelus townsendi T33.T15.T5
YT FE 4 )@ Myctophum RYGCAT ZE 8 Myctophum nitidulum T15
HLEBEKT 58 €8 Dasyscopelus asper T4
LT £ & Notoscopelus [N LT £ Notoscopelus resplendens T15.T33
FEBRTS KT 441 Notoscopelus caudispinosus T15.T33
H A AT A0 Notoscopelus japonicus T11
HEXT 61 J& Diaphus AEWNELT €4 Diaphus perspicillatus T17
FELMELT 1 Diaphus gigas TS
Fr)T g Symbolophorus FARBRAT £ Symbolophorus californiensis T14
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1.3 HiE4hE

fdi J§ NCBI Blast T H XTI i3 HEA T 51 474
FPY e . B AEY) 28 w)aR 181 741 75 NCBI Chttps ://
www.ncbi.nlm.nih.gov/) 2% F 48 B gk A 7 HL X 55
UEFFIC SRABLEE | A BLBE KT 98% I, 1 52 Oy
[F)Ff o A NCBIZFEEHR 2 T Hax L) Fh iy €O 1
Fe a0, A IR R e €O T P8y, T 4%
LR e LR T S . ] MEGAT.0 #0042
BRI TCAR B Y81, RS 534 e 51 RRAE 3153066
4L, HE T MEGA7.0 %K 14 h 1) Kimura 2
parameter model (K2P ) AU 5 Sfe 1 5447 Foft [|] 1) 35
& 15 B (Interspecific genetic distance ) FIFf N 1% 1%
5 #5 (Intraspecific genetic distance) . H & 4 15t

M 1 2 3 4 5 6 7 8 9

2 000 bp

1 000 bp
T50bp Sl s B e R ReE e

500 bp

250 bp

100 bp

iR 1 B o = o B o = < o
B o7 EM SR A 4B AH $2 75 (Neighbor-joining
method , N R CO 1 NN AZ LB, 7
4 kB W ATE BE YR H Bootstrap K 55, 28 1 000
UREE S R A B0 A5 21 53 SO 39 a5 SR

2 %

2.1 DNAREFIPCREZR

AR IR AEVTIL R A 307 B,
23 3545 307 45 €O 1 ¥4, % H kT PCR P
B S RS HL Uk 4 R AR 2 BT Ak B — HL A
25 %K EE SR 500~750 bp, 5 HFRF51 (650 bp)
FHAF

M WAZTR Marker, FH FHR /R LR 454 9K/, R 2 _FARIH 100~2 000 bp; 1~19. 19MEARAY CO T ZEH PCR ™) .

M is a nucleic acid marker used to indicate the size of nucleic acid bands, ranging from 100-2 000 bp from bottom to top; 1-19. PCR products

of the CO 1 gene from 19 samples.

B2 BRIk E

Fig.2 Gel electrophoresis diagram

2.2 HEREEN
22 LR SR SEE 25 i 2 SRR T 7 B 138}
20 @, Horp 908 H 288t e 2, (5 il a2k )
FHELEY 44.00% . NCBIHRE HEX B s AR (Kdia
PEH P RIRLEE 5 = 98%) 1 €O T 75145 237 4%
5 77.96% , J& T i RERIR I P9 (BT AT Ky
J¥51(22.04% ) 5 NCBUEUHE 22 LT AR (BLEE 5 AIR
28 25 5 4 O IR 2 1 (Astronesthes
Sfedorovi) \HP A Y5 ( Lestrolepis intermedia) Bl
TIT (Notoscopelus caudispinosus) FH AT /T £
(Notoscopelus japonicus ) FF) 4 1Y) FhAE £ 4 e 2
FEXTAS B S ARARLRE e 3 J T AN o] TR 2 i
H1, HRER BN H SRR Rk sE (£2) . 1Hh,
AT5AT 6 £ 2l o 252 WU JO ik M e 48 5
BRI, 53 50 KARBR AT £ (Symbolophorus
californiensis) . % & fi %I 1 (Ceratoscopelus
townsendi) \INJGKT 58 6 (Myctophum nitidulum) 4
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i T 15 £f1 (Oncorhynchus gorbuscha) AR R Wy
1 (Oncorhynchus kisutch) 1 P4 V¢ &F M {4
(Magnisudis atlantica) . A JEBZPI K8 N
B HELT fi1 (Diaphus gigas) , 257 T 556 58 WEARFR
JT 405 B 8 2 28 8 M NG AT £ (Notoscopelus
resplendens) , 2857 F2F % 58 R INJGAT £ B 2527
VA K W . (Oncorhynchus keta) W 125 2257+
2 8 SRR R T A A R A0 5 R T s £ 5 TR AR )
AU E R B ES £21 (Scopelosaurus hoedti ) FIH AR
Wi ( Lestidium prolixum) R, B TR e
YSPNILREE T2 k=

