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ETHEEFMER S XML ERARER

1 SEE

ISR E T B R S TR S 8 vh AR AR . BRI 3 T8 My Bk 5 S 5 R A s 4
TR ALY -

AT IE F 0 B SRR S A A A Y B A A SR s R AR I SR AT R e, ANIE T 2R A
o

2 HEMsIAxH

USRS T A SO S FH A b ANRT B o FLo v H IR 51 SO, OO H 3R A& T 45
fho FLRANEHIIR S SO, Hadfics (BdErA KBS Ef T4t

GB/T 6682 7 Hr s = A MRS ANk 6 U5 72

FDA SOP for Generating DNA Barcodes Suitable for Species Identification of an Unknown Fish Tissue
Sample

3 REEEX

THIRIE 52 E & TALA
3.1

HEEHH (DNA barcoding)
SR H TR % 52 i B AR SR AE FIDNA T B, AR SO AR i S 2 A L IR 21 1) cor
FP B

3.2

HELFBEFERA (DNA barcoding identification technique)

— PRI L R Brdb AT AR R 4 s A R Gt A 0% R T ROR N AR DR A A B
fitz b, BRANZYM K E RS MEMEE AR SO SRR 7881 5 75 B BRI L el X 73 24 SR
ANZEMF R AR B B AT DL S e AR

3.3

FTHXE  (Blank control)

MR K ZHDNASE OSBRI U6 2 PCRY™ 3G FIPCR = WA I BEAN L 72, %A IINATAR] a5 M 1 43 1 28 T 1)
KGRSO, 5HADSZ R ARE - PAT AT B O 22 S2 56 & B AL F IEFIRE . S A X R A PCRF=
LYIF S aRatace

3.4

PAMXEE  (Positive control)
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FEPCRY S FE 15 32 1 VAT BEAT (X RSO, BAPE IEH OS2 L — 7€ RE ™ AEPCR7™ 4 fAIDNA
NIRRT WA SN A F A S S R T3 1, B IR S AT PCR™ 05 7 A

3.5

BFAMEXTEE  (Negative control)
e ZRRE S AR RE &, 52 b TAT AT O R SO, F WS BN I AR e TR IR
WA A 2259, X R B PCRA= W) 46 e

3.6

F5#BALE  (Similarity of the sequences)
S FE B [ AR R 8, — DA o ERoR .

3.7

FASTA/RR, (FASTA format)

EYME B ARTE, X FRPearsontg i, & —MHUAR R TR T I 80E 2 LM77 k% o %
PR Bl S SRR B AN P REROR, PRI —AT— M “>7 124G, BEJG T LRSI T 51 44 B T RE
FATRITINAE L, R AVHE R E M R Z RIS, W R HATCCER R, JFHIHhA
A H I ] R 1T

A~

> 1

GTGTGTGGGTATGATTCTAAACTGACAAATCGCGCCTATTTATACTTTTTCCCCGGGGTTTAAAT

TCCTTGGCCCCCATGTGGTTTCTTTAATTTTAGATTGTGGAACCCATTTTCTTAATCCGTAATCG

4 YEEEVE

T B A & B T A
BOLD: AW %dE 24 (barcoding of life data system)
NCBI: HEFEAEWF A(E E > (National center for biotechnology information)

5 [RIE

LKL PRCOTIE PRI 2 A T R ARDNATK B 1 2 B, A JEONTO0 bp /iy, 5 T4 48, b ALIR EEAR
PRSI PRy, BEA W AL 57 STl 510918, DNAFR SR BN S RILER, BT 55Xt
G o FRTEH 510 8 SR 2 RLARCOTREATPCRY 1, 152 H 1 Fr Bttt AT2lidk . )7, SRR d e
FIHEAT PPN BT R R, AR 22 e (R E A Z TR &R

6 /S

6.1 {4z

K EIRA . 20K B AERIR VKA. B30 R S OHL. PCR 4500, 7 LK
S RS WEBREANEN . HIMNEI BB A BT R

6.2 R
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6.2.1 5IZRH

BRAARE, WRIHKRCATFEGB/T 66821 E I—4K, Fr AL 2135 43 4l
6.2.2 3149

ME BT ARG YRR R 100 pmol /L EAA, B -20°C LAURRAF s A FH N BGE B S il g 10
umol /L AR, %2 KRR, FP3InF,

