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ERFODHEET EDSRANDH ?

ATGGGTGATGTTGAGAAAGGCAAGAAGATTTTTATTATGAAGTGTTCCC
AGTGCCACACCGTTGAAAAGGGAGGCAAGCACAAGACTGGGCCAAATCT AN Yﬁﬁ. \ =T
CCATGGTCTCTTTGGGCGGAAGACAGGTCAGGCCCCTGGATACTCTTAC *&be b brd‘('\
ACAGCCGCCAATAAGAACAAAGGCATCATCTGGGGAGAGGATACACTGA M= /— F
TGGAGTATTTGGAGAATCCCAAGAAGTACATCCCTGGAACAAAAATGAT E4E O)Eaﬁu
CTTTGTCGGCATTAAGAAGAAGGAAGAAAGGGCAGACTTAATAGCTTAT
CTCAAAAAAGCTACTAATGAGTAG
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Saccharomyces cerevisiae S288c Cyc1p (CYC1) mRNA, complete cds
ATGACTGAATTCAAGGCCGGTTCTGCTAAGAAAGGTGCTACACTTTTCAAGACT
AGATGTCTACAATGCCACACCGTGGAAAAGGGTGGCCCACATAAGGTTGGTCCA
AACTTGCATGGTATCTTTGGCAGACACTCTGGTCAAGCTGAAGGGTATTCGTAC
ACAGATGCCAATATCAAGAAAAACGTGTTGTGGGACGAAAATAACATGTCAGAG
TACTTGACTAACCCAAAGAAATATATTCCTGGTACCAAGATGGCCTTTGGTGGG
TTGAAGAAGGAAAAAGACAGAAACGACTTAATTACCTACTTGAAAAAAGCCTGT
GAGTAG

Homo sapiens bone gamma-carboxyglutamate protein (BGLAP), mMRNA
ATGAGAGCCCTCACACTCCTCGCCCTATTGGCCCTGGCCGCACTTTGCATCGCT
GGCCAGGCAGGTGCGAAGCCCAGCGGTGCAGAGTCCAGCAAAGGTGCAGCCTTT
GTGTCCAAGCAGGAGGGCAGCGAGGTAGTGAAGAGACCCAGGCGCTACCTGTAT
CAATGGCTGGGAGCCCCAGTCCCCTACCCGGATACCCTGGAGCCCAGGAGGGAG
GTGTGTGAGCTCAATCCGGACTGTGACGAGTTGGCTGACCACATCGGCTTTCAG
GAGGCCTATCGGCGCTTCTACGGCCCGGTCTAG

Homo sapiens sickle beta-hemoglobin mRNA
ATGGTGCACCTGACTCCTGTGGAGAAGTCYGCNGTTACTGCNYTNTGGGGCAAG
GTGAACGTGGATGAAGTTGGTGGTGAGGCCCTGGGCAGGCTGCTGGTGGTCTAC
CCTTGGACCCAGAGGTTCTTTGAGTCCTTTGGGGATCTGTCCACTCCTGATGCA
GTTATGGGCAACCCTAAGGTGAAGGCTCATGGCAAGAAAGTGCTCGGTGCCTTT
AGTGATGGCCTGGCTCACCTGGACAACCTCAAGGGCACCTTTGCCACACTGAGT
GAGCTGCACTGTGACAAGCTGCACGTGGATCCTGAGAACTTCAGGCTCCTGGGC
AACGTGCTGGTCTGTGTGCTGGCCCATCACTTTGGCAAAGAATTCACCCCACCA
GTGCAGGCNGCCTATCAGAAAGTGGTGGCTGGTGTGGCTAATGCCCTGGCCCAC
AAGTATCACTAAGCTCGCTTTCTTGCTGTCCAATTTCTATTAAAGGTTCCTTTG
TTCCCTAAGTCCAACTACTAAACTGGGGGATATTATGAAGGGCCTTGAGCATCT
GGATTCTGC
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Electron Transfer Complex Between Cytochrome C And Cytochrome
MGSAKKGATLFKTRCLQCHTVEKGGPHKVGPNLHGIFGRHSGQAEGYSYTDANT
KKNVLWDENNMSEYLTNPKKY I PGTKMAFGGLKKEKDRNDLITYLKKAG

Homo sapiens bone gamma-carboxyglutamate protein
MRALTLLALLALAALCIAGQAGAKPSGAESSKAFVSKQEGSEVVKRPRRYLYQW
LGAPVPYPDPLEPRREVCELNPDCDELADHIGFQEAYRRFYGPV

Homo sapiens hemoglobin beta
MVHLTPKEKSAVTALWGKVNVDEVGGEALGRLLVVYPWTQRFFESFGDLSTPDA
VMGNPKVKAHGKKVLGAFSDGLAHLDNLKGTFATLSELHCDKLHVDPENFRLLG
NVLVCVLAHHFGKEFTPPVQAAYQKVVAGVANALAHKYH

Cytochrome ¢, Homo sapiens
MGDVEKGKKIFIMKCSQCHTVEKGGKHKTGPNLHGLFGRKTGQAPGYSYTAAN
KNKGIIWGEDTLMEYLENPKKYIPGTKMIFVGIKKKEERADLIAYLKKATNE

Lysozyme, Bacteroides xylanisolvens
MPQRNNPMSAVQKKRTVSTTKKKGTTSSSKTSRTSKKEQMKHRTVMPVWIRNI
LAVVIIGCFSVVEYYFFIRPYAYRWKPCHGLKEYGVCIPDGYDIHGIDISHYQ
GKIDWKRLLONKETATPLHFVFMKATEGGDHNDTTFEANFANARNHGFIRGAY
HFYIPGTDALKQADFFIRTVKLDTGDLPPVLDVEVTGRKEKKELQQGIKRWLD
RVESHYGVKPILYTSYKFKTRYLDDSIFNTYPYWIAHYYVDSVKYQGKWDEWQ
HTDVGSVPGIKEDVDLNVENGSLEELKKLTIK




BLAST

e BLAST (Basic Local Alignment Search Tool) : 2
DDEEHF DU TWDEIDZR DT DEE
- (Bchl2RTldaR) BoClicnd EC3ZERDIT. €
DEFDMNED KD (CHIE L TWVNDMREANRD
- MTM%“B%@@E?U%’:J 514K hERDHD
- 188, 7= /EECHIDOm G (CEASND

. BLAST@? BLAST%‘: _L\7T_7|'\-

N

> — R

- HDECHNBTZECH ZBCY T —INR—AMNSERUIZ L. &N

5DV SA AT NEITD

- RFRFEROHETNIER T2 Hi I D

REODS—RE



BLASTD A E
o SAFT =V OoOTOUS=0FREANNS
- FREIR T SA A MIKFEBDH -
- 2RO DEETZEmM,n &9 D EmnllteHl UTziSRE%Z

EJD
- FT—AH—-R=-A(CHUTHERRZITDOEE, BLEDHE
Bedl (m) &F—AINR—X(CEHFINZESIOEE
(n) ORBEICLEBIUZEMZET S
o [RBERR] PSAAMZITNT ., BREZE
R, 2BLEEPDZNZRCERDITD

REODS—RE



u

%
7z

1. AW T IAXICAZ

BBV 542X heRkDHDFIR
EIEIR 7 T A N RO ERPER (CE TR

DECDETHDREHENKEDTNDESE, TN
IWVT, JRDRTY T DEEiffFa KD D

AT DEZRZETEI D

2. B ROIZIEFZEREL CHhE. hL—X/\y
DOUT, IRV 51 2R MaXReDD

=

N~

TIA AR

xl | I} xi lllll

Xn

)

Bllx; x; oo xi&Eyy yo oy D

T RE TS AV AV D AT T IE

K5

27175 F



Needleman-Wunsch®EAF||

o F(i,)): BPOECHx, x, ... x,EV v, ... yDOERIBE I T A
SN ey Y

o EARFIE (¥ MUwWOIRXFORZAK)
(F(i_lﬂj_1)+S(‘xi9yj) 1
F(i,j)=maxs F(i—1,j)—d 2
3

o FHAZEAF: F(0.0)=0 _—

o IRFREAM: FG.0)=—id F(0,))=-jd

o Fim,n)DWE@V 51> A2 MDA 77ME

. igjgﬁ (max) Z&EBDEZFERUICRIRZRE X T

o BT A MY, F(m,n)b\‘BF(O,%EE_C‘ ~
L — )\ DL KDREZTEE D TR

TIA AR 0

=T XY vIRFILTA —d ZRE




HSAF=yoTOISZ>HIDEE

X1 X
1. xi&yj’&_ﬁ?@
Via |(F=1Lj=D] F@,j—=1) e X
“ | Y,
1N 13 2. x;MNFYYTITX I
v | Fi—1, p——F(,J) X,
2

3. yINFRY TR
BARROAT7E5Z25/\R%588H%
— BORL—R/\YJ(ZF|F -y,

TIA AR



Needleman-Wunsch®iERBHI (1)

Sy

e ——— e
- -
- =~

S~a —_
i I

—— = -
- -~
- -~

~ -
- -
e, e e ——-

Xy IRFILTAd=2

11

TIA AR



Needleman-Wunsch®iERfH] (2)

— 2+(-2)=-4 L

_ﬁ+1 N Z:_ﬁ_1
FHVTRFINTAd=2

TIA AR

KNIE1ZER A
FRD—-&5%d

12



Needleman-Wunsch®iERHI (3)

—

_2 - _
N 2N e A RERE2O BB E)
— 4+ (-2)=—6 L —7T22EEEXT

| 1+i2)e A C C
] o< 2 — -4 — -6
)
A 2 1 .
+1) | (-2) -
A —l4 S
l (-2)-6  -a
A _16 a0
C -8

