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AGGGAAAGGACATTTAGTGAAAGAAATTGATG
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CAGGCAGATAAAATATTATATCGTCAAGCAATA
CGT

ACAGATGTCTTGTAATCCGGCCGTTGGTGGCAT
AGGGAAAGGACATTTAGTGAAAGAAATTGATG
GTFTGGGTGGATCGATGGCTTATGCTATCGATC
AATCAGGAATTCAATTTAGAGTACTTAATAGTA
GCAAAGGAGCTGCTGTTAGAGCAACACGTGCT
CAGGCAGATAAAATATTATATCGTCAAGCAATA
CGT

ACAGATGTCTTGTAATCCGGCCGTTGGTGGCAT
AGGGAAAGGACATTTAGTGAAAGAAATTGATG
CGATGGGTGGATCGATGGCTTATGCTATCGATC
AATTTAGAATTCAATTTAGAGTACTTAATAGTAG
CAAAGGAGCTGCTGTTAGAGCAACACGTGCTC
AGGCAGATAAAATATTATATCGTCAAGCAATAC
GT
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TGAGCARAGGGAGGATTTTAACCTCCGACGTCCGGCTTACAAGACCGECGCTCTGECGCTGAGCTACTGATGCAGTATAGTTTAAGGAGT TTGTTTTCTGTTCAGCCTGCARG
I TGAGCARAGGGAGGATT TTAACCTCCGACGTCCGGCTTACAAGACCGECGCTCTGECGCTGAGCTACTGATGCAGTATAGT TTAAGGAGTITGTTITCTGTTCAGCCTGCAR
CCAAAGGGGGGATTTTAACCCCCGACATCCGGCT TACAAGACCGGCGCTCTGGGGAACTGAGCTACTGTTGCAGGGTAGGTCARGGAGCTTGTTTICTGTTCAGGCTGTGAGE
TGAGCAAAGGGEEGATTTTAACCCCCGACATCCGEGETTACAAGACCEECGECTCTGEEEAACTGAGCTACTETTGCAGGETAGGTCAAGGAGCTTGTTTTCTGTTCAGECTETE
IAGCARAGGGAGGATTTTAACCTCCGACGTCCGGCTTACARGACCGGCECTCTGGCGCTGAGCTACTGATGCAGTATAGTTTAAGGAGTITGTITTCTGTTCAGCCTGCAAGEE
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AGGGACGTITCCTIGGGAATGAAGNAANCTCGCCAGACATGGAATTTAGNC|
ATGAAAAGGCTTTITTCGNGTTGGGCATGGCCCCAGGTITTCCGGGNGTAGG)
TGAGGATGGCCCARRARATTGNNGGAGGAGGATTAGNTTACGTCTGCCATTT
ITACCCCCTAATAATGAAAGGGCNITTTGGCTGANNNAGGCCCACAATTT)
TTTTAGCAAAAGGGGGGGTTTAAATCCGGGCNTCNGGNNCCAGGCCGGGHA)
GCEGRARAAGRAGATGCACGAACAGGGACGATTCCAAGCATGAATGNAANCCT G
GCGGTIGTTICTGGGTGGCATTI TNCATCCGATTCGGGATTTAGAATTITCT G
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TGATGATGAAGGGTGGTICCGCIGGCATTCCGCCGATTCAGG T TAGAATIGCTACGTCTGCGAATCAGGGCTCAGAATAGGATR
AGCTGGTITT I IGARAGGGGATGAAAGGGCANTTGNGGGACCTAGCTTATTNNAAGTACCARAGGGATGGGAGAGCCCAGARAACG
TTGCTGGCATTCCGCC TGATTCAGGATTTGAATTTCTACGTT TG TGATTCGGGATTCAGAATGGRAARATGGGGAGCCTGTTCT
TCCGACGTACTTAATTTGGGGTI ICCAGAATGAGAAATGGEGGGGATCCTITGTITITGTAAAGTTGGCATCTAACTTGCTCATAGGT?
GTTTGGGGAGACGGAAGNCATNGTGNNGGGTAGGGTNAAGGAACTTTTTTTTTGNTCNAGGGGGGGAGGGGGAAGARGATGAC
CAGATTTCAGGGEEAGGATGGCTTACGTCTGCNAATTTAGGGCC TCAGNNACAGGARATTGAGARARACTEGGTTCGTAATGTAL
GGGTTGTTTCAGGGETGNCATTCCCTCCGTICGAGGATTAGAACTTCTGAATTAGGAAATTGGGGGTTTAGTAAGARARAATGGCE
TATGRACTTTCNNCCTACGTAATTCNNNGGTTCTGCACGAGARATGGGGAATCCTTTTITTTACGTTAGCATTTACTGGTACATR
GATTCNGGGTNGAATACATTTGITCGAGATTTAACTTCAGNTTAGTAATTIGGGAGTCTICGTACGAAAATGGGGGATCCTTGTI
TGGCTTACGTCTGCAATT TAGGCCTICCGTICCNNGGAATATGGGNNNCCTIGGTICGTAATGTAAGTGACTCGTTIGTTTTTAAC
CEGGCTCCGTACCAGGC AR R AGGGGARATGGTTCETRAATTCARAGTGCATGNTTGTTTCARAATCGTGAGAGGACTTTTACTACT
CCGAGGACGATTAGCTTACGTCIGARATATAGGGCTTCCGTACNGGCATACGGGGAACTCGTTCGTAATGCATGTGCATGTAL
TTNGANTGTNAAARAARAATTGNTTTATGTTANAGTGNNGGNTTTTAATTCNGCCGGARAGGGGGARAGARAAGGGGGARARAGGGE
CTGACGTAGAATTAAGCGTTATTCTGGGTGGCATTCCATCCEGTCCGGGATTTGAACTTCTGNATACTARATTCGGGAATTTNE
AT TAGTAAAT I TGGAGATTTCGTAAGGARAAACTGGGGAATCCITGITTGTAAAGTGAGCATCTAACTGCTACTATGGTACGAG
AATCGCTAACGACGCCCTAGTCGACCTCCCAACCCCCGCTRAACATCTCTGCATGATGRAAACTTCGGCTCACTACTTGGCCTT
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CGGTTCTCAGAACCTRAATGGCAAGCCTACGARARRACTCACCCACTACTAR
GGTTCTCAGAACCTAATGGCAAGCCTACGAAARACTCACCCACTACTAARA