5% 2R 5 -3’ e

- FishF2t1 TGTAAAACGACGGCCAGTCGACTAATCATAAAGATATCGGCAC — FHrf RRIZ R4 il
LSl VF2t1 TGTAAAACGACGGCCAGTCAACCAACCACAAAGACATTGGCAC — FHINF 514 ML3F(-20)
FishR2t1 CAGGAAACAGCTATGACACTTCAGGGTGACCGAAGAATCAGAA  Frf RRIZ B4 il
FR1dtl  CAGGAAACAGCTATGACACCTCAGGGTGTCCGAARAAYCARAA  FHUIFF 514 M13R(-27)

(kY

6.2.3 HABiXF

Bl s . OB, BAEE. AR K. S E DNA BE&8. dNTPs (& dATP. dTTP. dGTP. dCTP) . MgS0..
PCR buffer (A& Mg™). IREYWE. FrdED T8 (HEFFMIH 100 bp DNA Marker) . BEflhi.
7 BERHE

7.1 HEEXR
Wt N, SERITPIER, SRR I P BERE
7.2 BUAEERAL

HEUEEEAS, B BUEAR TUAL GO B B 5. . . BSREdEs) , f
B H G iR
W AR, , BB 8 25 B 1 2530 40 B R G B B — /N3 mm'~ 5 mm’ (L AT ER BT

7.3 HERAE
REMHLE T K GRRASH, HRKRANE T <-20CHA M E T 75% 28 o & e (R 17

8 LI

8.1 ®IMXTHR
BEE 2 XL [ 4 X6k R BH A4 % e
8.2 DNA EEX

20 mghE b HZABY R E Ti% 1. 5 mLEOE H, MMA600 pLZfRE P RA. 1) F120 ul HH
@’&Kmﬂﬁ(ﬂﬁ%. 2), W5, T56CTKIEL-3h, HHRIAKBHIRSIRS): FFHLH RS, AR =R,
IIAN200 ulL FEERRECAWR (WLFH3RA. 3), YRS, VK LCE B4 C¥AHI5 min~10 min, {55 HK;
4°C, 12 000 r/ming010 min, ¥ FiHERFEHEZE R —@ &L 5nL EO08E Y, 4°C, 12 000 r/min &5
010 min, BUEFERZE R —MEFL 5 nLEOE Y, INEAHE R AR, BRES, 4°CiE 15nin; 4°C,
12 000 r/min®BS.0210 minPTEDNA; 7 b3, 0l mL 75% 2088, #49R5), T4°C, 12000 r/min®C25min,
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i, BT TERJEIMAS0 pLk B KA DNARRBGRN B Tk E&H, HHEKPEGNET <
20°CIR T

AR F 42 5610 7T 5E (DN ASRER A4 b i1 S AT RZ RS H, S HRUiH i A

8.3 DNA JREFn4ti & 9N E

W HYDNASR G 2 pL, A EFKME N FX IR, T NanoDrop i % fg £ 1 2 A I 2 DNA 45
BRIV B IR FE S A260/A280L0AE - DNA (15t SR FEAR S L N A5 DNA (1))l &R = A260 X 50 X Fi
FEEEL (ng/pl)

MA260/A280 LUABETEL. 7 ~ 1.9 [Alf, &4 TPCRY I,

8.4 PCR i &

7E0. 2 mL PCRIR BB, %R IBCHI R BIAAR R, IOFEE s AR HR BT R . ARk it BHAEEXT
HRIIR P il INAEAR , o8 BB &, AR .
#1 PCRIZMNAK Z (50 L)

5y I i (ul) R/ IRE
10XPCR Buffer (A& Mg™) 5 1X
MgCl: (25 mmol/L) 5 2.5 mmol/L
dNTPs (10 mmol/L each) 1 0.2 mmol/L
FishF2t1 (10 pmol/L) 0.5 0.1 pmol/L
VF2t1 (10 pmol/L) 0.5 0.1 pmol/L
FishR2t1 (10 pmol/L) 0.5 0.1 pmol/L
FR1dtl (10 pmol/L) 0.5 0.1 pmol/L
FTRE DNA RAHE (5 U/ul) 0.5 0.05 U/ul
FE A% IR /0 R 1 50 ng~500 ng
ES 35.5 7% 50uL

8.5 PCR R N#EFF

U IIAE FIPCR S5 B A 8 25 0 JG TONPCRAX, #3846 : 94 CTIAE 2 min; 94 “CARME
30 s, 50CiEB:k30 s, 72 ‘CLEM45 s, 30PMEFR; 72 C 7 min; 4°CIRAE.

