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Cobitis striata lkeda, 1936 comprises three subspecies,

among which Cobitis striata hakataensis Nakajima, 2012 and
Cobitis striata fuchigamii Nakajima, 2012 are geographically
restricted to northern Kyushu, Japan. Cobitis striata striata
Ikeda, 1936 is distributed in parts of Honshu, Shikoku, and Ky-
ushu. These subspecies are listed as critically endangered (C.
s. hakataensis), endangered (C. s. fuchigamii), and vulnerable
(C. s. striata) in the Red Data Book of Japan. In May 2025, a
previously unrecorded haplotype closely matching C. s. striata
or C. s. fuchigamii was detected in the river flowing into Hakata
Bay. We developed a genetic screening method using PCR-re-
striction fragment length polymorphism (PCR-RFLP) targeting
mitochondrial cyt b gene (1020 bp). Enzyme digestion revealed
distinct band patterns for C. s. hakataensis (800, 210, 100 bp), C.
s. striata /| C. s. fuchigamii (900, 210 bp), C. kaibarai (800, 180,
100, 30 bp), and C. matsubarae (800, 310 bp). Rare polymor-
phisms were observed in some cases, indicating that PCR-RFLP
is suitable for first-tier screening but should be combined with
morphology and sequencing for final identification.

JUNAEERIC I, >~ R 3 )& Cobitis Linnaeus, 1758 I
B BN M L THBD, VYR Y RY g
v7 Cobitis matsubarae Okada and Tkeda, 1939 HME(F 4181,
TV T ATV R a v Cobitis kaibarai Nakajima, 2012
AW AMINS, A > R a v Cobitis takatsuensis
Mizuno, 1970 I3—3BDMJINCERT 5. KON RTH

%, FIAYYI KT 9V Cobitis striata Tkeda, 1936 (%, 3
fifEi» 5K E N5 (Nakajima, 2012). F o H XA
< R ¥ g 7 Cobitis striata striata Tkeda, 1936 (% 3 dfi ffi D
HTRRLEESATHO, WANBICIRAT 21 &
—HBD HARMFRAWNCAEZ TS (RS - NIl, 2017).
—J3, NHRAI TR R 3 Cobitis striata hakataensis
Nakajima, 2012 (& FEZ &R AMINC, &Y ARV Y<K
3 37 Cobitis striata fuchigamii Nakajima, 2012 {J 351 1|7K
RICOFHIT B (R - Wi, 2017).

ZOBENTE, NAZAYYI RV avlid, BEES
XUMEREDOL Yy RT—2 7w 7IcBWT, Mk 1A
i (CR) ITEEETNTWVS (BREEE, 2020 ; kIR ERES
BB SABREERR, 2025). F/z, AMMIIHOMRFELEOEN
SR B (BB, 2024) BXUERIEGSDEE
BREYIRE O LRFEICEE T 256 BI DT CHE (R, 2021) T
tH 5. AHEMEOARIEII NI RSEZEDE Uil & &
"L THD, EEETH 5w FEE, JUNSTRE AL
PR B ERTT 2R 2 (R, 2023).

CNETIC, TNDFIATIIYI RY g 7IZDNTIE,
2 > R U7 DNA (mtDNA) O NDI1 fEis 2 xnf G & Ui
TR P b =28 (RFLP) 704 (AB)INE A, 2009) -9
cyt b I I K U D-loop il Z X5 & U 7o BRI A W5
(Nagae et al., 2025) DMTHON, 73/ SZ—20Z DRI
i, EHERZOMBICOVTHEINT VS, A
RAI YR BT avOBFT 54 SIS 2R A 27K
ROFAFTNCIES NS, Tz, AHifED B RS
WBKRTEIKEBEDONTOZA TSRS N, ARififd
N DB ZHEEIIRNT EDV0 > T b (Nagae etal.,
2025). T HIC, INHO4EHNII N A REREBEZIC X
DIEHIIRAICH 2 e D, EELEINAZATIITER
VavnE&Y VT BINCHERMm L T E 7.