ATCGCTAACGACGCCCTAGTCGACCICCCAACCCCCGCTAACATCTICTGCATGATGARACTTICGGCTCACTACTTGGCCTTTC

CGGTACTCAGAACCTAATGGCAAGCCTACGAAARAACTCACCCACTACTAA

AATCGCTAACGACGCCCTAGTCGACCTICCCAACCCCCGCTAACATCTCTGCATGATGAAACTTCGGCTCACTACTTGGCCTTI

CGGTCTCAGAACCTAATGGCARAGCCTACGAARRACTCACCCACTACTARR

ATCGCTAACGACGCCCTAGTCGACCTCCCRAACCCCCGC TARACATCTCTGCATGATGARACTTCGGCTCACTACTTGGCCTTTC

CGGTICTCAGAACTTTATGGCAAGCCTACGAARARAACCCACCCTCTACTAA
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CGGTTCTCAGAACTTTATGGCAAGCCTACGAARRAACCCACCCCCTACTARA

AATCGCTAATGACGCACTAGTTGACCTCCCCACCCCTGCCAACATCTCCGCATGATGGAATTTCGGATCCCTACTTGGCCTT

GTNCTCAGAACCTAATGGCAAGCCTACGARARACTCACCCACTACTARAR

TCGCTAACGACGCCCTAGTCGACCTCCCAACCCCCGCTAACATC TCTGCATGATGARACTTCGGCTCACTACTTGGCCTTTGC

CITCICAGAACCTAATGGCAAGCCTACGAARAAACTCACCCACTACTAAAR

TCGCTAACGACGCCCTAGTCGACCTCCCAACCCCCGCTAACATCTCTGCATGATGAAACTTCGGCTCACTACTTIGGCCTTTGC

CCGTTCTCAGAACCTRATGGCAAGCCTACGARARRACTCACCCACTACTAR

AATCGCTAACGACGCCCTAGTCGACCTCCCAACCCCCGCTRAACATCTCTGCATGATGRAAACTTCGGCTCACTACTTGGCCTT

CCGGITCTCAGAACTTTATGGCAAGCCTACGARAAACCCACCCTCTACTA

ARATCGCTAACGACGCACTAGTITGACCTCCCCACCCCTGCCAACATCTCCGCATGATGGAATTTCGGATCCCTACTTGGCCTI

CCGGTITCTCAGAACCTTITATGGCAAGCCTACGAAAAACCCACCCTCTACT

AAAATCGCTAACGACGCACTAGTITGACCTCCCCACCCCTGCCAACATCTCCGCATGATGGAATTTCGGATCCCTACTTIGGCC

AATCGCTAACGACGCACTAGTTGACCTCCCCACCCCTGCCRAACATCTCCGCATGATGGAATTTCGGATCCCTACTTGGCCTT

GETTCTCAGAACCTTTATGGCAAGCCTACGARRRACCCACCCTCTACTAR
GITCICAGAACCTAATGGCAAGCCTACGAARAAACTCACCCACTACTAAARA

TCGCTAACGACGCCCTAGTICGACCTCCCAACCCCCGCTAACATCTCTGCATGATGAAACTTCGGCTCACTACTTIGGCCTTTGC

TTNTCAGAACCTAATGGCAAGCCTACGAARAACTCACCCACTACTAARAR

MCGCTAACGACGCCCTAGTCGACCTCCCAACCCCCGCTAACATCTCTGCATGATGAAACTTCGGCTCACTACTTGGCCTTTGCC

GTTCTCAGRAACCTAATGGCAAGCCTACGARARACTCACCCACTACTARAR

TCGCTAACGACGCCCTAGTCGACCTCCCAACCCCCGCTAACATC TCTGCATGATGARACTTCGGCTCACTACTTGGCCTTTGC

CGGTTICTCAGAACCTAATGGCAAGCCTACGAAARAACTCACCCACTACTARA

AATCGCTAACGACGCCCTAGTCGACCTICCCAACCCCCGCTAACATCTICTGCATCGATGAAACTTCGGCTCACTACTTGGCCTTI
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23. lst BASE 4135672 E_BF
24. 1st_BASE_4135674_F BF
25. lst_BASE_4135676¢_Cl_BF
26. lst BASE_4135678_C2_BF
27. 1st_BASE_4135680_C3_BF &
28. lst_BASE_4135682_M1_BF
29. 1st_PASE_4135684_M2_BF
30. 1st PASE 4135686 M3_BF

4135658 1 BF

30°C
.
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m MX: Alignment Explorer — [m] X