RS YR S PR S Ml R 4R B 1Y # 2R AR A B
B AR T AL A AT
2, W H AR5 (Scomber japonicus) Bk J] £ Fl it
RV T 4 X LR 2 [ IR i B 3
B ERE LR A WA ME, WREAS
ARG AR R
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TRAHL, 45 T CO 1 S PIME P LRFE UL 112 DNA ZAE 25 5l %

827

2

Bl K FiFEER

AF LT NCBIEHE E L3t R
Tab.2 Morphological identification of Northwest Pacific Ocean fishes and NCBI database comparison table

Fa s B FEA K NCBI 73— NCBI sequence identity
JUKp = ant 3 . N¥ Ny =)
Serial Morphological identification Quantity/  Sequence 5 NCBILAIE AL b2iRE
number F length/bp Similarity to NCBI Similarity/% Accession number
o Scomber australasicus 100.00 MK843723.1
1 YN Scomber australasicus 6 691
Scomber colias 98.08 0K501307.1
. Dasyscopelus asper 100.00 ON602081.1
2 ML LT JE 4 Dasyscopelus asper 19 691
Myctophum lychnobium 86.88 KJ555429.1
Magnisudis atlantica 99.69 KF930102.1
3 B TS5 1 €8 Scopelosaurus hoedti 10 685
Scopelosaurus lepidus 92.67 MT323585.1
. Lipolagus ochotensts 99.54 MK907484.1
4 B Lipolagus ochotensis 10 691
Nansenia candida 99.39 FJ164896.1
. Diaphus perspicillatus 99.85 0Q651177.1
5 AT ELT €8 Diaphus perspicillatus 10 693
Diaphus thiollierei 99.55 KJ555376.1
Scomber japonicus 99.70 MH638665.1
6 H Ay Scomber japonicus 20 692
Scomber australasicus 98.62 MK843723.1
Engraulis japonicus 99.55 MW389055.1
7 H At Engraulis japonicus 10 691
Engraulis encrasicolus 97.87 HMO007778.1
Hyperoglyphe japonica 99.11 AB205436.1
8 H A58 Hyperoglyphe japonica 10 685 Yperogiaphe Jap
Icichthys lockingtoni 93.36 JQ354147.1
e Nealotus tripes 98.97 AP012521.1
9 = I B Nealotus tripes 24 687
Ichthyococcus irregularis 85.49 MK907457.1
R " Myctophum nitidulum 99.23 AP012255.1
10 INYEIT A6 Myctophum nitidulum 10 729
Myctophum affine 97.24 KJ555425.1
Oncorhynchus gorbuscha 99.25 JX960913.1
11 KI5 Oncorhynchus keta(1) 3 688
Oncorhynchus keta 94.54 MN604325.1
Oncorhynchus kisutch 99.40 MHO003640.1
12 KI5 Oncorhynchus keta(2) 3 688
Oncorhynchus tshawytscha 95.82 0L457394.1
i Sardinops sagax 99.56 NC_057117.1
13 FCAAUVP T f Sardinops melanostictus 10 692
Sardinops melanostictus 99.09 JF952840.1
L Taractichthys steindachneri 100.00 OMO084956.1
14 M1 K 658 87 Taractichthys steindachneri 2 683
Taractichthys longipinnis 96.31 EF609476.1
Thunnus obesus 100.00 MW826624.1
15 KARGAE £ Thunnus obesus 3 688
Thunnus albacares 99.40 MK301244.1
Thunnus albacares 99.42 KP259550.1
16 w8 A8 Thunnus albacares 5 688
Thunnus tonggol 99.27 MW232431.1
99.70 HMO007787.1
17 8\ Xiphias gladius 1 681 Xiphias gladius
99.26 KJ739601.1
Makaira nigricans 99.70 MZ562772.1
18 WO Makaira nigricans 4 680
Makaira mazara 98.66 NC_012680
Cololabis saira 99.70 JQ354057.1
19 Fk J1 111 Cololabis saira 13 684
Scomberesox saurus 97.54 0Q819315.1
. Brama japonica 99.26 0P057052.2
20 H A % f8; Brama japonica 16 681
Brama brama 96.12 KJ128433.1
Thunnus alalunga 99.26 KP259549.1
21 K& 4 A6 10 Thunnus alalunga 6 686
Thunnus thynnus 99.12 AP006034.1
R Myctophum nitidulum 98.63 AP012255.1
22 [N AT £ Notoscopelus resplendens(1) 10 685
Myctophum affine 96.24 KJ555425.1
23 FRIEZEENAT f4 Tarletonbeania crenularis 8 669 Tarletonbeania crenularis 99.38 MK907488.1
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42
T2 S i 1|4 e NCBIJF31—#E NCBI sequence identity
Sjrie:l e Qﬁi / iﬁi.j;i: n N o
Morphological identification ¥ qa 5 NCBIAH A AR Feol s
number & length/bp Similarity to NCBI Similarity/% Accession number
Loweina rara 91.30 0OR582659.1
. Ceratoscopelus townsendi 98.34 0P057126.2
24 Y IGA LT £ Ceratoscopelus townsendi 26 666
Ceratoscopelus warmingii 95.93 0Q651067.1
Symbolophorus 99.54 0P057091.2
25 ELHELT £ Diaphus gigas 10 666 californiensis
Symbolophorus rufinus 89.74 MG856821.1
5 Astronesthes 90.63 K(C442067.1
26 T [CEAZ . Astronesthes fedorovi 10 727 chrysophekadion
Astronesthes lucifer 89.99 AP012959.1
X . Lestidium rofeni 84.54 MN486247.1
27 HREDEES 8 Lestrolepis intermedia 10 683
Lestidiops ringens 83.59 JQ354169.1
. Magnisudis atlantica 99.38 KF930102.1
28 KA £, Lestidium prolixum 4 684
Magnisudis atlantica 92.67 MT323585.1
Notoscopelus caudispinosus 90.08 MH777709.1
29 AT Notoscopelus caudispinosus 14 683
Notoscopelus resplendens 88.24 KJ555451.1
‘ Notoscopelus resplendens 98.96 NC_083188.1
30 NG AT A N otoscopelus resplendens (2) 3 682
Notoscopelus bolini 91.08 EU148275.1
. Notoscopelus caudispinosus 90.34 MH777709.1
31 H A £T 111 Notoscopelus japonicus 10 685
Notoscopelus resplendens 88.18 KJ555451.1
o Symbolophorus 99.54 0P057091.2
32 KARRRLT 101 Symbolophorus californiensis 4 666 californiensis
Symbolophorus rufinus 89.74 MG856821.1