INARRAV IR R a DR VT HEOET,
INETYKRICBWTERRSROITZNF 2T HEZAY
VRV IAVEREAVARAIUI R avichkT 5L
HZZH5N% mDNANT TR AT (HID) 24 LI EkD
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BEEI NI, KRBV TRET 5. 5%, #
R TH B AT A BHIANOY A - HifEDR AR
HUCHIST B edlc, AT, DNAY—F o vy
ZRE LY, PCREYZHIREERCTUBL, BXIKE)
%X 01535 N2 YWl EOMA G DY SRR 245
T &% PCR-RFLP AT/ H Lz, JUNIEEBICAERE T %
AV RYauEHBEL Y RY g gl s i - iz g
IC, PCR-RFLP 73#1ic kK %5 - difE IR DA R0 Z #iEt L
7z.

MEEBE

YO TUDG 202545 AIC, fERAROTEZ B A
JND 17KFR 1 LT 20 AfRDNA Z AT R a vk
REL. RELABORED —HZRINL 99% T2
J—)VTHE LT, PREERIRICHGR LTz, fERREA
DNA Hlit £ TO, -20°C DK 7V —TWICRE LTz
BTOY TG, JUNKEAYIEIREER 2 S K
FERATNCRE LTV S,

DNA fi i - 818 - E2FIRE DNA fili I3 fiEfHRE & D
Quick DNA™ Miniprep Plus Kit (Zymo Research, USA) % FH\C
7o 72. mDNAICHIF S cyt b FEIEL (1020 bp) ¢ PCR HiilE
113, Nagae et al. (2025) TR ENIZATDT I A4 < —7%H
Wz ieytb (CS cyth F: 5°-CCCCTAATTAAAATTGCTAACG-3,
CS cyth R: 5-TGCCTTGTTTTCTAGTCATCCC-3"). PCR & iy
Rl 10 pM 75 A < —%% 2 ul, EmeraldAmp® GT PCR Master
Mix (TaKaRa Bio Inc., Japan) 10 pl, milliQ 5 pl, tamplate DNA 1
WS RD, RAEKIGEMN 20 pl 755 X ICTRE L. X
RAAE O YERAELS O HIE X Bio-RAD T100 ¥ —< /LY A1 7
< — (Bio-Rad Laboratories, USA) 7= W, DL NDZTi1o
o DA 95 C T e L, TD&, 95°C T 15,
56°C T 15F), 72°C T30FD 3 X7 v 7% 30 ¥ 7 )Lk
DIR LTz, RISHE T, 72°C T2 DR EZTT > T2,
5 N7 PCR FEY & 1 kb Plus DNA Ladder (N3200S, New
England Biolabs, USA) 7% ethidium bromide TH(4 L 7z 1.0%
7 A=A )V W TESIKE L, HAES D RS 1
T3 &M U1, ExoSap-IT (Applied Biosystems,
USA) Z VTR U 7. HREERLH DT E 13 FASMAC D
DNA ¥ —7 > ZfgHi— 1 A (FASMAC, Japan) 7 F]Jf]
L, Applied Biosystems 3730x] DNA Analyzer (Thermo Fisher
Scientific, USA) T17 > 7z. ¥ —7 ¥ ARSI 1 B IR R O
Forward primer & > —7 >/ A IS ERGT S N7z eyt b (CS_
cytb_seqF: 5’-ACACTAACACGATTCTTTGCC-3") @ * A
7w R 7514 <— (Nagae et al., 2025) &\ 7z, 25815
Fh 5185 N T ENEC 5] % Finch TV ver. 1.4.0 (Geospiza,
USA) IC K DFTi L, MEGA X (Kumar et al., 2018) @ Clus-
tal W (Thompson et al., 1994) ZH\WT7 A4 2 A M LTz
FaBox 1.61 (Villesen, 2007) 7 I\ T cyt b fHIK D ELS 7 —

AMHENTa A TREE L.