_ﬁ+1 - Z:_ﬁ_1
FrvIRFITad=2

TIA AR



Needleman-Wunsch®iERfH (4)

—_—

N 2+(-1)=-3

s 1+(=2)=-1 L

| -4+(2)=-6

_ﬁ+1 ~ Z:_ﬁ_1
Xy IRFILTAd=2

TIA AR

& KE-1ZR A

FD-&5%d
A C C

_2—>_4—>_6

TN e

2 T (21 o
PN AC

_4 —1 AC -A

) A

6

)

-8

14



Needleman-Wunsch®iERfH (5)

N, T+(1=0

s 1+(=2)=-3 L

| -1+(2)=-3

—¥+1. F~— 1
XYy IRFILTAd=2

TIA AR

X KIEOZHR A
FRD—-&5%d

15



Needleman-Wunsch®iERHI (6)

—» B+(2)=-8 L

_ﬁ+1 N Z:_ﬁ_1
Xy IRFILTAd=2

TIA AR

X KIE-3ERHA
ED—-&5%d

16



Needleman-Wunsch®i&ERHl (7)

—E+1, S —E-1

FryIRFINTAd=2
TIA AR

A C C
0 — -2 4 6
I ™\
-2 1 — -
NN
4 ~1 0
) )
6 -3
)
-8

17



Needleman-Wunsch®i&E R4l

(8)

P

—2 1 < 1 <« 3
AN EA NN
—4 —1 0o “ =2
T RN N
—6 -3 —2 —1
T NN
-8 -5 —2 —1

KENZH(ZI=EST . BT A AV MERDD

TIA AR

18



Needleman-Wunsch®iER#I (9)

A C C

0~ 2 -4 -6
T\

A -2 1«—1 =3
PNT O

A| 4 -1 0 -

a | B NN
RN\

C — - -2 -1

x = -ACC x = A-CC x

y = AAAC y = AAAC vy

_ﬁ+1 N Z:_ﬁ_1
Xy IRFILTAd=2

TIA AR

AC-C
AAAC

19
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REOS—RFEDFIA (1)

e NCBI BLASTD by JIR—=
e https://blast.ncbi.nlm.nih.gov/Blast.cqgi

National Library of Medicine
National Center for Biotechnology Information

BLAST ® Home RecentResults Saved Strategies Help

o Important update
The core nucleotide database (core_nt) is now the default nucleotide BLAST database. Learn more about core_nt.

Basic Local Alignment Search Tool

Non-interactive searches of nt switch to core_nt
BLAST finds regions of similarity between biological sequences. The
program compares nucleotide or protein sequences to sequence
databases and calculates the statistical significance. Learn more

Starting late September 2024 all non-interactive

N
’&( WebBLAST and PrimerBLAST searches of “'nt™ will

2AINDE(TZ/
Web BLAST E&EE?U) MDBLAST

iE %@E glj 0) B LAST BLAST Genomes
F9 . CHELEELT TR -
Human Mouse Rat Microbes\ EE fl:% *E % ?E’ ;'-EL,\ % O) /72 /
L Zxt L TBLASTZZEST
REAS—BE 25



https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://blast.ncbi.nlm.nih.gov/Blast.cgi

REOS—IRFEDFIA (2)

National Library of Medicine P ——

National Center for Biotechnology Information

BLAST ®© » blastn suite Home RecentResults Saved Strategies Help

r N UCIGOtIde BLASTJ ﬁmm the ClusteredNR database on BLAST+ [ Learn more ] [ Give us feedback *

Standard Nucleotide BLAST
m blastp blastx tblastn thlastx
BLASTN programs search nucleotide databases using a nucleotide query. more... [ Resetpage | [ Bookmark ]

Enter Query Sequence > g e n e 1 .fa Sta

Enter accession number(s), gi(s), or FASTA sequence(s) @ ciear Query subrange @
=NC_000018,10:176620-177522 HBA1 [organism=Homg sapieng] [GenelD=3039] A From l:l

[chromosomes 18] P |-
ACTCTTCTGGTCCCCACAGACTCAGAGAGAACCCACCATGGTRETATETECTEE v | g ene 1 fasta J 0) ﬁa 5 IJ E A jj
COACAAGACCAACETE Y o[ ]

Y KN . —
Or,upload file (g | J7()LHRENTERA:, © E I‘ D ’\:E7 (o )B*j'j 1 I‘ D)
Job Title [ NC_000016.10:176680-177522 HBA1 [organism=Homo__ sch J—
Enter a descriptive title for your BLAST search e E{K % 0) @E glj

| Align two or more sequences @

Choose Search Set
Database () Standard databases (nr etc.): ) rRNAITS databas @l enomic + transcript databases . ) Betacoronavirus

QT oermeTat menomion vases e £ R D7/ L\ ESEAR T DB S
ERBLLTRETS

+ [ Human genomic plus transcript (Human G+T) v | @

 tiew @) Experimental databases

Exclude ] Models EXM."XF]IZI Uncultured/environmental sample sequences

Optional

Limit to [_| Sequences from type material

Optional

Entrez Query | YoullfT Create custom database
Optional Enter an Entrez query to limit search G

Program Selection

Optimize for @ Highly similar sequences (megablast) < J:<1u T:EE?”%@% rmegabIaStJ %E*R

(> More dissimilar sequences (discontiguous megablast)

.;;:;i:T:ﬁ:i :Ii::li-:::rsguences (blastn) ( E < —_— ﬁ L,T: EB ﬁ\%% E < E O (-j— é )

@ Search database Hu'rlndn G+T usmg I‘.'Iegabgj timiZe for highly similar sequences)

AEOS—taz 26
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https://drive.google.com/file/d/1gQwQ_T8Jdp_Dq5on46SULMFVAqyhBDqL/view?usp=sharing
https://drive.google.com/file/d/1gQwQ_T8Jdp_Dq5on46SULMFVAqyhBDqL/view?usp=sharing

REOS—IRFEDFIA (3)

National Center for Biotechnology Information

m National Library of Medicine

BLAST @ »> blastn suite » results for RID-HJ21YJCX016 Home RecentResults Saved Strategies Help

I o ITTportantulpdaf:ed e o) ot ot moclcotde BLAST doabone L i NCBIMOmMRNAERH (X, R/ \VBEZ3—F
e core nucleotide database (core_nt) is now the detault nucleotide atabase. Learn more about core_nt.
- " I BERNE DT -DNAEZ S

Save Search Search Summary v @ How to read this report? 8 BLAST Help Videos *JBack to Traditional Results Page

Job Title NC_000011.10:¢5227071-5225464 HBB [organism=Homo...  Filter Results
RID HJ21YJCX016 Search expires on 10-24 22:29 pm Download All v
Program BLASTN@ Citation v Organism only top 20 will appear D exclude
) Type common name, binomial, taxid or group name
Database Human G+T (2 databases) See details v
=+ Add organism
Query ID lcl|Query_7332799
Description NC_000011.10:¢5227071-5225464 HBB [organism=Homo Percent Identity E value Query Coverage
Molecule type dna to to

Query Length 1608
Other reports Distance tree of results MSA viewer @ m
Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download ~  Selectcolumns ~ Show 2]

select all 4 sequences selected *ﬁ%‘ é*l’f: ﬁa 5'] % ? 7 IJ\ :JQB-Q: Oéa;n& Distance tree of results ~ MSA Viewer
Descriptiop 77 /r ?/ }?/ I\ O) ﬁtimrle: y )ﬁd‘;ya Query E Per Acc. Len

Score | Score Cover  value ldent
w - h

Accession

- -

Tranc-cripts

MRNA
fd 5]

77 Ls
[
FEODS—BER 27

Homo sapiens 438  M70 5e-135 100.00% 628 NM_0005185

elta (HED), MRNA = — 6'|j' %motaplens\}l\ 361 736 30%  1e-96  96.36% 620 NM_000519.4

. Homo sapiens hemoglobin subunit epsilon 1 (HBE1),_mRRA i) sap|ens 141 141 13% 2e-30  78.03% 623 MNM_005330.4

& Homosapenshemeoen

H Feedback

enemic SequUCaCes

100.00% 135086622

2970 4017 0.0 NC_000011.10

Homo sapiens 100%




E-value

e E-value& (&

- JTUERMNCH U, REBENROT —IR—XEFAURSE
DS 2 LRECHIDT —HNR—=X(CH LT, XOF7S B
FDT7SA 2 A MHMEENDEZRDERAFE

- E-valuelCX D, RRERDFTNIBRMEZRT

MWDORETCTSAA MM TDdE - - -
o %I —XUE
- REMELY (BE=HD720)
o FHIUE RO’
- P = BEDOBERR T OEIR(CHTF
- BV (CKBIRVWIEREERIGEIEN. BRMZIRMEICRUZL)
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The core nucleotide database (core_nt) ig

m National Library of Medicine

National Center for Biotechnoloay Information

BLAST ® » blastn suite »

| o Important update

7|_\:ED S

Save Sed Choose a BLAST algorithm &)

Job Title

RID

Program
Database
Query ID
Description
Molecule type
Query Length
Other reports

Program Selection

Optimize for (_ Highly similar sequences (megablast)
More dissimilar sequences (discontiguous megablast)
@- omewhat similar sequences (blastn)

[blastn |ZEIRLI-L=DFER

HJ2DPOW| BLAST Search database Human G+T using Blastn (Optimize for somewhat similar sequences)
BLASTNj I:I Show results in a new window
Human G asTe DeC OetaTs T T
=+ Add organism
lcl|Query_6713319
NC_000011.10:¢5227071-5225464 HBB [organism=Homo . Percent Identity E value Query Coverage
dna to to

1608
Distance tree of results MSA viewer @ m

Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download ~ Select columns ~  Show e
select all 15 sequences selected GenBank Graphics Distance tree of results ~ MSA Viewer
- N Max | Total CQuery E Per.
D t Scientific N Ace. L ;
escgpmn memE ame Score Score Cover wvalue  Ident ccven Accession
- - - - -

Homao sapiens hemoglobin subunit beta (HBB), mRMNA

(N Y
Js"rmi S 477 1144 39%  1e-131 100.00% 628 MNM_000518.5

Homo sapiens hemoglobin subunit delta (HBD), mRNA

AN
G'U' 73@3@35’4&@'\ 355 744 30% 1e-94 95.89% 620  MNM_000519.4
AN

Homo sapiens hemaglobin subunit gamma 2 (HBG2), mRNA 2-]9@%_ - ‘J I\2ng 363 28%  1e-50 80.72% 586 NM_000184.3

Homo sapiens hemoglobin subunit gamma 1 (HBG1), mRMNA 1 I;' F ?L FUS 354 28%  1e-49  B0.27% 587 MNM_000559.3
Homo sapiens hemoglobin subunit epsilon 1 (HBE1), mRMNA y Htmo ap|ens 182 421 31% 1e-42  TE.03% G623 MM_005330.4

H Feedback

aooo@

—BR

\ ‘
Homo sapiens hemoalobin subunit beta nseudoaene 1 (HBBP1). non-coding R&# alqauans_ J 167 167 13%  3e-38 T7.53% G60 MR 0015891

——BAEILF
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National Library of Medicine & shimizus455@gmail..