Data Edit Search Alignment Web Sequencer Display Help

Il EmEwe »r i1 «0XexQ+aar @232 ‘

DNA Sequences Translated Protein Sequences

Species/Rbbrv A 3 . . 3 * |
1st_BASE 4135659 1 BR
1st BASE 4135661 2 BR
ist BASE 4135663 3 BR
1st_BASE 4135665 A BR
1st_BASE 4135667 B BR
ist BASE 4135669 C BR
1st BASE 4135673 E BR
1st BASE 4135671 D BR
9. 1st BASE 4135675 _F BR
10. 1st BASE 4135677 Cl _BR
11. ist BASE_4135679_C2_BR
12. 1st BASE 4135681 C3_BR
13. 1st BASE 4135683 M1 BR
14. ist BASE 4135685 M2 _BR
15. 1st BASE 4135687 M3 BR
16. 1st BASE 4135658 1 BF
17. 1st BASE 4135660 2 BF
18. 1st BASE 4135662 3 BF
19. ist BASE 4135664 A BF
20. lst BASE 4135666 _B BF
21. 1st PASE 4135668 C BF
22. 1st_BASE_4135670_D_BF
23. lst BASE 4135672 E BF
24. 1st BASE 4135674 F BF
25. lst PASE 4135676 _Cl _BF
26. lst PASE 4135678 _C2 BF
27. 1st_BASE_4135680_C3_BF
28. lst PASE 4135682 M1 _BF
29. lst DBASE 4135684 M2 BF
30. 1st PASE 4135686 M3_BF
31. 4135658 1 BF

32. 4135659 1 BR

33. 4135660 2 BF

34. 4135661 2 BR

2E  A12ccen 2 nm

o= @ oW

0 00000

0 0o 00600
0 000000
0 000
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m MX: Alignment Explorer (ALIGNMENT cyt b genbank.mas) — [m] X
Data Edit Search Alignment Web Sequencer Display Help

I=Bu EmEre i «0DXexa+&ar @ 2382

DNA Sequences Translated Protein Sequences

Species/Rbbrv

4156285_P1B_RB

4156287 _P2B_RB

4156271 _P3B_RB

4156284_P1B_FB

4156286_P2B_FB

4156270_P3B_FB

S munroi x S semifasciatus st Grey JX559746.1
S semifasciatus st GREY JX559745.1
9. 4135658_1 BF

10. 4135660 2 BF

11. 4135662_3 BF

12. 4135664 A BF

13. 4135666 B BF

14. 4135668_C_BF

15. 4135670 D BF

16. 4135672 E BF

17. 4135674 F_BF

18. 4135676 _Cl BF

19. 4135678_C2_BF

20. 4135680 _C3 BF

21. 4135682 M1 BF

22. 4135684 _M2_BF

23. 4135686 M3 BF

24. Scombercmorus commerson EF141176.1
25. Scomberomorus concelor KY091265.1
26. Scomberomorus sinensis DQ497892.1
27. Scombercmorus sierra KX925517.1
28. Scomberomorus semifasciatus st GREY JX559745.1
29. Scomberomorus koreanus DQ4597884.1
30. Scombercmorus guttatus DQ497878.1
31. Scomberomorus brasiliensis DQ080322.1
32. Scomberomorus niphonius K¥228987.1
33. Buxis rochei DQ080312.1

o= @ oW
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C
C
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C
C
C
C
C
C
C
C
C
C
C
C
C
C