TR BIURMHEE X IQ-TREE 1.6.12 (Nguyen
etal, 2015) 2z W C 3 A U 7z, A E# € 7V 1Q-
TREE I 3£ %5 X 11 T \» % ModelFinder (Kalyaanamoorthy
et al., 2017) 2 VTR A X HEIHE (BIC) DWW
THERL 720 BROEEPEREAG W & LT, 10000 [5] D
ultrafast bootstrap approximation (Hoang et al., 2018) 7% fifi /i
Uz, oyt b TEEOEY| T — 2 SEES NN T a2 A
T CTdH B HIl OFRMNNIEZFHES 5728, NAHRAAY
< RV 3 v (LC829482-1.C829488: Nagae et al., 2025),
FaTHREAY I RY aw (LC829489, LC829490:
Nagae et al., 2025), A HATY I KV g v (LC829472-
LC829481: Nagae et al., 2025), 7 VU7 ATV RV 3w
(LC829491-LC829493: Nagae et al., 2025), ¥ < F < R
¥a v (AP013310: Miya, 2013) DA ZHW\7z. X
7z, PopART 1.7.1 (Leigh and Bryant, 2015) O#ig TR % v
k' —7% (statistical parsimony network) 7\ C/N\T7 X
AT 3y NV RRERL, WX CHEENONT T
2 A T OBIENBEGRAERNRZ, NTaxA T3y hJ—
i, WHRAI YRR auBRUA Y HAYIUR
R 3 21DV TIE Nagae et al. (2025) D& SRS L,
FaTHREAY Y RY a TS OWTIRFESHRTHEH SN
7eBEB SN A, GenBank (URL) 7 B #H72IC NS L7z 2 4 (I
EAFLPE 1 LC859624 35 X O FEHIREA © AP013311) A&7,

PCR-RFLP 44 PCR-RFLP %) #71C H U % il R % %
BEICH Tz > TlE, GenBank ICE N TV B ZH -
D eyt b HHIEK (Y 1020bp: NA X ATV RT3
77 D LC829482-1.C829488, 4 2 H ATV Y K¥ g 7!
LC829472-LC829476, F 2 U HHXAI I RV a .
AP013311, LC829489, LC829490, 7 V 7/ A Y ¥ < K
Vg7 I LC829491-1LC829493, Y'Y h¥ Y R¥ 37 ! AP
013310) ZHWVWT, "NAZXAY IR avBRTIUM
JEEBIC AT B~ Y g @4 fE - diflZzn]n]
AE7R PR R 72 PR U 2. il B % 2 D $E 22 1k NEBcutter
(Vincze et al., 2003) IC & D Zfii L, NEBcutter OflIREEZE D
A NIRRT RE AW 2152 T e TE S LHEIIE N
7z Ssp 1 (GREKECY) @ AATATT) Z$%f L7z. PCR Z&At%
KXOT I~ —IF, HikoD cyt b FEIK O HIEIC U T2 568
LHl—& U7, RFLP 7p#frid, HIBREZEE Ssp I (TaKaRa Bio
Inc., Japan) 0.5ul (5 units), 10 x Ssp I Buffer (TaKaRa Bio Inc.,
Japan) 1 pl, milliQ 4.5 ul, #EIEEY 4 1 5 7% % 10 pl i
FHEE L J21%, 37°C T2 WA VF aX— b+ Eiro7. M
{b4 > 7 )LIC 10 x Loading Buffer (TaKaRa Bio Inc., Japan)
Ll ziml, BERERRISZEIEL 2%, 1 kb Plus DNA
Ladder (N3200S, New England Biolabs, USA) & FiC ethidium
bromide THH L7z 2.0% 77 Ha— A7)V C 25 73R4Tk
# (10ul) L, DNA W EZH#ELT-.
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Fig. 1. Maximum likelihood tree of the haplotypes of Cobitis striata striata (LC829489, 829490), Cobitis striata fuchigamii
(LC829472-829481), Cobitis striata hakataensis (LC829482-829488), and C. s. striata or C. s. fuchigamii (H11: LC907709)
based on the cyt b region. The support of each branch is indicated by percentages on each node. The scale bar signifies a 0.02 sub-
stitutions/site. Cobitis kaibarai (LC829491-829493) and Cobitis matsubarae (AP013310) is used as the outgroups.