National Center for Biotechnology Information

BLAST © » blastn suite Home RecentResults Saved Strategies Help

Standard Nucleotide BLAST

blastp blastx tblastn tblastx

ﬁ C Edglj % 9;% F"‘E: Ed&lj l : il‘\j.- L, T@Tﬁgrams search nucleotide databases using a nucleotide query. more... [ Reset page ] [ Bookmark ]
Enter Query Sequence > q en e 1 .fa Sta

Enter accession number(s), gi(s), or FASTA sequence(s) @ ciear Query subrange @
CTAAGCTCBCTTTCTTGCTGTCCAATTTCTATTAAAGGTTCCTITGTTCCCTAAGTE A

ST | e ———— N DB BE > Tgene1.fastal®
ATTTTCATTGCAA Y To Eagljgkj]

Or, upload file  (ggm | 7L S@RENTVERA. ©
Job Title NM_000518.5 HBB [arganism=Homo sapiens] [GenelD=3043]

Enter a descriptive tite for your BLAST search 9

__| Align two or more sequences @

Choose Search Set — [Standard databases (nr etc.) IZ$5 7€

Database (® Standard databases (nr etc.): (O fRNATS databases () Genomic + transcript databases ) Betacoronavirus
Try experimental taxonomic nt databases
ew [ - (Downicad )
« J Experimental databases For more info see What are taxonomic nt
databases?
+ [ Reference RNA seguences (refseq_ma) - v @

T .
optonal [ S [ exclude

Enter organism common name, binomial, or tax id. Only 20 top taxa wil CEN r R f r n RNA n (r f rn )
Exclude [_J Models (XMP) ] Uncultured/environmental sample sequences e e e Ce Seq ue CeS e Seq— a J
Oplional % *b =
Limit to [] Sequences from type material H E

o | v g R DR B & L

Optional Enter an Entrez query to limit search @

Program Selection
Optimize for (> Highly similar sequences (megablast)

Rlore dissimilar sequences (discontiguous megablast)
Jomewhat similar sequences (blastn) . .
.@ e 5457 sprin © [ Somewhat similar sequences (blastn) 1157

Search database Reference RNA sequences (refseq_rna) using Megablast (Optimize for highly similar sequences)
[__| Show results in a new window
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Homo sapiens hemoglobin subunit beta (HBB), mRNA

Ek

PREDICTED: Pan paniscus hemoglobin subunit beta (LOC100976465), lebﬁ// ;‘

PREDICTED: Pan troglodytes hemoglobin subunit beta (HBB), mRNA 9:>/ {sj:/“_
PREDICTED: Gorilla gorilla gorilla hemoglobin subunit beta {LOC1011269321..-M§%

PREDICTED: Pongo abelii hemoglobin subunit beta (HEB), mRNA

PREDICTED: Symphalangus syndactylus hemoglobin subunit beta (HBB), rﬁlﬂl‘s@ O 7_'+jj )L

R — -
PREDICTED: Colobus angolensis palliatus hemoglobin, beta (HBB), mRNA Y -1 1 H IR

PREDICTED: Trachypithecus francoisi hemoglobin subunit beta (LOC117083243, sth ) JL <2

~ ~
PREDICTED: Rhinopithecus roxellana hemoglobin subunit beta (LOC1D466%9')( ﬁal’(l@ rj

Homo sapiens
Pan paniscus

Pan froglodytes

Gorilla gorilla go...

TS Tr— g e

Symphalangus ...

PREDICTED: Pongo pygmaeus hemoglobin subunit beta (HBB), mRNA 7|—:)[,;|"\7j'7_|'5_‘/ l'j —@gggpygmaeus

PREDICTED: Nomascus leucogenys hemoglobin subunit beta (HBB) mRNdF@TIKj':) A ffﬁ\'@‘ﬁbgcus leuc...

PREDICTED: Hylobates moloch hemoglobin subunit beta (HBB), mRNA ) 9 TJ 5=~ +F ) L Hyiobates moloch

Colobus angole...

Trachypithecus f...

Rhinopithecusr...

-~ ~ ~ ~ ~ >
PREDICTED: Rhinopithecus bieti hemoglobin subunit beta (Loc10852166457rm3' DUVINTY D!ZL‘[nopithecus b...

PREDICTED: Mandrillus leucophaeus hemoglobin subunit beta (LOC1U553£§114,AIIénscrim variant X2, mRNAMandrillus leuco...

PREDICTED: Piliocolobus tephrosceles hemoglobin subunit beta (HBB), mRNA

PREDICTED: Macaca thibetana thibetana hemoglobin subunit beta (LOC126935257), mRNA

Chlorocebus sabaeus hemoglobin subunit beta (HBB), mRNA

PREDICTED: Macaca fascicularis hemoglobin subunit beta (LOC101926697), mRNA

PREDICTED: Aotus nancymaae hemoglobin subunit beta (LOC105720341), mRNA

Piliocolobus tep...

Macaca thibetan...

Chlorocebus sa...

Macaca fascicul...
Aotus nancymaae
PREDICTED: Mandrillus leucophaeus hemoglobin subunit beta (LOC105535916), transcript variant X3, mRNAMandrillus leuco...

PREDICTED: Theropithecus gelada hemaoglobin subunit beta (LOC112607021), transcript variant X2, mRNA Theropithecus g...

PREDICTED: Macaca nemestrina hemoglobin subunit beta (LOC105468624), mRNA

PREDICTED: Sapajus apella hemoglobin subunit beta (HBB), mRNA

Joooooodgogoogoogoooooogoggd

PREDICTED: Saimiri holiviensis boliviensis hemaoalobin subunit beta (LOG101036159). mRNA

Macaca nemest...

Sapajus apella

Saimiri boliviens. ..
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971
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994
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971

100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
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100%
100%
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100%
100%
100%

100%

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
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

0.0

100.00%
99.84%
99.84%
99.20%
98.41%
98.25%
98.09%
97.77%
97.61%
96.34%
96.34%
96.18%
96.18%
96.02%
95.70%
95.54%
95.97%
95.38%
95.22%
96.08%
95.06%
95.07%
94.59%

94 27%

628
643
639
648
659
638
641
753
638
753
749
749
749
753
748
748
616
628
748
622
753
749
678

753

NM_000518.5
XM_003819029.4
XM_508242.5

XM_019036164.2
XM_002822127.5
XM_055282707.1
XM_054440830.1
XM_004090649.3
XM_032166808.2
XM_011963601.1
XM_033207068.1
XM_010363344.2
XM _017861621.1
XM_011975167.1
XM_023209613.1
XM_050756508.1
NM_001329918.1
XM_045371387.1
XM_012456809.1
XM_011975168.1
XM_025358026.1
XM_011718821.1
XM_032240524.1

XM 0039233692
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e NCBI BLASTD by JIR—=
e https://blast.ncbi.nlm.nih.gov/Blast.cqgi

m) National Library of Medicine & shimizus4ss@gmail. .

National Center for Biotechnology Information

Home Recent Results Saved Strategies Help

BLAST®

22 Check out the ClusteredNR database on BLAST+ [ {.sarn:more ] [ Give us fasdback ]

Basic Local Alignment Search Tool

BLAST finds regions of similarity between biological sequences. The
program compares nucleotide or protein sequences to sequence
databases and calculates the statistical significance. Learn more

| ClusteredNR database on BLAST+
% The ClusteredNR database is now available for BLAST+

S| Thu, 24 Aug 2023 8 More BLAST news..