8.6 IFBEFEER K

FIBTEEBC 1 A 1 X TAEHRIK 22 CILPR=A. 4D BEil &1 ng/mLIRAL 288 CLHTSRALS) [ 2% BfiE
BRI o UG gy 19 W A0 IR gy S A5 - 70042 LU VR 20 Ja B AT B KA I, $¢DNA Marker [ 25 HiJk; R 5
V/em~8 V/em, HIPKL h, FIBERBURIEE SMNE S EONEE, Ml REIR.

8.7 HLKLR
RS IS8 BOR/NZ 700bp, B READ S N IREACE I 48 B, S5 RO, BRI, 24

AL HBLZ) 700bp §7 38 B BEUEIBTZAE i PCR § 3845 SBHM:, Tob 38 BLasiaE A BEOR/ANAS R U4
N PCR ¥t 45 SR M

8.8 FFHIHINE

P PCRY 8 25 P M= Wi AT e ) e, 0 51 4045 FGE FH 51 M13F (-=20) FIM13R (-27) .
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8.9 FIIBBHIES

W EE AR ARE R, A RUT S Bl Sk BARKI RS GEI P BAB. 14047) H
KR T500 bp N RT I KA EZR P FIATHHE, KBRSV BUE M AR 2 — R A S BITK
D SEHERI R 51, JF AT B I 2R e B A BT 51 S S 22 GEIRFSB A KB, 24047 o

8.10 FHILEXTEE
5BOLD & Gt 5NCBI i 7 51347 Lu et o B AR A/ 0 R B s CRD B S DIEAT

9 HRF|ER

9.1 HRAEFF IR FE RIS, MR A e B >98. 0% &, W] HE N E—MK.
9.2 FHAMIE>98. 0% I KRG8 MBI, LR, %55 A RERAT 45 6 AW
9.3 FHIMMBIUE<IS. 0%, ARetATRSEHIRINT.

9.4 4 BOLD 5 NCBI 45 H AF45 8, DL BOLD 45 HU 4516 i, NCBI &4 bt 5%,
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Mt & A

(ST MR

I FIECH
A1 K

1 mol/L Tris-HC1(pH8.0) 1 mL

0.5 mol/L EDTA 1 mL
0.5 mol/L NaCl 20 mL
10% SDS 10 mL

ERE100 mL
A.2 ZFEBBBKE® (20 mg/mL)

#4200 mg A ABEKIDAZN9. 5 ml/KH, BRES, BEEHEAMKESEMR. NERIRES. IKE
ZE0 ml, RG2Sy A7 TF-20C

A.3 BEERERIBM® (7.5 mol/L)
FRELST8. 12 glifilREk, MMAEBF/KERE Lo
A.4 1 XTAEERJKZE AR
FRER242 g Trisf137.2 g Na:EDTA2H0 HN800 mLE B /K S8 HtFEisfim, MAST. 1 mLiIEERR,

2B FKERZELIL, BIAS0X TAEH KM, K G S RAT . 1R 25 3 P K505 BN 151
X TAE H YK 22 1

A.5 R ZsE (Ethidium Bromide, EB)

FH 228 7K BC 1 10 mg/mLIKIIK i . FIIH£100 mL E AR LR -R 10 pl.
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Mt & B
(FSE MR
FHIRBAY M E

B.1 IR hn v A
WNERR, ARSI B R . A g AR RS, HARERT500 bpafi &7 5.

--l-llJ[t EEEEEEE J--l.l-ll‘.g Il-lIIII]EIg -:I%ll-l--lll- EEEEEEE llml mEmEn -25"1 llllllllllllll
AATTTCGATCTGTCAATAATATAGTAATAGCTCCT GCT;AT.{CTEG.{AGGG TRAATAATAATA kt.k';t.GtTGTE.i. TGCTACAGATCAARCAAATI

|
L J\ ) | jﬂ LT l Il \ WL,

EB. 1 JRYAUEE

B.2 EITHHE A SRR K B
B.2.1 &[EMAk: http://www. ebi. ac. uk/Tools/st/emboss transeq, 754N & H#E & WLIEB. 2.