000000600000 on0noonoooonoooooonnannoonononan

C
IC
IC
IC
IC
C
IC
IC
C
IC
IC
IC
IC
C
IC
IC
C
IC
C
IC
IC
C
IC
IC

Site#t 1 - O w/o gaps Selected genetic code: Vertebrate Mitochondrial
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m MX: Alignment Explorer (ALIGNMENT cyt b genbank nama.mas) — [m] X
Data Edit Search Alignment Web Sequencer Display Help

f=BuEmEwe i +«+DXexal+ 3 a

DNA Sequences Translated Protein Sequences

Species/Abbrv e ] e e e e e e e [ | [ o o | [ ][ ][ | | ] | x| |x|x * % *| % *| || | |x] ||| |a|w| ||| [#|x *| || PR
1. Scomberomorus Papual (= C ICC
2. Scomberomorus PapuaZz ICC|
3. Scomberomorus Papua3 ICC
4. Scomberomorus Rembangl cc
5. Scomberomorus Rembang2 iCC|
€&. Scomberomorus Rembang3 ICC
7. Scomberomorus Banjarmasinl cc
8. Scomberomorus BanjarmasinZ cc

9. Scomberomorus
10. sScomberomorus
11. Scomberomorus
12. Scombercmorus
13. sScombercmorus
14. Scombercmorus
15. Scombercmorus
16. Scomberomorus
17. Scomberocmorus
18. Scomberomorus

Banjarmasin3
Palembangl
Palembang?2
Palembang3
Ccilacapl
Cilacap2
Cilacap3
Ambonl
AmbonZ
Ambon3

000000 noooonan

A" Q0

00000 oa0aoaaaoaonnan

a0
a0
0 0

ICC
icC
ICC
IcC
ICC
ICC
IcC
ICC
ICC
icC
ICC

19. S munroi ® S semifasciatus st Grey JX559746.1
20. s semifasciatus st GREY JX559745.1

21. Scomberomorus commerson EF141176.1

22. Scombercmorus concolor RKY091265.1

23. Scomberomorus sinensis D0497892.1

24. Scombercomorus sierra KX925517.1

25. Scombercmorus semifasciatus st GREY JX559745.1
26. Scomberomorus koreanus DQ4387884.1

27. Scombercmorus guttatus DQ497878.1

28. Scomberomorus brasiliensis DQ080322.1

29. Scomberomorus niphonius RK¥228987.1

30. Auxis rochei DQ080312.1

IcC
ICC
ICC
IcC
ICC
ICC
icC
ICC
IcC
ICC
ICC

000000

0000000000 af

O NN o000 naoaona0aoaoaonoonananan

(7]

(O]

(9]
0000000000

0l

0 N0 0000000000000 oonoooananaonaoaonaonanan
Q0000600

O 0000000000000 oo00onaonnonnnan
O 0000000000000 no0000o0noonnan
0
7]

000000000000 oooooooooaonoaodnaoanan

000000 an
0 0000000

Site#t 1 - O w/o gaps Selected genetic code: Vertebrate Mitochondrial
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i: Apps L™ Meeting is in progr... Reading list

= NCBI Resources ¥ HowTo ™)

;:NCBI | All Databases v | m

National Center for
Biotechnology Information

@ covip-19 Information (]
Public health information (CDC) | Research information (NIH) | SARS-CoV-2 data (NCBI) | Prevention and treatment information (HHS) | Espafiol

UNITE
A new NIH initiative to end structural racism and achieve racial equity in the biomedical research enterprise.

Ending

Structural ? LEARN MORE

Racism
NCBI Home : Welcome to NCBI Popular Resources
Resource List (A-Z) The National Center for Biotechnology Information advances science and health by providing access to PubMed

All Resources biomedical and genomic information. Baokshelf
Chemicals & Bioassays About the NCBI | Mission | Organization | NCBI News & Blog PubMed Central/
Data & Software BLAST
DNA & RNA Submit Download Learn Nucleotide
Domains & S_T_'_"JCTUF%_ ) Deposit data or manuscripts Transfer NCBI dala to your Find help documents, attend a Genome
Genes & Expression into NCBI databases computer class or watch a tutorial SNP
Gene
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X BLAST: Basic Local Alignment Se. X +

C & httpsy/blast.ncbi.nlm.nih.gov

: Apps " Meeting is in progr... Reading list

BLAST® Home Recent Results Saved Strategies Help

Basic Local Alignment Search Tool
BLAST+ 2.12.0 is here!