2.3 CO 1 EREF5I4FE

WA WE T Fir A5 0 237 4542 NCBI X B
R AR co 1 PN SEF T (7 et i R[]
— R BCR =10 2, AR B AR B i 19 10
FRITH A XN [ — R 2R B A R 10 2
LK Z R 7 51 TR AR B ) L fe e A 3] 25 P a2
1179 % CO 1 J¥51 , 155 NCBIEcds b 2k
25Fh MR 25 45 CO 1 A& Xt 3T Ul I , 3645
F1| 204 £ K JE 0 461 bp [ 751, - 255 3 A e (i
H 1.3 WFE3 PR, AT C.G I 5 105

H23.7%.29.3%.30.1% . 16.9% , Bl = A+T Ay 75 5
(53.0%) = T8 C+G A 2 (47.0%) , R A+
TR . B0 16 A-1 SR, b
29.2% 1M T-1 B & AH 17.6% ; B0 1575 243 T-
2 I T A 3 R, 43.6% , A-2 SR
I, 7 12.3%; 55 360 C-3 & i fie i, o
33.0%, G-3 & & W] WA T Ho At 3 Fh ok 5L, AUA
10.2% , A4 —E I G AR o Le Ak, ke il 21 5
GIVERST AL 5 8 260 1>, 28 S A0 1 201 A4, b4
TR 2015 B B 196 4 K BAGEAE (7 5 5054

R3 CoO1 EEFIEEAR

Tab.3 Composition of CO I gene sequence

Basz%ﬁffﬁm A% T/% Cl% G/% (A+T)/%  (C+G)/% Conve[i%ﬁimion
T Average 23.7 29.3 30.1 16.9 53.0 47.0 1.3
HFHE 147 1st codon 29.2 17.6 26.0 27.2 46.8 53.2 3.0
WS TH 2460 2nd codon 12.3 43.6 311 13.0 55.9 44.1 0.4
T 347 3rd codon 29.6 27.2 33.0 10.2 56.8 43.2 1.2

2.4 FhEISMRAIEEES
B T A 1ANRE SR 1 81 48 (Xiphias gladius) ,
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FCAt 24 il £ S 9 B A 3 14 2 9 [ D 0~0.008,
P24 35 4% 1 B O 0.003, fre/IMELH SR RLIE AT 7