Web BLAST

{5 KA DBLAST 9 (73/BEES) DBLAST
e

Human Mouse Rat Microbes
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https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://blast.ncbi.nlm.nih.gov/Blast.cgi
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6 Important update
The core nucleotide database (core_nt) is now the default nucleotide BLAST database. Learn more about core_nt.

r N ucleotide B LASTJg[i%E{TW*ﬁO[e_m Standard Nucleotide BLAST

.. Use the core_nt database for faster and better resul

m blastp blastx tblastn tblastx

BLASTN programs search nucleotid using a nucleotide query. more... [ Resetpage ) [ Bookmark ]
Enter Query Sequence
Enter accession number(s), gi(s), or FASTA sequence(s) @ ciear Query subrange @
TCTGATGAGTTTICCT ~
TCTATGTGTCCGGCAGATGGAAGAGTCCGTGGGATTACGCACAATAAAATATIG From :’

LSl Y] - [gene3.fasta | DEFIZ A 5
— g

Or, uploadfile (g | S5 p@RENTLERA. ©
Job Title [ gil295882026]gblHMO017965_1] Shigella dysenteriae__ |

Enter a descriptive title fo

r your BLAST search | 2
:] Align two or more sequences @ rostandard databases (nr etC)J qene3.fa8ta
Choose Searc! E E *R

Database ® 3tandard databases (nr etc.): (O rRNA/TS databases _) Genomic + transcript databases () Betacoronavirus (_ Experimental databases
L ucleotide collection (nr/nt) v @

Organism —

Optional l ]‘— exclude

Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown o

Exclude (] Models (XM/XP) [_] Uncultured/environmental sample sequences

Optional

Limit to || Sequences from type material

Optional

Entrez Query [ | Youlfff Create custom database

Optional Enter an Entrez query to imt search @

Program Selegffo . - .
Optimize for ghly similar sequences (megablast) < r H |g h Iy Sl m I Ia r Seq u e n CeS

™= More dissimilar sequences (discontiguous megablast)

e s e e (megablast) |z #E R

@EBMSTUJQQQTE%%QE?' — FOHRIZZFD T DI Algorithm parameters |

ly’similar sequences)

() show resuits in 2 new window é E —C ﬁ (; 5

Note: Parameter values that differ from the default are highlighted in yellow and marked with ¢ sign

& Feedback
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https://drive.google.com/file/d/1OGvYAQEftfguam_D6Rl1DXFXfa1jMka1/view?usp=sharing
https://drive.google.com/file/d/1OGvYAQEftfguam_D6Rl1DXFXfa1jMka1/view?usp=sharing

REOS—IRFEDOSFMASF (IEEIZECY)

\\I S O m— .

== Algorithm parameters

[ Restore default search parameters | ~
General Parameters E'Value jj‘y '\Tj
Max target

uences

seq Select the maximum number g aligned 5eq|17e5 o dlga‘,aa. 4 Z“
Short queries Automatically agflist pargrfieters for short input sequences @
Expect threshold

Word size e
Maxmatchesin | [7]@

a query range

Scoring Parameters
Match/Mismatch 1.2
= e —¥. F—HORa7
Gap Costs [ Linear v | S

Filters and Masking

Filter Low complexity regions @ 7’( } 119 IJ :/ 7‘ 0) 1§ FH

[ Species-specific repeats for: [ [Ashbya] aceris (nom. inval.) v |@

Mask Mask for lookup table only @
D Mask lower case letters @

BLAST Search database nt using Megablast (Optimize for highly similar sequences)

:I Show results in a new window W

4

FOLLOW NCBI
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m National Library of Medicine

National Center for Biotechnology Information

BLAST ® » blastn suite » results for RID-HT7645MB016 Home RecentResults Saved Strategies Help

o Important update
The core nucleotide database (core_nt) is now the default nucleotide BLAST database. Learn more about core_nt.

Save Search Search Summary v @ How to read this report? & BLAST Help Videos *DBack to Traditional Results Page

Job Title gi|295882026/gb|HM017965.1| Shigella dysenteriae... Filter Results
RID HT764SMBO16 Search expires on 10-27 15:39 pm Download All v
Program BLASTN@ Citation v Organism only top 20 will appear D exclude
Type common name, binomial, taxid or group name ‘
Database nt See details v ‘ yp ) \ group
=+ Add organism
Query ID lcl|Query_4054675
Description gi|295882026|gb|HM017965.1| Shigella dysenteriae Shigz .. Percent Identity E value Query Coverage
Molecule type dna | | to ‘ ‘ ‘ to ‘ ‘ ‘ to ‘ ‘

Query Length 954
Other reports Distance tree of results MSA viewer @ m
Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download ~  Select columns ~ Show e
select all 100 sequences selected GenBank Graphics Distance tree of results ~ MSA Viewer
Max = Total Que E Per.
Description Scientific Name b Acc.Len  arcession
- Score Score Cover value |dent - !
geneg fastald, FRFIENDEH =R DEEF MR IR T
Shigella d dysentenae Shiga toxin subunit A (stxA) gene,_partial cds Shigella dysent... 1762 1762 100% 0.0 100.00% 955 HMO17965.1
Escherichia coli 0157:H7 strain ME 1092-2 chromosome, complete genome Escherichia col... 1746 1746 99% 0.0 100.00% 5607499 CP0383258.1
Escherichia coli strain ST130 chromosome, complete genome Escherichia coli 1746 1746 99% 100.00% 5074423 CP043478.1

Escherichia coli strain RM10410 chromosome, complete genome %@_ﬂélﬁ élt@g% 5']_@3-._ @U}gﬁé%k if‘“qhﬂ 1
Escherichia coli 0157:H7 pv15-279 DNA _complete genome 174 g = |3 %
Escherichia coli 043 str. RM10042 chromosome, complete genome ﬁﬂ% % ?g% ? ﬁnl

Escherichia coli strain 2012C-4502 chromosome, complete genome 1&5&@@@5%?&)\% M% mﬁﬁ?ﬁ&d@ﬂh éim 1

Escherichia coli strain 89-3506 chromosome Escherichia coli 1746 1746 99% 100.00% 5178486 CP027520.1

H Feedback

ESEEEEE
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m National Library of Medicine

National Center for Biotechnology Information

BLAST © » blastn suite Home RecentResults Saved Strategies Help

Important updal:eblastn 'CS% é : &éﬁﬁ E.%,]\

I o The core nucleotide database (core_nt) is now the default nucleotide BLAST database. Learn more about core_nt.

Standard Nucleotide BLAST
blastn blastp blastx tblastn tblastx

BLASTHN programs search nucleotide datab using a nuch

query. more... [ Resetpage ] [ Bookmark ]

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

EEi%EJEEE&%{SMGGAAGAGTCCGTGGGAWAC.Gc.Ac.AATAAAATAnG 2L r g en 63 . fa Sta J 0) EE § IJ % A j]
» gened.fasta

TGGEGGGCAATTCTGATGCGCAGAACTATTAGCAGTGCATGCGTAT 4 To

Or uploadfile (== ) Jrq)LifRENTLERA. ©
Job Title | |

Enter a descriptive fitle for your BLAST search 9

_ Align two or more sequences @ . . . .
T —A2~N—X[EINucleotide collection (nr/nt)]
- () RMA/TS databases _ ) Genomic + transcript databases () Betacoronavirus ( Experimental databases
—— 20 TK12| EARTBE. ThICEHT HEYEN
Escherichia coli K-12 (taxid:83333) exclude — . . .
———————— T~etd — Tl Escherichia coli K-12
E:ﬂ:l:lie [_] Models (xMP) ] Uncultured/environmental sample sequences SU bStr. M G 1 655 (taxi d : 5 1 1 1 45) %E *R —G% é

Choose Search Set
Database (® Standard datab;

+ | Nuclectide collection (nr/nt)

Organism
Optional

Limit to |_| Sequences from type material
Optional

e Ousry | | wizs ezt “Escherichia coli O157:H7 (taxid:83334) %

Optional Enter an Entrez query to limit search @

Program Selection *R lf—t%ﬁ%%tt $§ LTHJ:a
Optimize for If_: Highly similar sequences (megablast) blastn %E*R

R E=BLAST IZ L THEIT

=

2 Feedback
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https://drive.google.com/file/d/1OGvYAQEftfguam_D6Rl1DXFXfa1jMka1/view?usp=sharing
https://drive.google.com/file/d/1OGvYAQEftfguam_D6Rl1DXFXfa1jMka1/view?usp=sharing
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Escherichia coli K-12 M#: 8

m National Library of Medicine

National Center for Biotechnology Information

BLAST @ :» blastn suite » results for RID-HTMJ4V4T016 Home Recent Results Saved Strategies Help

0 Important update
The core nucleotide database (core_nt) is now the default nucleotide BLAST database. Learn more about core_nt.

Save Search Search Summary v @ How to read this report? @3 BLAST Help Videos *DBack to Traditional Results Page

I € Your search is limited to records that include: Escherichia coli K-12 (taxid:83333)

Job Title gi|295882026/gb|HM017965.1| Shigella dysenteriae... Filter Results

RID HTMJ4AVATO16 Search expires on 10-27 19:28 pm Download All v Percent Identity Evalue Query Coverage
Program © Citation v ‘ ‘ to ‘ ‘ ‘ ‘to ‘ ‘ ‘ ‘ to ‘ ‘
Database nt  See details v m
Query ID lcl|Query_7011787

Description gi|295882026|gb|HM017965.1| Shigella dysenteriae Shiga .

Moleculetype dna
Query Length 955
Other reports (2]

A No significant similarity found. For reasons why,click here

FOLLOW NCBI
-
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Escherichia coli O157:H7 M#E 8

m National Library of Medicine

National Center for Biotechnology Information

Organismé& L TEscherichia coli O157:H7

BLAST © » blastn suite » results for RID-HTNBCTM9013

o Important update
The core nuclectide database (core_nt) is now the default nucleotide BLAST database. Learn more about core_nt.

Save Search Search Summary v

@ How to read this report?