BLAST finds regions of similarity between biological sequences. The N We have made some improvements to how BLAST
program compares nucleotide or protein sequences to sequence E  multi-threads and the amount of memory required by
databases and calculates the statistical significance. Learn more W akeblastdb
s :
Tue, 13 Jul 2021 12:00:00 EST :=J Maore BLAST news. ..
Web BLAST

Ty = earc ! " o \
Type here to search ‘ 27°C Berawan 26/07/2021
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2 Nucleotide BLAST: S...

e | )

BLAST®

Home

" -
Recent Results =~ Saved Strategies  Help

» HCBI BLAST/ blastn suite Standard Nucleotide BLAST

blastn | blastp | blastx | tblastn | thlastx |

« C' | ® blast.ncbi.nlm.nih.gov/Blast.cgi?PROGRAM=blastn&BLAST_PROGRAMS=megaBlast&PAGE_TYPE=BlastSearch&SHOW _DEFAULTS=on&LINK_LOC=t ¢ & X

BLASTN programs search nucleotide databases using a nucleotide query. more... Reset page

Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) & Cle: Query subrange &

From

To

Or, upload file
Job Title

Chaose File | No file chosen @

Enter a descriptive title for your BLAST search i@

["] Align two or more sequences @

Choose Search Set {
@ Human genomic + transcript —/Mouse genomic + transcript (®hers (nr etc )

Database

Human genomic plus transcript (Human G+T) El @
E:tﬂ:lolr:{ajf [T Models (M/XP) [ Uncultured/environmental sample sequences
Entrez Query
Optional

Enter an Entrez query to limit search @)

Program Selection

Optimize for @ tMghly similar sequences (megablast)

') More dissimilar sequences (discontiguous megablast)

(Z) Somewhat similar sequences (blastn)

Mmoo TH AOT AL i

Bookmark

11

I

AEIEIEIE

18:53
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1 Pengajuan Proposal Disertasi an. X Mucleotide BLAST: Search nuclec X +

= (& @ htips//blast.ncbinim.nih.gov

" Meeting is in progr... Cara Menggunakan. ..

BE= An official website of the United States government Here's how you know v

NIH National Library of Medicine & rini_widayanti@ug...

National Center for Biotechnology Information

BLAST @ » blastn suite Home Recent Results Saved Strategies Help
Standard Nucleotide BLAST
m blastp blastx tblastn thlastx
BLASTN programs search nucleotide databases using a nucleotide query. more...

Enter Query Sequence
Enter accession number(s), gi(s), or FASTA sequence(s) @ Clear Query subrange @&

mbe UEREDT in1
romorus Banjarmasin Erom
i 4 T[]

Or, upload file Choose File |No file chosen (2]

Job Title
Enter a descriptive title for your BLAST search o

: Align two or more sequences (2]
Choose Search Set

31°C - - F » ; \ i M:30 o
‘ ) N ROD o, @

Berawan




< Nucleotide BLAST: S.. e | (E] [
(- Cc Oblast ncbl nlm.nih.gov/Blast.cgi?PROGRAM=blastn&BLAST_PROGRAMS=megaBlast&PAGE_TYPE=BlastSearch&SHOW _DEFAULTS=on&LINK_LOC=tv¢| @ X

-
Enter accession number{s}, gils), or FASTA sequence(s) & / Clear Query subrange &
Arrsc:c:cmc:mInmrmm:samanacccrmncm:mmcr:mm# - E
TTATCCTATTTCARCTEARCATTTCAARACTEACTTATCCTCTCAATCTARACCTARRARR rom l:l

TATTARTACAGAATCATTTARACTCCCCTGAGRACTAR AR TCRAACCRARRRCCTATTCGCCT

CTTTCATTACCCCCACAR - To l:l
y
Bojariadiile Choose File | No file chosen (%]

Job Title | |
Enter a descriptive title for your BLAST search i@

[ Align two or more sequences &

Choose Search Set

Database (ZJHuman genomic + transcript ) Mouse genomic + transcript @ Otiers (nr etc.):

+ |Nuc|eotide collection (nr/nt) EI
Organism — L
Optional |-";':';3‘3" name or id—completions be suggested ||:|Exclude X =
Enter arganism commaon name, binomial, or tax id. Only 20 top taxa will be shown. @
Exclude [[] Models (aM/%P) ] Uncultured/environmental sample sequences
Optional
Entrez Query |
Optional

Enter an Entrez query to limit search &)

Program Selection
Optimize for 9! Highfy Similar sequences (megablast)