B.2.2 By EHIE EEStep 1HHIHAL, Step 29 I Framet:H1i%36 (A1l Frame), Condon Tab
ledik % “Vertebrate mitochondrial”, M d7Submit, 753|L0EIB. 3T~ M.

B.2.3 ZHMANKEERTIIT, RER FBARS, RYIAUAR] 5% BA BT S K5
By, JFRERER R E A, MRHE ARSI BRIt S %
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EMBOSS Transeq

Input form Web services | Help & Documentation ™ Feedback

Tooks »>Seguence Transiation > EMBOSS Transeg

EMBOSS Transeq

EMBOSS Transeq translales nucleic acid sequences to their corresponding peptide sequences. 11 can transiate to the three forward and three reverse frames, and
output multiple frame transiations at once.

STEP 1 -Enter your input sequence

te 2| DNARNA

£

ce in any supporied format

Or, upinad a file- | jEF it | AR

STEP 2 - Select Parameters

FRAME

‘ 6 (All six frames)

The defaulf seffings will fuifiil the needs of mosf users.

(Ciick here, if you wani to view or change ihe default settings.)

STEP 3 - Submit your job

Be natified by email (Tick this box if you want te be notified by email when the results are available)

EB.2 FIMAEOREE

EMBOSS Transeq

Input form ‘ Web services | Help & Documentatian | * Feedback

Took > Seguence Translation » EMBOSS Transeq
Results for job emboss_franseq-120170919-091228-0485-87689905-e5

i LelTi T | Submission Details

Download | Ehow Colors

SEMEOSS_001_1

THL##FS L+ CHLYLGALETI4FHLALYF LMW FSPEXT T+ AS DY SFHLEFF Y SLPPGLEF
GLALGEQF THHWEVILFMOEHS T+ SF LF T#RVFHOF LVQLTLILFSSMWNFLLFFST*
FPCSFGEFLLPLSFFFYPCAF LLAGLACE+FIVI*TLPSLTALEEETAFFINICFDFLYT
X

JEMEOSS_001_2

BICHNFLY SHANY I GLNELINS T CFH T GLEFHEQHEL LT TFFIFPSSTRFLEGHSR.
GHHHVHSLSTTGG+SCPC4STSRPRHLFSS LS G FIHSWC B LY Y Y HHRYETPCYFRVET!
FLVRLGREYTRCFSSFEIEA ENE; LI BN PHE LS TLYLIFWSF
Ei oo _3
AFVMLFFMYMEIMIGGE GHYLIF LM IGAP DMAF P EMHNME PR LLFPSF LLLLASSGYEAG
AGTEH TV PFLAGHLAHAGASVDLTIFSLHLAGISSTLGATHFITTITHMEFFATEQTRT
ELFYWAYLITAVLIII STFVLAAGI TMLLT DENLHT TFFIFAGGGDFILTGHLFWFFGHE

GDYEIKTSVDEELGLLLALGA+4# LI DRLGAL+SLHNELAGMEEEGRR++ERF ERT+G
SDTEEXQEVET WY Hokdok S+ LHOELMEY PLEEE KW LGRIMLT HGQUYFFYWIELFTQCQF
RLAPR+ERVEEGEMGGV VA SLCCSF GG+ P Y QGHLAVELTSFASPHSH LAL A+ KLLEINE.
PEMEOSS_001_5

GHPEHOREC 4+ TGSPEPAGSKEVYF+LES VSTV P A M TGHTIE b TAVM# T AQTHEG
VRN EMAGGFMLMMYVMELT AP+ IDEME AR #EEMVSTIAE AW A% LE ASGG#TVHEVE A
PASTPEEAS#+++FDGGSSA KL MLF TRGEAMSGAP TNSGTHOF FEFFIMIGT TMEET I THA

3
YEMBOSS_001 6

VTHKSHRVLNEOM VS SESH VEEGS V41T IG+EHC NECS KNHQGH KEHD S GHENGENERGG
LMLAHSAGFHI DI GS REVHCTERH Y HT B VKX KD GH VINCSCMGET TROWHMBC S S ASF
GFHFGGEEXKEE#RGEASEAY YYHSGEGHLGTHY KNS VS EAFNHINHY YEERT YKCY