I €) Your search is limited to records that include: Escherichia coli 0157:H7 (taxid:83334)

Home

D BLAST Help Videos

Recent Results

Saved Strategies

“JBack to Traditional Results Page

Help

Job Title gi|295882026|gb|HM017965.1| Shigella dysenteriae... Filter Results
RID HTNBCTMS013 Search expires on 10-27 19:41 pm Download All v
Program BLASTN @  Citation v Organism only top 20 will appear D exclude
Database 0t See details v Type common name, binomial, taxid or group name
=+ Add organism
Query ID lcl|Query_7697603
Description gi|295882026/gb|HM017965.1| Shigella dysenteriae Shiga .. Percent Identity E value Query Coverage
Molecule type dna to to to
Query Length 955
Other reports Distance tree of results MSA viewer @ m
Graphic Summary Alignments Taxonomy
Sequences producing significant alignments Download Select columns Show e
select all 100 sequences selected GenBank Graphics Distance tree of results ~ MSA Viewer
Desciption Scientife Mame Shg?r(e ;s;arle gz\?e?; vaIEue Izz;t Acc. Len Accession
- v - - -
Escherichia coli 0157:H7 strain ME 1092-2 chromosome, complete genome Escherichia coli... 1705 1872 98% 0.0 100.00% 5607499 CP038328.1
Escherichia coli 0157:H7 pv15-279 DMA, complete genome Escherichia coli... 1705 2198 98% 0.0 100.00% 5598155 AP0D18488.1
Escherichia coli 0157:H7 strain 611 chromosome, complete genome Escherichia coli... 1700 1863 98% 0.0 99.89% B477691 CPO38428.1
Escherichia coli 0157:H7 strain 2571 chromosome, complete genome Escherichia coli... 1700 1868 98% 0.0 99.89% 5572326 CP0384251
Escherichia coli O157:H7 strain ATCC 35150 chromosome, complete genome Escherichia coli... 1700 1863 93% 0.0 99.89% 5458302 CPO384051
="
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Escherichia coli O157:H7 str. Sakai DNA, complete genome ED 7 SA 2 A+

Escherichia coli 0157:H7 str. Sakai DNA, complete genome
Sequence ID: BA0DD007.3 Length: 5498578 Number of Matches: 1

Range 1: 2924907 to 2925851 GenBank Graphics

Score

1740 bits(942)

e ey oiason) Gm.@— O157 DEEHI AV $H

Query
Sbjct
Query
Sbjct
Query
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Query
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Query
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Query
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Sbjct

Query

1
2925851
61
2025791
121
2925731
181
2925671
241
2925611
381
2925551
361
2925491
421
2925431
4381
2925371
541
2925311
681
2925251
661
2925191
721
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| I
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|
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|

|
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||| 4 111
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[1] [1111] [L1LITLL]
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T
ELELERLLRLETLITLtny
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A

I
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[
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|

G
TGGTGACAGTAG
LILETTLETTL
G

|
A
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I [111 I [LLELLENTET
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| [l [l ILLETLILT
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GA
CLLEEEEELEERR L ettt
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:D—:D I — 1=

T
[l
AAATCG T
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T
|
T
c
I
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T
|
T
c
I
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cT
[l
cT
CATTCG
[
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TGACGCAGTCTGTG
IIIIIIIII [11]
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A
|
A
C
I I
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C

|

C

C T

I |

TA CTG T
TTACGGTTTGTTACTGTGACAGCTGAAGCTTTACGTTTTCGGCAAATACAGAGGGGATTT

TTACGGTTTGTTACTGTGACAGCTGAAGCTTTACGTTTTCGGCAAATACAGAGGGGATTT

CGTACAACACTGGATGATCTCAGTGGGCGTTCTTATGTAATGACTGCTGAAGATGTTGAT

||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
GTACAACACTGGATGATCTCAGTGGGCGTTCTTATGTAATGACTGCTGAAGATGTTGAT

CTATCATGGACAAGAC

TGA
PULTEETLERLITTIT]
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CELCEEEREEEEEEE e e et I
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2025732
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%9’24907-2925851 (99%)
1267320—1267903 (66%)
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National Library of Medicine | a

Mational Center for Biotechnology Information

shimizub455@gmail... ‘

[Escherichia coli«(taxid:562) 1% ExcludeL T. nr7 —4" =X X L TIRE

Standard Protein BLAST

blastn m blastx tblastn tblastx

BLASTP programs search protein databases using a protein query. more...

Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) @ ciear Query subrange @

RGFRTTLDDLSGR A . ‘E
SYWMTAEDVDLTLNWGRLSSVLPDYHGODSVRVGRISFGSINAILGSVALILNCHHH From l:l p rote I n 3 fa Sta J Jc R
ASRVARMASDEFP v ’
SMCPADGRVRGTHNKILWDSSTLGAILMRRTISSACY A To |:|

Or, upload file |eE..| JrLERENTVERA. @ > DrOtein3 faSta

Job Title [ ADGA6725 1 Shiga toxin subunit A, partial __ |
Enter a descriptive title for your BLAST =earch 9

1 Align two or more sequences @

Choose Search Set

Databases (@ Standard databases (nretc.): @1’) Experimental databases L =l E T A= e T AR Q
For more info see What is clustered nr?

Compare [ select to compare standard and experimental database @

[ Mon-redundant protein sequences (nr) v @

0 i m— —

Gr:;;::l;lsm & | Escherchia coli (taxid:562) ) {18 exdude -

Enter organism c F . Of tax id. Only 20 top taxa will be shown r S A}
o lexclude |TRAZ=D1)vH
Exclude [ ] Madels (XMIXP) ] Mon-redundant RefSeq proteins (WP) [ Uncultured/environmental sample sequences

= Escherichia coli (taxid:562)

[ Reset page ] [ Bookmark ]

Program Selection === \
Algorithm ( Quick BLASTP (Accelerated protein-protein BLAST) j: H’}]]_ @ EE ﬁlj %l B/% ll C *ﬁ %

@ blastp (protein-protein BLAST)

(_ PSI-BLAST (Position-Specific Iterated BLAST)

() PHI-BLAST (Pattern Hit Initiated BLAST)

(_ DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)
Choose a BLAST algorithm 9

Search database nr using Blastp (protein-protein BLAST) r B LASTJ % ?$ t/ —C % ?___r

|_| Show results in a new window
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https://drive.google.com/file/d/1d7VuYCK3Q2vE8SPZ9sqsmN3b1J74mc01/view?usp=sharing
https://drive.google.com/file/d/1d7VuYCK3Q2vE8SPZ9sqsmN3b1J74mc01/view?usp=sharing

EMigZzRO Iz (6)

Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download
select all 100 sequences selected GenPept Graphics Distance tree of results
Desu:ription Scientifc MName Max | Total | Query E
Score Score Cover value
Shiga toxin subunit A [Shigella dysenteriae] 15N E 35 J i ( 'l’J\ I % Mgella dysent... 644 G644 100% 0.0
Shigatoxn Stc1a subunitA [Enterovecteniaceael T S =~ [ / \79_ (Hﬁ Wﬁ%g_ 636 636 99% 0.0
Shiga toxin subunit A [Shigella dysenteriae 1617) Shigella d .. B3 B36  98% 0.0
Shiga toxin Ste13 subunit A [Escherichia] Escherichia 636 636 99% 0.0
AN A ] =
TPA: Shiga toxin Stx1 subunit A [Shigella sonnei] j/* /5i\ J*Il Shigella sonnei 635 635 99% 0.0

RechMame: Full=Shiga-like toxin 1 subunit A; Short=SLT-1 A subunit; Short=5LT-1a; Short=SLT-a; AltNa... Enterobacteria

Shiga toxin St subunit A [Shigella sonnei] Shigella sonne

0

Shiga toxin Ste1 subunit A [Shigella sonnei] Shigella sonne

0

shiga toxin A protein [Shigella dysenteriae] Shigella dysent ..
unnamed protein product [Shigella dysenteriae] Shigella dysent
Shiga toxin St1a subunit A [Shigella sonnei] Shigella sonne

higa toxin St«lc subunit A [Shigella sonnei) Shigella sonne

Chain A, SHT cytotoxin A subunit [Shigella dysenteriae] Shigella dysen

Shiga toxin subunit A [Shigella dysenteriae] Shigella dysen

Chain A,_SHIGA TOXIM A SUBUNIT [Shigella dysenteriae] Shigella dysen

A-MGR fusion protein [synthetic construct] synthetic constr_ ..

higa toxin Stkle subunit A [Enterobacter cloacae] 7 D 7jj I/T D / \7@

|l.'J'J

()

higa toxin subunit A [Shigella sonnei] Shigella sonnei

A1-GMCSF chimeric protein [synthetic construct] synthetic constr...

Shiga toxin subunit A [Shigella sonnei] Shigella sonnei

)

higa toxin subunit A [Shigella sonnei) th |la sonnei

EEEEEHEEEEEEEEEEEEEEEEE
E-

Ste1A subunit [Escherichia phage GERZ)

Shiga toxin subunit A [Salmonella enterica subsp. enterica serovar S Qenﬂen-.yg}l/:E '/7 i Salmonella ent. ..
B = ~s~
KGEI7—Y (LT %00

Fop

a
=53

en

587
584
583
562
528
520
519
4489
432
418

G35 &85

%4

Multiple

Per.
Ident
v
100.00%
100.00%
100.00%
90.68%
99 68%

[f=]

10

Acc.

Len
b

318
315
318
315
315
31

r||

L?IIQ%
’&’—4’5@’@\ =/ \NGTYF
-EFEY

ES

(DB

Accession

ADGHE725.1

Select columns ~ Show (7]

alignment MSA Viewer

WP_000691354.1

AHAR4B53.1

WP_000691356.1

HCS52038454 1

= n ==
B2

A ILR)DEIETA
O157(zEY AT =

584

587
5B4
583
562
528
520

519

432
418

92%

91%
90%
92%
99%
82%
82%
T9%
69%
B6%
G4%

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
3e-157
1e-150

4e-145

100.00%
100.00%
98.30%
86.03%
99.62%
98.09%
100.00%
100.00%
100.00%
100.00%

290
287
308
315
261
382
254
220
212
207

Pl S

EFX7628009.1

1DMO_A
AXF54437 1

EHABE52457 .1
ABMIT743.1
EHABE48159.1
EDGET73IZ2045.1
EHABE52363.1
AVD99056.1

WP_095907599.1
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— https://genomevolution.org/coge/

| Q advanced: My Data Tools » Help* Login

Organisms: 21,959 Genomes: 58,640 Features: 4,249,683,030 Experiments: 13,142

New to CoGe? Latest News

CoGe is a platform for performing Comparative Genomics research. It provides an open- CoGe Leadership Change

ended network of interconnected tools to manage, analyze, and visualize next-gen data.