BmREER
BEEZERAFNID S DIEER MDNA/NTOZ A TD
Bl MZBIORATEN AR AT RV avDERK
élﬂMk%wT,;hifﬁaéﬂfw&#otﬂ7ﬂ
ZA 7 (H11: LC907709) MfEREE N, T D HI1 OFEHIF]
ERRINIE DOHEE DT, ﬂﬁ@% AVYIRRYavy
3 HRRED cyt b HECHNCIED < Rl (Fig. 1), BX TN
TaRA Ty NI U 2R LU (Fig. 2). RiffEHT O
FEH, HILWENAZ AU RY a3 v0 7 L—RIicidEE
T, FaUHNEAIIIRIau et VAT RV g
U E T BEMNICAIEN T 5Nz (Figs. 1-2). T O
RBEO, HUDNARAY Y RV avRNICHLNZENT
nxA4 7T, HBEKRICIEDMLUENF 2T H 2K
VIR RV avERRIIAVHAIIUR R avond i
ICHKT 28 D TH % AJREEN/RE iz, BLAST (URL)
MR DOAER, HI1 (LC0770) (&R LRFEDF 27 H 2 A
IR FYaw (LC829490) DMHFEEA & i & o —EeR
7L (% identity = 99.9%, Query coverage = 100%, E-value
= 0.0, Max and Total score = 1879), ZRfiit v b IidfaE IR
DF2THREATIIFTY 37 (LC829489
99.8%, Query coverage = 100%, E-value = 0.0, Max and Total
score = 1873), EHICH VY HAI I RT3 w (LC829474;
% identity = 99.7%, Query coverage = 100%, E-value = 0.0,
Max and Total score = 1867) DAHFIEFM iz, /NT 1
2A Ty NI =5 E HILEMILREDF 27 /&
AV RV 3 U OMARINCR BT 5 T LAVREN
2B DD, KRNI TEF 2T HRAIIY R a TORMH
HTHZANMN - WEZ FTRMZMEHET 558 T — 2 M5

; % identity =

5N, v b=V ERENRERICHEDICEDTH
D, HIl OFREGZEFOREICEES G >T. T 5
ICF 2T HRAAY TR RY a7 LB O A > 7
AV RYaUENNRZAY Y RY avid, SaEN
ML TVWE T exEET S E, WEO IS
2 HEMNZ RO ATREME L HFBR T E 720,

UEOFERNS, HINL NI RZR AT VR RT3 70N
TarA SRR Y, FaUHRAIIIRVavs L
{WEAVHAI YR RV a TR TH 2 nfREMN BN T
WFENITHZH, RHFEOFRERDOATIEZEDOHRZKIES
T LINHETHD, EEOMREE BA, WE0 %
fil,, (REINZHEY) ZERET 20ENDH 5.

INARAIIRRYay, FVHRAIVIIRYavk
FauNRAT < RY a vIGIEBFEIA DO AR ORkE A
BAHTEICKDFAINREE TN TWVEH, BHEIICIE NS
RAVYRRY av et VAV YR RY 3 7 OO
MWL, FauARAIIIRYaw LT 5720
AR U DR Z 5 (Nakajima, 2012 5 FRES -
Wil 2017). L7h-> T, ThEDREICIZRENFIE
EDNAN—O—T 4 VI ZMHTHENENTHS.

HIPREER Ssp | DEEVIMIR AW XAIII Y3
T TIETRTOY TV I WT, 1020 bp DFEHHIC
Ssp 1 DFEFRECHID 2 i TH B DICH L, T HAI Y
SRRYaUEFaUHNRZATYRRY a7, ks
M1LAFTHO, TVT7T AT RY a9 Tl
M3 A, YIS RY a7 TEEREREYD 1 AT
Hote, FVHAIYRRYaDeFauARZRAIYR
Ry a7z 3« fRRICOWVTIE, FEARACSONLE D
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LC829485
LC829486

LC829484

LC829476 | C829480

LC829487 LC859624

LC829482 LC829478
LC829477
LC829474 LC829481
LC829488
LC829475 LC829490 LC829489
. , . H11
@ Cobitis striata hakataensis AP013311
Rivers flowing into Hakata Bay (Fukuoka Prefecture)
Cobitis striata striata LC829473
@LC829489 : Fukuoka Prefecture
@LCB829490 : Okayama Prefecture LC829472
OLC859624 : Gifu Prefecture
() : i
AE013§11 Unkhownlocmny | c829479
@ Cobitis striata fuchigamii
Onga River System (Fukuoka Prefecture)
OH11 : Rivers flowing into Hakata Bay (Fukuoka Prefecture)

Fig. 2. The statistical parsimony network for mtDNA haplotypes of Cobitis striata striata (LC829489, 829490, 859624, AP013311),
Cobitis striata fuchigamii (LC829472-829481), Cobitis striata hakataensis (LC829482-829488), and C. s. striata or C. s. fuchiga-
mii (H11: C907709) using the cyt b genes. The number of lines between nodes indicates the number of base substitutions.