EB.3 WMbmEEFERRFIEOTEE
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Mt & C
ZERMEMR)
EE LKA BOLD ARG L ERIETRS

C.1.1 &[EMukhttp://v4. boldsystems. org, FAN N K7~ HETMH -

EXPLOSE THE DATA

C.1 BOLD EfEEOTR=

C.1.2 Hifildentificationi#t NN K~ HIH -

Animal ldenti Fungal Identification Plant Identification
[coi] [1Ts] [rbcl & matK]

The BOLD Identification System (ID5) for COl accepts sequences from the 5' region clflhe mllochnndrlal C\nnchmme c oxidase subunit | gene and returns a species-level identific

possible. Further validation with independent genetic markers will be desirable in some fi -
Historical D Jul-2012 Jul-2011  Jul-2010 Jul-2009

Search Databases:

() Al Barcode Records on BOLD (1,790,548 Sequences)
Every COl barcode record on BOLD with a minimum seguence length of 500bp {warning: v lidated library and includes records without species level identification).
This includes many species represented by only one or two specimens as well as all species with interim taxonomy. This search only returns a list of the nearest
matches and does not provide a probability of placement to a taxon

- Species Level Barcode Records (1,367,662 Sequences /127,679 Species /53,394 Interim Species)

Every COIl barcode record with a species level identification and a minimum sequence length of 500bp. This includes many species represented by only one or two
specimens as well as all species with interim taxonomy.

() Fublic Record Barcode D, (341,580 es/45,368 Species 11,732 Interim Species)

All published COI records from BOLD and GenBank with a minimum sequence length of 500bp. This library is a collection of records from the published projects
section of BOLD.

O Full Length Record Barcode Dy (1,126,831 es /116,250 Species (46,730 Interim Species)
Subset of the Species library with a minimum sequence length of 630bp and containing both public and private records. This library is intended for short sequence
id ion as it provid: overlap with short reads from the barcode region of COI.

Enter sequences in fasta format:

TCCCACCCTAATCCTACTCT I TCOOCCATCACCACCAATCCTC
GOTACGOCTCTAAGCCTACTCATCCGAGCTGAACTAAGCCAACCAGGTGE
CCTCCTTOOOCGACCATC AMATCTATAATGTAATTOT TACAGCCCATGCCT
TTGTAATGATTTTCT T TATAGTCATACCCATCATAATTGGAGGCTTCGGG
AATTGACTCATTCCCCTAATACTTGGGGCCCCTGATATAGCATTCCCTCG
TATAMATAACATAAGCTTTTOGCTATTACCCCCCTCCTTCCTCCTACTTC
TOGCTTCTTCTGOGGTOCACGGCAGGGOCCGCAACTOGT TCAACAGTGTAC
CCCCCTCTAGCCOCAAACCTACCCCACCCCCCAGCATCCCTTCACTTAAC
TATTTTTTCTITACATTTAGCAGGGATCTCCTCAATTCTTOGGOCTATTA
ATTTTATCACAACAATTATCAATATGAAGCCTGCAGCCGTTTCCCAATAC
CAAACACCACTATTCGTTTGAGCTGTGT TAATTACAGCCGTGCTACTTCT
ATTGTCTTTACCCCTTCTTGCTGCTCCAATTACAATACTACTCACACATC
CAMACCTAAACACAACTTTCTT TCGACCCTGCAGGGGOTOGOCCATCCAATT
CTCTACCAACACCTTTTCTCGATTCTTCGGACACCCTCAACGTOTCATACTG
TTITTTTTGGOOGAAAGGAAR