Get started Create an Account Tutorials Documentation FAQ

Tools

igi:  OrganismView
% Search for organisms and get an overview of their genomic make-up.
e Example - Documentation

o EPIC-CoGe

oy Visualize genomes and experiments using a dynamic, interactive genome
browser.
Example - Documentation

CoGeBlast

Blast sequences against any number of organisms in CoGe.
Example - Documentation

Example - Documentation

SynMap3D
Compare any three genomes to identify regions of synteny.
Example - Documentation

SynFind

o R TN SIS U DU PR S N P —

)

5 SynMap
l,\'“ Compare any two genomes to identify regions of synteny.
DY

May 1, 2021

Flash-free GEvo Update
Mar 4th, 2020

Flash-free GEvo Update
Feb 18th, 2020

Hardware Update
Sept 16th, 2019

50,000 Genomes in CoGe
Aug 1st, 2019

...more._..

Worldwide Usage

Tutorials
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https://genomevolution.org/coge/
https://genomevolution.org/coge/

T ) LD

cnae |Seafch database

| Q advanced » My Data Tools » Help» Login

Genomes: 58,640 Features: 4,249,683,030

Organisms: 21,959

New to CoGe?

CoGe is a platform for performing Comparative Genomics research. It provides an open-
ended network of interconnected tools to manage, analyze, and visualize next-gen data.

Get started Create an Account Tutorials Documentation FAQ

Tools

R - ::  OrganismView
: . Search for organisms and get an overview of their genomic make-up.
e Example - Documentation

o EPIC-CoGe

.

Pt o Visualize genomes and experiments using a dynamic, interactive genome

browser.
A4ld

- Documentation

E £s against any number of organisms in CoGe.
Example - Documentation

Ny SynMap

Compare any two genomes to identify regions of synteny.
Example - Documentation

SynMap3D
o\ Compare any three genomes to identify regions of synteny.
= Example - Documentation

SynFind
Search CoGe's annotation database for homologs.

Example

GEvo

i Compare sequences and genomic regions to discover patterns of genome
evolution.
Example - Documentation

Experiments: 13,142

Latest News

CoGe Leadership Change
May 1, 2021

Flash-free GEvo Update
Mar 4th, 2020

Flash-free GEvo Update
Feb 18th, 2020

Hardware Update
Sept 16th, 2019

50,000 Genomes in CoGe
Aug 1st, 2019

-..more.__.

Worldwide Usage

Tutorials

LU [ |
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g

Visualizing variation in GC content and links for syntenic gene analyses
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ELEFORE (1)

cnae | | Q advanced. My Data Tools »

CoGeBlast provides an interface to blast any genome within CoGe and view tabular and graphical results. More. .

Se,em::mmms Escherichia Coli O157:H7 strain Sakai- - -

o e caiown | (R E CTANT DEEMMNIRTEND)

Matching Organisms (31) Selected Genomes (1)
Escherichia coli O157:H7 strain EC8E9 A  Escherichia coli 0157:H7 strain Sakai substrain RIMD 0509852 (id 18838 NCBlunmaskedvz) »~
Escherichia coli 0157:H7 strain EDL933
Escherichia coli 0157:H7 strain FRIK2000
Escherichia coli 0157:H7 strain G5101
Escherichia coli 0157:H7 strain LSU-61
Escherichia coli 0157:H7 strain Sakai substrain RIMD 0509952
Escherichia coli 0157:H7 strain TW14359
Escherichia coli 0157 HT strain TW14588 v v

ﬁ%n j : = Remove all B save * Import Motebook
NCBI (|d18838]u2unmasked55944??nt ﬁ)ﬁo)bg/AgL*RL_t r+Ade

MNCBI: (id 4234) v1 unmasked 5594 477nt

© Genome Info +Addau _CJ:@E1 I“ )\’h'é

LAST Parameters Protein |Z21ERY S &, tblastnAMRTRSND
I e BEELIICERLTIRRT HFIE)
rNuc;'if?t?tide uence & EiRY L. EE Dblastn

Exist =r‘$ M Exte
Color Blast Hits A

A&ttt NiEEIE. TQuery Sequencel&

® None |m|t Tesms to:
(O Query Sequence
S, LT <Fgenes fasta (152 E5) EANTS

Compositional adjustments: Composition-based statistics

Help*» Login

sy protein3.fasta —DOTFDIRun CoGe BLAST |41 w%

a dysenteriae]

MKIIFRYLTFFFVIFSVNVVAKEFTLDF YVDSLNVIRSAIGTPLQTISSGGTSLLMIDSGTGDN
LFAVDVRGIDPEEGRFNNLRLIVERNNLYVTGFVNRTNNVFYRFADFSHVTFPGTTAVTLSGDSSYTTLQ
RVAGISRTGMQINRHSLTTSYLDLMSHSGTSLTQSVARAMLRFVTYVTAEALRFRQIQRGFRTTLDDLSGR

SYVMTAEDVDLTLNWGRLSSVLPDYHGQDSVRVGRISFGSINAILGSVALILNCHHHASRVARMASDEFP
SMCPADGRVRGITHNKILWDSSTLGAILMRRTISSACY
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BIEFORE (2)
CoGe |

| Q advanced »

My Data Tools » Help» Login
HSP Count hide
Query Seq Escherichia coli O157:HT strain Sakai substrain RIMD 0509952 (NCEIl unmasked v2)
ADGE6T25.1 Shiga toxin subunit A, partial [Shigella dysenteriae] (315nt) 2
Total 2
Total Number of Hits: 2
Genomic HSP Visualization hide

Escherichia coli ©157:HT strain Sakai substrain RIMD 0509952
(NCBI unmasked v2)

Enlarge

Chr: 1

P

I I §eee "7'/AJ:0)’ELLIE75

Generate List of Matching Genomes
<

RIRSND

REIEWLNT /L
HSP Table hide 7&-7 1) “Jb L,—Ci% 7~

Org Chr Position +« HSP#
D ADGEE7Y25.1 Shiga toxin subunit A, partial [Shigella

. Closest Genomic
E-value uali
2L Feature

dysenteriae] Escherichia coli 0157:H7Y strain Sakai substrain RIMD 0509952 (MCBIl unmasked v2) 1 2825716 1 0.0 99.1% BAB363487 .1

O ‘;E;i?;f;e; Shiga toxin subunit 4, partial [Shigella - £o o enia ol 0157:H7 strain Sakai substrain RIMD 0509952 (NGBl unmasked v2) 1 1266965 2 8e-102 53.8% BAB34622.1

+ Select All = Select None Send selected to:  GEvo v GO 7 Change Viewable Columns

Download
Data Files Analysis Files
HSP Data SQLite DB file

Query HSP FASTA File Blast file for Ezscherichia coli 0157:HT strain Sakai substrain RIMD 05095852 (NCBI unmasked v2)
Subject HSP Protein FASTA File

Subject HSP DNA FASTA File

Alignment File

Log File
Lo

Regenerate this analysis: https://genomevolution org/rf1g7xt

CoGeBlast provides an interface to blast any genome within CoGe and view tabular and graphical results. More. ..

E -
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EBREFORE (3)

cnne |Search database

Genomic HSP Visualization hide

Escherichia coli ©157:HT strain Sakai substrain RIM
(NCBI unmasked v2)

Enlarge

Chr: 1

[ [
i i

Generate List of Matching Genomes
<

HSP Table nide
Query Seq -

D ADGEE725.1 Shiga toxin subunit A, partial [Shigella Ec

dysenteriae]
O ADG56725.1 Shiga toxin subunit A, partial [Shigella =
dysenteriae] 7
+ Select All = Select None Send selected it

Download

Data Files

HSP Data

Query HSP FASTA, File

Subject HSP Protein FASTA, File
Subject HSP DNA FASTA File
Alignment File

Analysis Files
SQLite DB file
Blast file for Escherichia coli 0157:H

Regenerate this analysis: https://genomevolutic

Tools » Help» Login
Feature Information %

Mame(s).
CoGe Links:
Length:
Location:
Dataset:

Genome:

Organism:

Genomic Sequence:
DMA content:
Wobble content:

Additional Metadata
codon_start:
db_xref:

inference:
note:

product:
transl_table:

FID:345059678 , BAB36397 1 , ECs2974

CoGeBlast , Fasta , GenomeView , SynFind |
Feat\iew

948 nt
Chr 1 2,924,769-2,025.716 (-1) -
complement(2924769..2925716)
BA0O00007.gbk (v2)

Escherichia coli O157:HT strain Sakai substrain
RIMD 0509952 (v2) gid: 166386

Escherichia coli O157:H7 strain Sakai substrain
RIMD 0509952

unmasked
GC: 41.46% AT 58.54%
GC: 32.28% AT- 67.72%

1-

G0 13362443~

non-experimental evidence, no additional details
recorded-

Shiga toxin | subunit A precursor,identical to Shiga
toxin | subunit A precursor [Shigella dysenteriag]
Qi|134537|5p|P10149|SLTA_BPH30-

Shiga toxin | subunit A precursor-

11

CoGeBlast provides an interface to blast any genome within CoGe and view tabular and graphical results. More. ..