More dissimilar sequences (discontiguous megablast)

_! Somewhat similar sequences (blastn)
Choose a BLAST algorithm &)

‘ Search database Nucleotide collection (nr/nt) using Megablast (Optimize for highly similar sequences)
-

7] ehrus racutte in a nawr windn
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1 Pengajuan Proposal Disertasi an. X Mucleotide BLAST: Search nuclec X +

&« > @ htty blast.ncbi.nlm.nih.gov/E

U™ Meeting is in progr... Cara Menggunakan...

| Align two or more sequences & -

Choose Search Set

Database @ Standard databases (nretc.): () rRNA/ITS databases () Genomic + transcript databases () Betacoronavirus
Nucleotide collection (nr/nt) v @
Organism =
Optional |_ exclude | Add organism
Enter arganism common name, binomial, or tax id. Only 20 top taxa will be shown 9
Exclude [ ] Models (XM/XP) || Uncultured/environmental sample sequences
Optional
Limit to || sequences from type material
Optional =
Entrez Query Youlllld Create custom database
Sptional Enter an Entrez query to limit search e

Program Selection

Optimize for © Highly similar sequences (megablast)
O More dissimilar sequences (discontiguous megablast)
-'\F_': Somewhat similar sequences (blastn)
Choose a BLAST algorithm e

BLAST S_earch database Nucleotide collection (nr/nt) using Megablast (Optimize for highly similar sequences)

|_J Show results in a new window

Algorithm parameters

‘ 3°c ~ ; - = ; 11:31
3 ; e 21/11/2022 L
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<« X @ © & hitps;//blast.nchi.nlm.nih.gov/Blast.cgi e & | & | Q Search n O @ = @ &% =

m U.S. National Library of Medicine

National Center for Biotechnology Information

BLAST ° » blastn suite » results for RID-VGF6YRSX014 Home RecentResults Saved Strategies Help

< Edit Search Save Search Search Summary v @ How to read this report? @ BLAST Help Videos *DBack to Traditional Results Page
Job Title Nucleotide Sequence Filter Results
RID VGFEYRSX014  Search expires on 10-30 21:21 pm  Download All v

Organism only top 20 will appear exclude
Program BLASTN@® Citation v - Vo ppe N
Type common name, binomial, taxid or group name

Database nt Seedetails v yp ' ' group
Query ID Icl|Query_47789 + Add organism
Description None Percent Identity E value Query Coverage

Molecule type dna
P to to to
Query Length 952
Other reports Distance tree of results MSA viewer @ m Reset
Graphic Summary Alignments Taxonomy
Sequences producing significant alignments Download Manage Columns ~ Show | 100 + | @

["] selectall o0 sequences selected
= I [Z] Feedback

Waiting for www.nchi.nlm.nih.gov...
N 8:22PM

< fl o .l 10/29/2019



MCBI Blast:Nudleotide Sequence X -+

= (& @ htips//blast.ncbinim.nih.gov

" Meeting is in progr... Cara Menggunakan. ..

Other reports  Distance tree of results MSA viewer @

Descriptions Graphic Summary Alignments Taxonomy
Sequences producing significant alignments Download Select columns ¥ Show | 100 | @
select all 100 sequences selected GenBank Graphics Distance tree of results  MSA Viewer
Description Scientific Name Mesx [Tt Quaey = Ret et :
wp i Score Score Cover value  Ident Len Accession
b v v - v v

Scomberomorus commerson isolate Banjarmasini cytochrome B (cytb) gene, complete cds; mitochondrial Scomberomoru... 2108 2108 100% 0.0 100.00% 1141 OM799597.1

Scomberomorus commerson isolate Palembang?2 cytochrome B (cytb) gene, complete cds; mitochondrial Scomberomoru... 2097 2097 100% 0.0 99.82% 1141 OM799601.1

Scomberomaorus commerson isolate Palembang1 cytochrome B (cyth) gene, complete cds; mitochondrial Scomberomoru... 2097 2097 100% 0.0 99.82% 1141 OM799600.1

Scomberomorus commerson isolate Rembang1 cytochrome B (cyth) gene, complete cds; mitochondrial Scomberomoru... 2097 2097 100% 0.0 99.82% 1141 OMT799594.1

Scomberomorus commerson isolate SC2 cytochrome b (cytb) gene,_partial cds; mitochondrial Scomberomoru... 2085 2095 99% 0.0 09.82% 1140 DQ497866.1

Scomberomorus commerson isolate Palembang3 cytochrome B (cytb) gene, complete cds; mitochondrial Scomberomoru... 2091 2091 100% 0.0 99.74% 1141 OM799602.1