Ec.2 FImAEORER
KA 7 5 LhFas tatd AF MG 7E LS8N, s T Submit,
C.1.3 B2 KR
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Probability of o0
Taxonomic Level Taxon Assignment Placement (2} oa
Phylum Chordata 100 :
Class Actinopterygii 100 oz
Order Perciformes 100 a0
Family Centrolophidas 100 &8
Genus Psenopsis 100 &6
Species Psenopsis anomala 100 oy 1z 23 34 45 58 o7 78 [
Ranked Matches
Display option:
Phylum Class Order Family Genus. Species Similarity (36) Status
Chordata Actinopterygii Perciformes Centrolophidae Psenopsis anomala 100 Published &
Chordata Actinopterygii Perciformes Centrolophidae Psenopsis anomala 100 Private
Chordata Actinopterygii Perciformes Centrolophidae Psenopsis anormala 20 84 Published &7
Chordata Actinopterygii Perciformes Centrolophidas Psenopsis anomala 29 60 Early-Release
Chordata Actinopterygii Perciformes Centrolophidae Psenopsis anomala 20.69 Published &7
Chordata Actinopterygii Perciformes Centrolophidas Psenopsis anormala 90.67 Published &P
Chordata Actinopterygii Perciformes Centrolophidae Psenopsis anomala 00.64 Published &7
Chordata Actinopterygii Perciformes Centrolophidae Psenopsis anormala 90.54 Published &P

C.3 BOLD %% BLAST b T 245 R

C.2 HRHIE
MR 5 41 (R ARALL R 0 58 S 2R RN, RHALEE Sy H.>98. 0% %5, AT HIE N E—Fh2E. A AHLEE >

98. 0% I} A Ge 4 AN ERLL IR, &S IEAT S8 I P SIHIUE <98. 0%, ANfE
BEAT RIS I o

10
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EREZMADAE NGBl R h M EERIETEE

Rl skhttps: //www. ncbi. nlm. nih. gov/blast. cgi, HEAWI N E/RHET .

EB)  us.national Library of Medicine NCBI National Center for Biotechnology Information

Signin to NCBI

BLAST ©

Home  Recent Results Saved Strategies  Help

2

Basic Local Alignment Search Tool

QuickBLASTP
BLAST finds regions of similarity between biological sequences. The program Try QuickBLASTP for a fast protein search of ar
compares nucleatide or protein sequences to sequence databases and
calculates the statistical significance. Learn more Tue, 23 May 2017 13:00:00 EST El More BLAST news...

Web BLAST

BLAST Genomes

4

/

Ay

Human Mouse Rat Microbes

ZD.1 NCBI EfEE OR=E

Hifinucleotide blastik A& Fr~H

11
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m LS. National Library of Medicine NCBI National Center for Biotechnology Information Signin to NCBI

BLAST * » blastn suite Home  RecentResults  Saved Strategies  Help

Standard Nucleotide BLAST
_[biastn]| blastp | plastx | thlastn | thlastx |

Enter Query Sequence

leotide query. more... Resetpage Bookmark

BLASTN programs search using a

Enter accession number(s), gi{s), or FASTA sequence(s) & Clear Query subrange &
Fom |
o ]

Or, upload file HE TR | R @
Job Title |
Enter a descriptive title for your BLAST search &

Align two or more sequences &

Choose Search Set
Database ©'Human genomic + transcript CMouse genomic +tranfcript ® Cthers (nr et ):

| Nucleotide collection (nr/nt)

Organism i
Optional [Enter organism name or id—completions will b ed | 8 Exclude [*
Enter organism comman name, binomial, or tax id. Only 20 top taxa will be shown &
Exclude Wodels (XMMXP) ) Uncultured/environmental sample sequences
Optional
Limit to Sequences from type material
Optional
Ele:rez Query [ | YoullE) Create custom database
Optional Enter an Entrez query to limit search &

Program Selection
Optimize for

® Highly similar sequences (megablast)
~awe dissimilar sequences (disconticuwe egablast)
) Somewhat similar sequences (blastn)
Choose a BLAST algorithm &

.~ BLAST Search datab Nucleotid liection (nrint) using Megablast (Optimize for highly similar sequences)
Show results in a new window

@ Algorithm parameters

ED.2 FIMAEOREE

B i A I 7 41 LlFastakg 20 N B8 N, 7E “Choose Search set” F2H ik PEEER]Others, 1E
Optimize fork:rmikdépE ¥ Highly smiliar sequence (Megablast)

D.1.3 sdiBlastHE A 40K F/H [H .