:—»DNA sequencing

1020bp —!
1
. 1
- R S :
1 ' 1 ]
1 H : 1
C. striata hakataensis | ! 1 H
C. minamorii minamorii ! 210bp 1¢100bp 1 800bp |
Cobitis sp. BIWAE type B H 1 ]
Cobitis sp. BIWAE type D! 1 H H
]
C. s. fuchigamii H ' H
C. s. striata ! 210bp ' 200bp !
Cobitis sp. BIWAE type A} ' i
C. m. saninensis ! . 1 . H
. . 30bp . 180bp 1 100bp 800bp
| C. kaibarai ' Y v ! 1
C. matsubarae ! 310bp ! 800bp !
C. sakahoko ! ! !

Fig. 3. Restriction profiles of the cyt b region fragment digest-
ed by restriction enzymes (Ssp I) for 11 species/subspecies
of genus Cobitis. These profiles were created using reg-
istered sequences from GenBank: Cobitis striata striata
(LC829489, 829490, AP013311), Cobitis striata fuchiga-
mii (LC829472-829474), and Cobitis striata hakataensis
(LC829482-829484), Cobitis kaibarai (LC829491-829493),
Cobitis matsubarae (AP0133310), Cobitis sakahoko
(LC819053, 819054), Cobitis minamorii minamorii
(AP013309), Cobitis minamorii saninensis (PP895291), Co-
bitis sp. BIWAE type A (LC744429), Cobitis sp. BIWAE type
B (LC744430, 744431, 535846), Cobitis sp. BIWAE type D
(LC533345).

AN Ex>THY (Fig. 3), TORIBHEZHVWSZ &
T, PCR-RFLP 7p#ic K AN [ETH % LHEE T h
oo BBAVHAIIRRY gL FauHEAIURR

VavuTlR, AFETRYIMRISENRD SN (Fig. 3),
mtDNA [ZED < RAfidh T & i sl e ThfxTh v,
HRMEMRO 5N (RS « Al 2017; Nagae et al.,
2025). L7eh>T, A VARV R aveFavh
RAYYI FY 3 7B LTS mtDNA cyt b fHIIC B %
WO HFIIWHE TH B EHERE NS,

EHIE, FavulHEATIIIRY a v enmEn
HEITZUYRYavEgofisE- #ifl (43 Fo
< R ¥ =3 v Cobitis sakahoko Nakajima and Suzawa, 2015
(LC819053, 819054: Oka et al., 2025a, b), P> I T AHZ A
T R 37 Cobitis minamorii minamorii Nakajima, 2012
(AP013309: Miya, 2016a), > AV aAHRX AT RV 3
Y7 Cobitis minamorii saninensis Nakajima, 2012 (PP895291:
Heo et al., 2025), A4 < R a v Cobitis sp. BIWAE type
A (LC744429: Sado et al., 2022a), =3/3/% K 3 Cobitis
sp. BIWAE type B (LC744430, 744431, 535846: Miuchi and
Sekiguchi, 2020; Sado et al., 2022b,¢c), FHY T RT3
Cobitis sp. BIWAE type D (LC533345: Nakamura et al., 2020)]
ICDWTE, BEBLH 2 W CRERRECS | DA ez il L 7z,
ZORER, WINORE - BT Ssp 1 OFEFKBCYNIE R
ENT, NAZAIIII RV a ey rIvalnfazAy
URRFYVay, VIR RYavBlU NI FYaY
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Csh Csf Css Ck Cm

M 1 2 3 4 5 6 7 8 9 10 1112 13 14 15 16 17 18 19 20 M
(bp) (bp)

3000- 3000

1000- 1000

500

200

100

Fig. 4. Restriction profiles of the cyt b fragment digested by
restriction enzymes (Ssp I) for the five species/subspecies of
genus Cobitis. DNA ladder sizes are indicated on both sides.
Csh: Cobitis striata hakataensis, Cst: Cobitis striata fuchi-
gamii, Css: Cobitis striata striata, Ck: Cobitis kaibarai, Cm:
Cobitis matsubarae.

&, FREDYIIE A2 — > Th 2 alREEAVRB T Nz (Fig.
3). O, NAHRAYY RY g vofEHc Fid3
F-qifEMRA L7216, AFETIEHRIDNTE R0,

CHEMNRFIC LD < [AE, MOHIBREER & DA G HER
=l T O ETH S.