4 34 TRAHL, 45 LT COo 1 FERM PG ILACF 1 I £ 28 DNA ZIE 8275 Bl 1o 829

i (Dasyscopelus asper) . Wi MW i (Makaira
nigricans) R K E G40 Fk ] 40 e ARUTD T A fn
NG AT £, e R AR H A6 0.008., 25 Ffi #1125
ol [F1 38 £ 85 5 95 1B 24 0.009~0.3 11, -3 38 A
oh0.232, B A REAR R g /I B TR 38 AR
(0.009) H FRAE T ZE Fh1a] , by 85 68 440 0. ( Thunnus
albacares) MR IR 464 ( Thunnus obesus ) 3 F i) 15t

60
i E
op | s
i E
05
Sop P E
& - B
i : &
K i =
20 ! =
i B
: ¥
10 f : i
: 1
i :
u 1 doscuch IR ' I

(EEN = 3N T/ N 1V I < LB B N
(Hyperoglyphe japonica) . F[a] V- 1135t 4% i g J2 A
W R3S AL R B 1 77.33 M. JE T CO T HEIR
ol PN R RR [ 352 42 B 9 A3 A 15 16 s AR AR
B i e R B, BEHT co T e 9 REXS PG ALK
SRR R AT A R IX 4 (813 .

0 1 1 L 1 Al
0.01 0.03 0.05 0.07 0.09 0.11 0.13 0.15 0.17 0.19 0.21 0.23 0.25 0.27 0.29 0.31

K2P i1 25 K2P distance
[ Fila] Interspecific distance [ F14 Intraspecific distance

B2 2 V0 8 X i 7 A A i A2 2 LRI i) B 2 =2 ] 14 SRR T ] B

The area between dashed lines displays the "barcoding gap’ between the intraspecific and interspecific distance.
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Fig. 3 Frequency distributions of intraspecific and interspecific pairwise genetic K2P distance based on CO I gene
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Different colors represent different fish families. The outer circle is a picture of each fish species. Pictures of E. japonicus, O. gorbuscha, O.

kisutch, T. steindachnert, T. obesus, T. albacares, X. gladius, M. nigricans, T. alalunga, N. resplendens, T. crenularis, S. californiensis are
from FishBase.
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Fig. 4 Phylogenetic tree of CO | sequences of Northwest Pacific Ocean fishes
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Construction of DNA barcode reference database of common fish in
Northwest Pacific Ocean based on CO 1 gene

XU Yingqi', LIANG Xuhong', CHEN Xinjun'***, SONG Chenghui', PENG Zukun', WANG Congcong"***?

(1. College of Marine Living Resource Sciences and Management , Shanghai Ocean University , Shanghai 201306, China ;
2. Key Laboratory of Sustainable Exploitation of Oceanic Fisheries Resources, Ministry of Education, Shanghai 201306, China;
3. National Distant-water Fisheries Engineering Research Center, Shanghai 201306, China; 4. Key Laboratory of Sustainable
Utilization of Oceanic Fisheries, Ministry of Agriculture and Rural Affairs, Shanghai 201306, China; 5. Marine Biomedical

Science and Technology Innovation Platform of Lin-gang Special Area, Shanghai 201306, China)

Abstract: With the unique geography and complex environment, the Northwest Pacific Ocean has nurtured
extremely rich fishery resources, becoming a hotspot for global marine biodiversity conservation and fishery
management. In order to more effectively identify and investigate the diversity of fish species, a local DNA
barcodes database of common fish in Northwest Pacific Ocean was established. Based on the CO [ gene
sequences of fish, 307 samples of common fish were collected in Northwest Pacific Ocean from June to August
2023. These common fish belonged to 20 genera, 13 families, 7 orders, and 25 fish species. 77. 96% of CO
I sequences can be compared to high similarity sequences in public database. The average interspecific
genetic distance was 0. 233, and the average intraspecific genetic distance was 0. 003, and the interspecific
genetic distance was 77. 67 times that of the intraspecific genetic distance, and it could form obvious bar
code gap. The phylogenetic tree based on CO I gene sequences showed that fishes of the same genus first
clustered into a single branch, then with fishes of the same family, and finally with fish of different families of
the same order. In summary, the CO I gene has species specificity and can effectively distinguish common
fish species in the Northwest Pacific Ocean. The initial establishment of the DNA barcode database of
common fish is conducive to the monitoring and investigation of fish diversity in Northwest Pacific Ocean
using environmental DNA technology, providing technical support for biodiversity conservation, resource
management, and population dynamic monitoring in Northwest Pacific Ocean.

Key words: fish; CO I gene; DNA barcode database; Northwest Pacific Ocean
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