12
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- National Library of M NCBI National Center for Bictechnology Information
BLAST° » blastn suite » RID-W1NSNJVFo16 Home RecentResults Saved Strategies Help
BLAST Results
Editand Resubmit Save Search Strateqies »Formatting options ~Download il How to read this page  Blast report description

Job title: Nucleotide Sequence (541 letters)

RID WINSNIVFO16 (Expires on 09-20 16:28 pm)

Query ID lcl|Query_7159 Database Name nr
Description MNocne Description Nucleotide collection (nt)
Molecule type nucleic acid Program BLASTN 2.7.0+ =Citation

Query Length 541

Other reports: =Search Summary [Taxonomy reports] [Distance tree of results] [MSA viewer

S Graphic Summary

Distribution of the top 100 Blast Hits on 100 subject sequences »
Mouse over to see the title,
click to show alignments

Color key for alignment scores

| EELE | | | | | |
40-50 50-80 80-200 >=200

| | Query | T

1 100 200 300 400 500

= Descriptions

Sequences producing significant alignments:

Select All Mone Selected:0

iLAlignments. &
Max | Total Query E
core score cover value

Description Ident | Accession

Pagrus major mitochondrial COX1 gene for cytochrome ¢ oxidase subunit 1. partial cds. isolate: seqf-23 Mo.4-4E 1000 1000 10

ED.3 NCBI ¥#EFE COl FHIMLE T EREMER

0.0 100% LC2017804

WEPEARARE fie vy, HEBIAE S — I  ad B N IS i

13



SZDB/Z 315—2018

E Alignments

EDownload - GenBank Graphics ¥ Mext & Descriptions
Pagrus major mitochondrial COX1 gene for cytochrome ¢ oxidase subunit 1, partial cds, isolate: seq8-23 No 4-4E
Sequence ID: LC201780.1 Length: 541 Number of Matches: 1

Related Information
Range 1: 1 to 541 GenBank Graphics

Expect Idenjiics
0.0 541(541(100%)

Gaps Strand
0/541(0%) Plug/Plus

TGTAATARTTTTCTTTATAGTAATGE

: TGOGECCTTTGEAMCT
IIIIH\IIIIII\IIIIIIIHIIIIIIHIIIIIIHIIIIHHIIIIIHIIIIII

Shjet 1 ACGCATTTGTAATARTTTTCTTTATAGTAATGLCAATTATGAT' =]

B0

Query Bl  GATTARTTCCACTTATAATTGGTGUCCCTGATATGGCCTTCCCCOGAATGAACAMCATAR 120

Sbjet 81 GATTAATTCCACTTATAATTGGTGLCCCTGATATGGCCTTCCCCCGAN 120

Query 121 GLTTCTGACTACTCCCCCCATCTTTCCTICTTICTACTCGCTICCTCCGGGGTTGAMGCCG 150

Sbyet 121 GCTTCTGACTACTCCCCCCATCTTTCCTTCTTCTACTCGCTTCCTCC: a0

Query 181  GGECTGGCACTGGGTGAMCAGTTTATCCACCACTGGLGGGT AMTCTTGLCCATGCAGGAG 240

Shyet 181 ARTCTTGCCCATGLAGGAG 240

Query 241 CATCAGTCGACCTARCCATCTTTTCTICTICACTTAGCGGGTATTTCATCAATTCTTGGIG 300

Sbyjet 241 CATCAGTCGACCTAACCATCTTTTCTCTTCACTTAGCGGGTATTTCATCARTTCTTGSTG 300

Query 301 CAATTAACTTTATTACTACCATCATCAATATGAAMCCCCCTGCTATTTCCCAGTATCAGR 360

Shyet 301 TTAACTTTATTACTACCATCATCAATA’ CCCTGCTATTTCCCASTATCAGA 360

Query 381 CCCCCTTGITCGTTTGGGCCGTICTTATTACCGCTGICCTICTICTTTTATCCCTGICAG 420

Sbyjet 381 CCOCCTTGTTCGTTTGGGCCGTTCTTATTACCGCTGTCCTICTICTITTATCCCTGECAG 420

Query 421 TTCTTGCTGLAGGGATTACARTGCTCCTAMCCGATCGT AMTCTARMACACTACCTICTTIG 450

Sbyet 421 TTCTTGCTGCAGGGATTACAATGCTCCTAACCGATCGTAATCTAMCACTACCTICTITG 4580

Buery 481 ACCCAGCTGGAGGAGGAGACCCAATTCTTTATCAMCACTTGTTTTGATTITITGGTCACC 540
i
Huery 541 C 541
Shjet 541 Ell 541
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