PCR-RFLP [CE D& - HIEHIR PCR-RFLP 737 D
R, MERINYEFRE#HEEUREE AL T
7z (Figs. 3-4). BLASTMZRICBE W TF a v N X ATV
< RV a v O E DO—BERNEh -z HIL B2HT
HMEMICONTIE, FaUHRERAIYIRYavBLU
FUHAT Y RY gy EFEBED/NY R (900 bp, 210
bp) Z/RU7z (Fig. 5: HIL KB, 5, AV HRY
R RY g0 1 flifk (LC829477: Nagae et al., 2025) I
DWNTI, NARATIIXRY a7 EFED/N R (800
bp, 210 bp, 100 bp) Z/RL7z (Fig. 5: CsfFR{aHY). Mi%
YU TIWVOES R LTz & T 5, Bakids (AATATT)
M2 AFFEEL TV, TOERICKD, Yk z—
MEEUIME L Bz eEZA BN, EHIC, TR
AWK TIE, AV HAY Y= RV a7 16 itk
(LC829472-1.C829481: Nagae et al, 2025) D5 B, T D1
RO ANGRFECS 2 2 AfA L TH O, HEBHRIZ 0.8% T
Holz. FaTHRAIUIRI g TIcDONTIE, AW
B OBEEACS (LC829489, LC829490: Nagae et al., 2025;
AP013311: Miya, 2016b) TiZ, FBsRBEAID 1 AP TH o7z
7Y, LC859624 (Mukai and Tani-gawa, 2025) TIE[FREIC 2 1
AR T Nz, TS OFERIE, NSRS X UL
ZHOAE 2 e L THD, HhllEEOm Ficik, &%
< ORISR Z Z LB T — X DOUEE E EED B TH
2.

AWFETIE, HIBREEZR Ssp 1 7% U 7z PCR-RFLP 734TiC
X0, "WHREZRY Y RY g & UNILEIC 49 %t
Fili - iR KR DA CTHI T E 2 REE 2R LTz, &
VHAVYRRYaUEFauHRAYYIRY avic
DWTIE, YW S2—2WD[FE—T&H D, PCR-RFLP DA T

Csh Csf Css HN Ck Cm
1.2 3 4(5)6 7 8 9 10 11(12]13 14 15 16 17 18 19 20 M

Fig. 5. Restriction profiles of the cyt b fragment digested by
restriction enzymes (Ssp I) for the five species/subspecies of
genus Cobitis. The left and right end lane represents the mo-
lecular marker. DNA ladder sizes are indicated on both sides.
Csh: Cobitis striata hakataensis, Cst: Cobitis striata fuchi-
gamii, Css: Cobitis striata striata, Ck: Cobitis kaibarai, Cm:
Cobitis matsubarae. The red frame indicates an individual
exhibiting an irregular band pattern. The light blue box indi-
cates H11 (individuals showing the haplotype of C. s. striata
or C. 5. fuchigamii).

IR HIRIDREECH 2 — 77, NARAIII Y aY
EELZOMORE « FHREICOWVTIE, BAZNY R8&—
UIMgESN, HRINARECH Tz, SRIEADM > TN &
AV RY g 04 EHNC BT BIFERO T REN 2 £ D
mtDNA ICA L, TOFERRHBZA Y —=2 7k L
TEHERRS. 72720, BIAMNRERDENZ BIOFED
5, HIMTOHRNCIERANSD S, Lizh->T, HREEN
R & OOt HMEREE N, CHIRIREE R RIC DN TR —
TV I K BMRDRETH D, EHIC, BIMT—X
DU DORIREEE & DA G DRI X 2 HEE R A5
BORETH 5.

E IR
AKWGE2IT2ICHI=D, JINKRET 77 7 4 —)V R
FHIREOEE KK, HPRREKZIE D & T 5EHRIC
FHERIC T IV Tz, @R MRS ST O S
EE LIRS T 5 THE 20z, JUNKE
BTk B DL I, 70 TREBICBIT 2 THEZ0
vt UEDRICEATIEHOERET S, AfD
WETICH 12 0 WY E B W ie VW Tz EL OB FE IR
JEHHE U %, ARFSRIE, ISPS WZEHENE (24KJ1768)
BRUBREE - OB BREHAERSEMEOBSEMIH RS
HEZE (JPMEERF20254003) IC X D EfiL7z. ¥, N\A
RADYR RY 3 YOI L TlE, KRECBIZHE
AT EARIFL D 72 85 D N A D U5 A Bl Y Rl 0 5 e 11 =5
OURBRZEE 22 5) Z2fEHL, FFnlz18 CRML 7.

5| B3k

FERAUL. 2021, @RS BB RE O (REIC BT 5 54051, URL (4
Dec. 2025)
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