CoGe NCBI

ai substrain RIMD 0509852 (NCEIl unmasked v2)

2
2
. Closest Genomic
ilue uali
2L Feature
99.1% BAB36397 1
53.8% BAB34628 1
@ Change Viewable Columns
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5 J LOWER Y IO (1)

| Q advanced » My Data Tools » Help» Login

Organisms: 21,959 Genomes: 58,640 Features: 4,249,683,030 Experiments: 13,142

New to CoGe? Latest News

CoGe is a platform for performing Comparative Genomics research. It provides an open-

i - ) CoGe Leadership Change
ended network of interconnected tools to manage, analyze, and visualize next-gen data.

May 1, 2021

Get started Create an Account Tutorials Documentation FAQ

Tools

il : ::  OrganismView
: Search for organisms and get an overview of their genomic make-up.
e Example - Documentation

- EPIC-CoGe
g s Visualize genomes and experiments using a dynamic, interactive genome
browser.
Example - Documentation

2 CoGeBlast

‘@’ Blast sequences against any number of organisms in CoGe.
Example - Documentation

SynMap
ompare agy#Vo genomes to identify regions of synteny.

Example - Documentation

SynMap3D
o\ Compare any three genomes to identify regions of synteny.
= Example - Documentation

SynFind
Search CoGe's annotation database for homologs.

Example

GEvo

‘ Compare sequences and genomic regions to discover patterns of genome
evolution.

Example - Documentation

Flash-free GEvo Update
Mar 4th, 2020

Flash-free GEvo Update
Feb 18th, 2020

Hardware Update
Sept 16th, 2019

50,000 Genomes in CoGe
Aug 1st, 2019

...more. ..
Worldwide Usage
Tutorials
(LU [
razone brazanc brazane brazsnc brazene bazrax Frzea braza [t b o
;s @ e & ae

Visualizing variation in GC content and links for syntenic gene analyses
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SynMap generates a syntenic dotplot between two organisms and identifies syntenic regions. More...

e iahia S0l RS substr. MG1655  Escherichia Coli O157:H7 strain Sakai- -

| Q advanced »

My Data Tools » Help»

Organism 1: | Escherichia Coli K12 | [a  Organism 2: |Escherichia Coli 0157 | fa
Organisms: (12} Organisms: (35)
Escherichia coli K12 strain K-12 substrain DH10B (id24289) s Escherichia coli ©157:H7 strain G5101 (id34762)
Escherichia coli K12 strain K-12 substrain MG1655 (id24290) Escherichia coli ©157:H7 strain LSU-61 (id34756)
Escherichia coli K12 strain K-12 substrain NCM4139 (id28907) Escherichia coli O157:H7 strain Sakai substrain RIMD 0509952 (id24282)
Escherichia coli K12 strain K-12 substrain NCM4287 (id28908) Escherichia coli ©157:H7 strain TW14359 (id30345)
Escherichia coli K12 strain K-12 substrain NCM42989 (id28902) v Escherichia coli ©157:H7 strain TW14588 (id24283)
Genomes: unmasked (v2,id4242) v CDS ~ Genomes: unmasked (v2,id18838) ~ CDS v
Description: Escherichia coli K12 strain K-12 substrain MG1655 (v2, id4242): unmasked Description: Escherichia coli O157:H7Y strain Sakai substrain RIMD 0509952 (v2, id18838). unmasked
e Elal:ieri_a; F_'roteobal:teria; Gammaproteobacteria; Enterobacteriales; Enterobacteriaceae; OO Elal:teri_a; F_'roteobal:teria; Gammaproteobacteria; Enterobacteriales; Enterobacteriaceae;
Escherichia Escherichia
Source: CoGe Source: MCBI
Dataset: T122-structural-annotations.gff Dataset: AB011548 gbk: LOCUS: ABO11548, ACCESSION: AB0O11548, VERSION: 2
Chromosomes: 1 Chromosomes: 3
DMA content. GC: 50.79%, AT. 49.21%, N: 0%, X 0% DMA content: GC: 50.48%, AT: 49.52%, M: 0%, X 0%
Total length: 4639 675 Total length: 5,594 477
Contains
plasmid

[Generate SynMap1&5')v%

Login

Need help?
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| Q advanced »

m Legacy Version

Escherichia coli K12 strain K-12 substrain MG 1655 (v2)

s

1

Escherichia coli ©157:H7 strain Sakai substrain RIMD 0509952 (v2)

pla..

My Data Tools »

Help»

Login

Point Selection
|_ No Point Selected |
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Doolittle 5 (C KD EGFOFRR

- R. F. Doolittle, M. W. Hunkapiller, L. E. Hood, S. G. Devare, K. C.
Robbins, S. A. Aaronson, and H. N. Antoniades, “Simian sarcoma
virus onc gene, v-sis, is derived from the gene (or genes) encoding
a pl)laﬁlet—derived growth factor”, Science, 221, 275-277 (1983).
July

o N EGFD—TETHDIT)LAREDA)LADH AELFV-SisOEY) & & ~odn
/MR EREIBYEXFPDGF BEHD 7 = BERCHI DFE 4 DIEE
o HELGFDEMMEIERFZ4ERKL. HigDIFIEZ/EE T D
o IBSEEKIF &1 AL & DR Z RIE
o EERTIIRL, O EI—FICKDEHIFBMNMARZR(C KD
— Doolittle5 (&, ZHbiF, 7= BA5I7—IXR—-X =Bk
Z D@ DI - - -
— H. N. Antoniades and M. W. Hunkapiller, “Human platelet-

derived growth factor (PDGF): amino-terminal amino acid
sequence”, Science, 220, 963-965 (1983). May 27

. PDGF@@E?UJ&EGD AXHHERIND

~ Doolittlen 55 —HX—R7%&{E > THATL TLI\/ZWaterfield(d.
AntoniadesDiw Xz R CRiE%TE
M. D. Waterfield, “Platelet-derived growth factor is structurally Russell F. Dooiittle
related to the putative transforming protein p28sis of simian
sarcoma virus”, Nature 304, 35-39 (1983). July 7
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HIVRRED 1 JLADsis & 185iEEFPDGF

H )L
B (v-sis.fasta) DHREQAY

Graphic Summary Alignments Taxonomy

NIED A )L ADV-sisiBELFH HE]

BRSNHIINY
—RREEITLTE fohé‘f‘*%

BLASTT., T4/ MDFEFRREE

Sequences producing significant alignments

Download ~

Select columns ~ Show (2]

select all 100 sequences selected GenPept Graphics Distance tree of results  Multiple alignment MSA Viewer
Descrpion SUBNUICNSMS | (LC Ccors Cover vaiwe | ldent | Len  Accession
- - - - - v

Rechame: Full=PDGF-related-transforming protein sis; Althame: Full=p28sis Woolly monkey sarcoma ... Woolly monkey ... 466 466 100% 3e-165 100.00% 226 PO11281

hypothetical protein WMSV gpa Woolly monkey sarcoma virus] Woolly monkey ... 464 464 100% 4de-164 100.00% 271 YP_ 001165471.3
platelet-derived growth factor subunit B isoform X1 [Cebus imitator] Cebus imitator 435 435 989% de-153 94.20% 241 XP_ 0174000724
platelet-derived growth factor subunit B [Aotus nancymaae] Aotus nancymaae 434 434 99%  8e-153 94.20% 241 XP 0123144081
Platelet-derived growth factor subunit B [Plecturocebus cupreus] Plecturocebus ... 432 432 099% 1e-151 9375% 241 KALOG25384.1
platelet-derived growth factor subunit B [Saimiri boliviensis boliviensis] Saimiri bolivien... 429 429 99% 8e-151 92.86% 241 XP 0039329041
platelet-derived growth factor subunit B isoform X1 [Callithrix jacchus) Callithrix jacchus 427 427 99% 6e-150 9286% 241 XP 0089776783
PDGFB isoform 4 [Pan troglodytes] Pan froglodytes 426 426 100% 1e-149 92.04% 226 PMI48831.1
platelet-derived growth factor subunit B isoform 2 [Homo sapiens] Homo sapiens 100% 2Ze-149 9159% 226 MNP 1489371

platelet-derived growth factor 2 [Homo sapiens]

platelet-derived growth factor subunit B isoform X1 [Macaca fascicularis] Macaca fascicui.

platelet-derived growth factor subunit B [Macaca mulatta] Macaca mulatta

platelet-derived growth factor beta polypeptide [synthetic construct] synthetic constr...

platelet-derived growth factor subunit B isoform 1 preproprotein [Homo sapiens] Homao sapiens

CE < N<B<N<E<H<EE<E<E<II

PDGFE isoform 4 [Pongo abelii]

—BxR

Pongo abelii

FAEOD—

424
424
423
422

424
424
423
422

97 5%
99%
99%
99%
100%

Tv#ﬂw@m%‘cm ﬂéiﬁ’ﬁlﬁ@@I@F Bfﬁ



https://drive.google.com/file/d/1E8qnbyeLJKTG0da1qQ6gkqixMVOqnJbf/view?usp=sharing
https://drive.google.com/file/d/1E8qnbyeLJKTG0da1qQ6gkqixMVOqnJbf/view?usp=sharing
https://drive.google.com/file/d/1E8qnbyeLJKTG0da1qQ6gkqixMVOqnJbf/view?usp=sharing

HIVRRED 1 JLADsis & 185iEEFPDGF

HILRAEYAILADSsisEARFHILDI
SERIFPDGF BEHED T T4 A B

X Download v  GenPept Graphics

platelet-derived growth factor subunit B isoform X1 [Cebus imitator]
Seqguence ID: XP_017400072.1 Length: 241 Number of Matches: 1
See 3 more title(s) ¥ See all Identical Proteins(IPG)

Range 1: 18 to 241 GenPept Graphics

Score Expect Method Identities Pasitives Gaps

m/viR

435 bits(1119) 4e-153 Compositional matrix adjust. 211/224{94%) 220/224{98%) 0/224(0%)