Scomberomorus commerson isclate SC3 cytochrome b (cytb) gene, partial cds; mitochondrial Scomberomory... 2089 2089 99% 0.0 99.74% 1140 DQ497867.1

CNCN<ECN<N<E<NL

x

7]

2

Scomberomorus commerson isolate Rembang2 cytochrome B (cytb) gene, complete cds; mitochondrial Scomberomoru... 2085 2085 100% 0.0 99.65% 1141 OM799595.1 3

"4 Scomberomorus commerson isolate SC1 cytochrome b (cyib) gene, partial eds; mitochondrial Scomberomoru... 2084 2084 99% 0.0 09.65% 1140 DQ497865.1
P | Scomberomorus commerson isolate Ambon3 cytochrome B (cyib) gene, complete cds; mitochondrial Scomberomoru... 2008 2008 100% 0.0 98.42% 1141 OM799608.1

31°C . N & ; : PR M34 .
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Scomberomorus commerson isolate DYM SC6 cytochrome b (cytb) gene, partial cds; mitochondrial

Scomberomorus cavalla mitochondrion, complete genome

Scomberomorus commerson isolate DYM SC4 cytochrome b (cyth) gene, partial cds; mitochondrial

Scomberomoru...
Scomberomoru. ..

Scomberomoru. ..

Scomberomorus commerson isolate DYM SC5 cytochrome b (cytb) gene, partial cds; mitochondrial

Scomberomorus commerson isolate DYM SC2 cytochrome b (cytb) gene, partial cds: mitochondrial

Scomberomoru...

Scomberomoru. ..

Scomberomorus commerson isolate DYM SC10 cytochrome b (cytbh) gene, partial cds; mitochondrial

Scomberomoru. ..

Scomberomorus commerson isolate DYM SC7 cytochrome b (cytb) gene, partial cds; mitochondrial Scomberomoru...
Scomberomorus commerson isolate DYM SC14 cylochrome b (cytb) gene, partial cds; mitochondrial Scomberomoru. ..
Scomberomorus commerson isolate DYM SC1 cytochrome b (cytb) gene, partial cds; mitochondrial mberomory...
Scomberomorus niphenius mitochondrion, complete genome Scomberomoru...

Scomberomorus sierra mitochondrion, complete genome

Scomk iphonius isolate SN1 cytochrome b (cytb) gene, partial cds; mitochondrial

Scomberomorus commerson isolate DYM SC8 cytochrome b (cytb) gene, partial cds; mitochondrial

Scomberomorus commerson isolate DYM SC3 cytochrome b (eytb) gene, partial eds: mitochondrial

Scomberomoru. ..
[ 'OMOry. ..
Scomberomoru...

Scomberomoru. ..

Scomberomoruy. ..

Scomberomorus niphonius voucher Zhang Q. SNDG1 cytochrome b (cytb) gene, complete cds; mitochon...

Scomberomorus niphonius isolate SN2 cytochrome b (cytb) gene, partial cds; mitochondrial

Scomberomorus commerson isolate DYM SC16 cytochrome b (cyth) gene, partial cds; mitochondrial

Scomberomoru...

Scomberomordu...

Scomberomorus kareanus isolate Cilacap1 cytochrome B (cytb) gene, complete cds; mitochondrial

Scomberomoru. ..

Sarda sarda isolate SarSar2 cytochrome b (Cytb) gene, partial cds; mitochondrial

Berawan

Sarda sarda

1363
1362
1328
1327
1315
1310
1288
1282
1282
1273
1273
1273
1267
1267
1267
1262
1260
1258

1258

1363
1362
1328
1327
1316
1310
1288
1282
1282
1273
1273
1273
1267
1267
1267
1262
1260

63%
64%
62%
62%
62%
64%
99%
99%
99%
60%
63%
99%
99%
60%
99%

99%

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

99.87%
88.35%
09.32%
99.72%
99.05%
99.72%
99.30%
99.02%
98.10%
86.99%
86.94%
86.99%
99.71%
98.08%
86.90%
86.81%
99.57%
B6.75%

86.74%

743
16548
734
724
733

1141
1140
691

1141

1141

= ) @

KX002083.1
DQ536428.1
KX002081.1
KX002082.1
KX002076.1
KX002087.1
KX002084.1
KX002091.1
KY228987.1
KX925517.1

)Q497885.1
KX002085.1
KX002077 1
AY9B6969.1
DQ497886.1
KX002093.1

OM799603.1

DQO080305.1

B Feedback

11:35

21/11/2022



MCBI Blast:Nudleotide Sequence X -+

= (& @ htips//blast.ncbinim.nih.gov

" Meeting is in progr... Cara Menggunakan. ..