Query 3 LTWOGDPIPEELYKMLSGHSIRSFDOLQRLLOQGDSGKEDGAELDLNMTREHSGGELESLA 62

++ +G0OPIPEELY+MLSGHSIRSFODLOQRLLOGDSG+EDGAELDLNMTRSHSGGELESLA

Sbjct 18  VSAEGDPIPEELYEMLSGHSIRSFDDLOQRLLOGDSGEEDGAELDLMMTRSHSGGELESLA 77

Query 63 RGKRSLGSLSVAEPAMIAECKTRTEVFEISRRLIDRTHNANF LVWPPCVEVOQRCSGCCHNNR
RG+RSLGSLSVAEPAMIAECKTRTEVFEISRRLIDRTNANFLVWPPCVEVORCSGCCNNR
Sbijct 78 RGRRSLGSLSVAEPAMIAECKTRTEVFEISRRLIDRTNANF LVWPPCVEVORCSGCCNNR

122
137

Query 123 MNVQCRPTOVOLRPVOVRKIEIVRKKPIFKKATVYTLEDHLACKCEIVAAARAVTRSPGTSD 182

NVQCRPTOVOLRPVOVRKIEIVRKKPIFKKATVTLEDHLACKCE +AAARAVTRSPG+50Q

Sbjct 138 MNVQCRPTOVOLRPVOVRKIEIVRKKPIFKKATVTLEDHLACKCETMAAARAVTRSPGSSQ 197

Query 183 EQRAKTTQSRVTIRTVRVRRPPKGKHRKCKHTHDKTALKETLGA 226
EQRAKT Q+RVTIRTVRVRRPPEKGKHRK KHTHDKTALKETLGA
Sbjct 198 EQRAKTPQTRVTIRTVRVRRPPKGKHRKFKHTHDKTALKETLGA 241

K ig

PDGFZBAKICHAELTEERFO LIRS FEL ., MADIBIEZSISHEIT

HILARBEDVAILADBEEDEELEF (PDGF-B) #HY:AL
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ahes 4-1

IGF1 (> RY kR EREF1) (& . flignsd.
SRR (CRG T DEERIIDETHD, OFHRITS
DIGF1Dfes)Zigfl-whale.fastalCEULNTCLYD ., CNEBTE
AeHZEDEDICEDKDIREDNH DN, BLASTIRZR T
NCHKXD,

BIZIE. UTDEILGEDIEHEIMNARTHKD,
Balaenoptera acutorostrata - 2297925

Mesoplodon densirostris - 37/\9¥5

Tursiops truncatus - /\> KA LA

Camelus bactrianus - 7237544

Lipotes vexillifer - A2 XA 4L A

Hippopotamus amphibius kiboko - 737\

Odobenus rosmarus divergens - A4 F

Ceratotherium simum simum - > A4A

Enhydra lutris kenyoni - 7 =717 Y

REDOEWIERE. KHFRAETDOEENU TSRS HD
AL EERIZO DT ITHREE L E EEY) (£95,000 8 FRIICHEBOHEEZDLD)
KA FITHEIGLE=EMESL THEEN U TS RTEEEN H D
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https://drive.google.com/file/d/1rkaL4-txLmbAd10SmgUTGfhXCAFi6Gel/view?usp=sharing
https://drive.google.com/file/d/1rkaL4-txLmbAd10SmgUTGfhXCAFi6Gel/view?usp=sharing
https://drive.google.com/file/d/1rkaL4-txLmbAd10SmgUTGfhXCAFi6Gel/view?usp=sharing

arid 4-1 ()

blastn blastx tblastn tblastx

Enter Query Sequence

Standard Protein BLAST

BLASTP programs search protein databases using a protein query. more... [ Reset page ] [ Bookmark ]

Enter accession number(s), gi(s), or FASTA sequence(s) @ ciear Query subrange @
NKP ~

From - h
TGYGSSSRRAPOTGIVDECCFRSCOLRALEMY CAPLKPAKSARSVRACQRHTDMPK
. “whale.fasta® 7 =/ B&Ec 5]
HLKNTSRGSAGNKNYRM y To

Oruploadfile (g ) 55 ¢ fERanTLERA. @

Job Title [ 1rlA0A3B3YSUTIADA3E3YSUT_BALAS Insulinike .
Enter a descriptive title for your BLAST search '9

| Align two or more sequences @

Choose Search 2

Databases Jandard databases (nr etc.): { ) Experimental databases
Compare | Select to compare standard and experimental database @
Standard
Llataticse + | Reference proteins (refseq_protein) VJ @
Organism Non-redundant protein sequences (nr)

Optional |

RefSeq Select proteins (refseq_selge

Reference proteins (refseq_prote{
Exclude | )

Model Organisms (landmark)

Owptional

| | exclude [Addorganism
ill be shown 9

WP) [ Uncultured/ervironmental sample sequences

UniProtkKB/Swiss-Prot(swissprot)
Patented protein sequences(pataa)
ptein Data Bank proteins(pdb)
agenomic proteins(env_nr)

Program Selecg)
Algorithm

ranscriptome Shotgun Assembly proteins (tsa_nr)

'S
L
—

(_, DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)
Choose a BLAST algorithm 9

Search database refseq_protein using Blastp (protein-protein BLAST)

| Show results in a new window

B Feedback

Note: Parameter values that differ from the default are highlighted in yellow and marked with + sign

<= Algorithm parameters
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TRLHNBH. F£le. ENSDOEMICTHITDI T IOF A=A
SRS )INDEDEENCDWTHERNTHEKLD.

E ~DJ7OF>1E. actin-human.fasta., =A>>&
myosin-human.fastalCi&ELYVTCTLYD,
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https://drive.google.com/file/d/1sCj6hpsypcJXefYWBOgfbg1SU212_hrt/view?usp=sharing
https://drive.google.com/file/d/1sCj6hpsypcJXefYWBOgfbg1SU212_hrt/view?usp=sharing
https://drive.google.com/file/d/1sCj6hpsypcJXefYWBOgfbg1SU212_hrt/view?usp=sharing
https://drive.google.com/file/d/1AIDpmeI9wAXNvdE06LXsKXVEoYRm2G5b/view?usp=sharing
https://drive.google.com/file/d/1AIDpmeI9wAXNvdE06LXsKXVEoYRm2G5b/view?usp=sharing
https://drive.google.com/file/d/1AIDpmeI9wAXNvdE06LXsKXVEoYRm2G5b/view?usp=sharing
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National Library of Medicine

National Center for Biotechnology Information

BLAST® » blastp suite Home RecentResults Saved Strategies Help

I o Important update

The core nuclectide database (core_nt) is now the default nuclectide BLAST database. Learn more about core_nt.

Standard Protein BLAST

blastn m blastx tblastn tblastx

Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) @ ciear Query subrange @
ELPDGQVITIGNERFRCPEALFOPSFLGMESCGHETTFNSIMKCOVDIRKDLYANTVLS A

gGTI'MYPGIADRI.‘QI{EI'I'ALAPSTMKIKIIAPPERKYSW.’BGS}LASLSTFOOMWISK:V From 'ﬂctl n - h u m a n . fa St a 0) 7 E / ﬁg EE glj
EVDESGPSIVHRKCF y To . _ \ = 42
e —Myosin-human.fastalZ 2L\ TH E 4R

Job Title [ SPIP60709JACTB_HUMAN ACTIN, CYTOPLASMIC 1__ |
Enter a descriplive fitle for your BLAST search e

BLASTP programs search protein databases using a protein query. more... [ Resetpage ] [ Bookmark |

__| Align two or more sequences @

D:l:::;z e EC:) $tandard databases (nr etc.): & Experimental databases r U ni P rOtKB/SWiSS- P rOt(SWiSS prOt)J %%*R
Compare | Select to compare standard and experimental database @ multice”ular animals (taxid:33208)§*ﬁi

S [animals]&EA T S EEMD RTINS

Lailzes + 1 UniProtKB/Swiss-Prot(swissprot) v
Organism
Dpt?ma, [ mutticellular animals (taxid:33208) | clude
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown
Exclude [] Models (XMAXP) (] Non-redundant RefSeq proteins (WP) ] Uncultured/emvirohgental sample sequences
Optional

Program Selection reXCIUdejéa—_I‘yg (gﬂ%ﬁ%€
M RSt Postn e st BLAS FRoL 97 51=8)

(C PHI-BLAST (Pattemn Hit Initiated BLAST)
(C DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)

Choose a BLAST algorithm 9

B Feedback

Search database swissprot using Blastp (protein-protein BLAST)

|_| Show results in a new window
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1997 ([CHREIDOHFREN SR UIELES ) LDO—E (&N
%) 1EEASH Putative dinosaur genomic DNA, partial
sequence (GenBank: U41319.1) &UTEERESNTLS,
CDbcsZEU41319.fastalCBEWLVTLWD., IRFIDEYT.
NEBEEHNZEDEDICEDKIDREDHH DN . BLAST
RETHRARNTHELD,
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https://drive.google.com/file/d/1vrbDQUvuNj989foqgWGs3b1DS0qgMS8n/view?usp=sharing
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https://drive.google.com/file/d/1202J5rjoe7YyaxThtbnGiWBxvXomdvPf/view?usp=sharing
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=EE DB

« Staphylococcus epidermidis (Z/& - S/IE)
- Staphylococcus hominis (FZ/E)
- Staphylococcus warneri (FZf&E)
- Staphylococcus saprophyticus (FREE7RE)
- Staphylococcus lugdunensis (FZf&E)
- Staphylococcus haemolyticus (FZ/E)
- Staphylococcus cohnii (FZfE)
- Staphylococcus auricularis (9VHi& - FJE)
- Staphylococcus caprae (ZE(CENY))
« Staphylococcus pettenkoferi (FZ/E&)
- Staphylococcus kloosii (FE(CEH)
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