Other reports  Distance tree of results MSA viewer @

Descriptions Graphic Summary Alignments Taxonomy

42 hover to see the title & click to show alignments Alignment Scores [Jj<40 [JJ40-50 []50-80 [80-200 [g=>=200 9

100 sequences selected e . . . . .
Distribution of the top 100 Blast Hits on 100 subject sequences

|
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MCBI Blast:Nudleotide Sequence X -+

= (& @ htips//blast.ncbinim.nih.gov

" Meeting is in progr... Cara Menggunakan. ..

Other reports  Distance tree of results MSA viewer @

Descriptions Graphic Summary Alignments Taxonomy

Alignment view | Pairwise v | [ ] CDS feature @ Download

100 sequences selected e

& Download v GenBank Graphics ¥ Next <4 Descriptions

Scomberomorus commerson isolate Banjarmasini cytochrome B (cytb) gene, complete cds; mitochondrial
Sequence ID: OM799597.1 Length: 1141 Number of Matches: 1

Range 1: 1 to 1141 GenBank Graphics
Score Expect Identities Gaps Strand
2108 bits(1141) 0.0 1141/1141(100%) 0/1141(0%) Plus/Plus

Query 1 ATGGCAAGCCTACGAAAAACTCACCCACTACTAAAAATCGCTAACGACGCCCTAGTCGAC 6@

, |11 il||I||I|||I||IIII|I|||I|||||IHI|H||I|||I|||l|||l|||
Sbjct 1 ATGGCAAGCCTACGAAAAACTCACC AATCGCTAACGACGCCCTAGTCGAC 60

Query 61 CTCCCAACCCCCGCTAACATCTCTGCATGATGAAACTTCGGCTCACTACTTGGCCTTTGC 128

LLCLCEERELLELEEL L L L UL L LR EEEETT

Sbjct 61 CTCCCAACCCCCGCTAACATCTCTGCATGATGAAACTTCGGCTCACTACTTGGCCTTTGC 128

B Feedback

g i eroieivoond it oot rnse oo
|| || L | NRARRARN

&

b ; 11:36 &
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X Download v GenBank Graphics ¥ Next 4 Previous <«Descriptions

Scomberomorus commerson isolate SC2 cytochrome b (cytb) gene, partial cds; mitochondrial
Sequence ID: DQ497866.1 Length: 1140 Number of Matches: 1

Range 1: 1 to 1140 GenBank Graphics

Score Expect Identities Gaps Strand
2095 bits(1134) 0.0 1138/1140(99%) 0/1140(0%) Plus/Plus
Query 1 ATGGCAAGCCTACGAAAAACTCACCCACTACTAAAAATCGCTAACGACGCCCTAGTCGAC 6@
LLEUCEELEEELEE R L EEE L L ELEEEEE L ELE L ELEE LTI LE ] |
Sbject 1 ATGGCAAGCCTACGAAAAACTCACCCACTACTAAAAATCGCTAACGACGCCCTAGTCGAC 6@

Query 61 CTCCCAACCCCCGCTAACATCTCTGCATGATGAAACTTCGGCTCACTACTTGGCCTTTGC 120

LLLLECLLLELLLLLE L L LEL LU LT LTI ]
Sbjct 61  CTCCCAACCCCCGCTAACATCTCTGCATGATGAAACTTCGGCTCACTACTTGGCCTTTGC 120

Query 121  CTAATCTCCCAAATCCTCACAGGACTGTTCCTTGCAATACATTACACCCCAGACATCGAA 18

LLOLELLLEERELEEEREL LR LR LR LR EEL LT L]
Sbjct 121  CTAATCTCCCAAATCCTCACAGGACTGTTCCTTGCAATACATTACACCCCAGACATCGAA 180

iaeaitiitithtininnnatomniim ittty
I |

Sbjct 181 TCTGCCTTCTCCTCAGTCGCCCACATTTGCCGAGACGTTAACTTCGGCTGACTAATCCGC 248

i nitamnnmhthtit ittt
] I | | LELLLLELTETLT

Sbjct 241 AATCTCCACGCAAACGGCGCATCCTTCTTTTTCATTTGCATCTACTTCCACATTGGACGA 300

B Feedback

Query GGCCTTTACTACGGCTCCTATCTCTATAAAGAAACCTGAAACATCGGCGTTGTTCTTCTC
LCELELLLEERRLEEL L et LLELELLELERLLEEL L]
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MEGA (Molecular Evolutionary Genetics Analysis)

01 Alignment/ multiple

. 04 Perbedaan asam amino
alignment .

02 Komposisi nukleotida, 05 Jarak genetik/ distance
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03 Perbedaan nukleotida 06 Phylogenetic tree
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