Fasta
Blast




To FASTA (FAST-All — dnAwver Tn ypriyopn OUYKPION TIPWTEIVWV N
ypniyopn OUYKpIon VOUKAEOTIOiwV) gival  pnxav avadntnong  ng
avTioToixng Miag dobeicag amo To XPNoTn OEIpag PEoO o€ pia Baon
OeQOUEVWV TEIPWV.

2UYKPIVEI TNV EKAOTOTE OEIPA (query string) pe pia ogipd kabe ¢opq,
ETTOMEVWG AVACNTWVTAG VA QVTIOTOIXNOEI TNV query string péoa o€ pia
Baon dedouévwy oeipwy Ba TTpayPatoTroifoel TTOANEG avalnTioEIG.

To FASTA mpayuarotroiei pia avalntnon yia Ttnv eupeor] TOTTIKWYV
avTioToixioewyv (local alignments) pe uwnAn BaBuoAoyia avapeoa oTig duo
UTTO OUYKPION OEIPEG, XPNOIUOTTIOIWVTAG YIO TO OKOTTO aUTO évav Trivaka
avTikataotaons. To FASTA Baoiletal 0TO OTI O€ TTEPITITWON Miag KAANG
TOTTIKNG AVTIOTOIXNONG UTTApXEl TMOavotnTa VA  UTTAPXOUV  KATTOIEC
UTTOOEIPEG Ol OTTOIEC VA TTapoucialouv atroAuTn TadTion.

Mpiv emixeiproel pia xpovofopa BeAtioTotroinuévn avadntnon, 1o FASTA
avagnta avayvwpioelg Aégewv (word hits) avapeoa oTig 0U0 O€IpEG, O
OTTOIEG €ival EVOEIKTIKEC YIa TTIOAVEC AVTIOTOIXNOEIC.



ktup (k tuples) : Mia akepaia Tiun nou opidel To PNKOG TNG AEENG N
on0|a XPNOIMONOIEITAl YIa TNV EUPECH UMOCEIPWV MOU va TauTi(ovTal.
Au&avovTag To pEYEBOG TNG napapeTpou ktup peiwveTal n guaiobnoia,
EMNOUEVWC Kal O aplepoq TWV AnoTeAEONATWV nou divel To FASTA.

o DNA :ktup=4n6

o MNpwTeiveg: ktup =112
(dnAadr) To FASTA avalnTa avTioTOIXNOEIG avAPESa OTIG U0 OEIPEG
Ol OMnoieG Ba_€Xouv TOUAAXIOTOV HNKOG €VOG I OUO  AMIVOEEWV
avtioTolxa). To FASTA dev e€etalel kaBe AsEn nou PBpiokel, aAAa

avadnTa TPNUATa TWV OEIPWV TA ONoia MEPIEXOUV MOAAEG AsEslq, ol
OMOIEC EXOUV MIKPN andoTaon KETa&u Touc.

hot spots : O1 unooeipeg pnkoug ktup, mou €xouv PBpel avTioToIxia
avageoa oTIg duo OUYKprVOJJEVEC; ocIpeC. 2 eva dot plot diadoyika hot
spots evronifovtal oTn diaywvio

diagonal run : Mia ogipa ano kovTiva hot spots otnv idia diaywvio. Ta
keva avapeoa ota hot spots enirpenovTal.




Opiletal o TiTAOG TNG avalnTnong

1. interactive: Ta anoteAéopaTa 6a
EUgavioTouv aTov browser.

2. email: Ta anoteAéopaTa Oa
napadoBouv GTo XpNoTn HECW
email.

Protein Database Query

Eicaywyn Tng aAAnAouxiag oe FASTA

format. AnA. “>6voua aAAnAouyiag
aAAnAouyia”.

M.x.:

>Mus musculus protein sequence

YOUREMRI—___ SEARCHTITLE | RESULTS | PROGRAM DATABASES
[: |Sequeny/ ’interactive V‘ A Protein v
fastx3 — =
fasty3 ¥/ | [UniRef100 =
UniRef90 v
| GAPFENALTIES | SCORES 8ALIGNMENTS|  KTUP/ | DNASTRAND MATRIX
HISTOGRAN
OPEN [-10 »|| sSCORES|s0 ~| |KTUP[2 v| | [none v| | |BLOSUMSO v|
RESIDUE -2 | | ALIGN [50 ~| |HIST|[no v
EXPECTATION EXPECTATION SEQUENCE | DATABASE MOLECULE
UPPER VALUE LOWER VALUE RANGE RANGE TYPE
default v | |START-END| |[START-END|

Enter or Paste a| PROTEIN ¥ | Sequence in any format:

|

b4

Upload a ﬁlezl

I AvaZimon.. ]

[ Run Fasta3 ] [ Reset ]




e PROGRAM : To npoypappa nou Oa xpnoigonoin®si and 1o FASTA. Ol
ENIAOYEC €lval:

fasta :

. avanta napopoleg Ye Tn doBeioa arAnhouxieg peoa ot pia
BiIBAI0ONKN aAAnAouxiwv nNpwTeivwv N DNA.

fastax/y : ouykpivel pia aAnAouxia DNA (peTa@palovtag Tnv) HE TIG
aMnAouxieg nou unapxouv o€ {id BAon O€OOHEVWV  MPWTEIVIKWV
aAAnAouxiwv.

SSEARCH (local)
GGSEARCH (global)
GLSEARCH (global query, Iocal_database)

N

> Other Protein batabases

STEP 2 - Enter your input sequence

Enter or paste 8| PROTEIN + | sequence in any supported format

or Upload @ file. | EmaoyA apxeiou | Atv emAéxBnk. . aviva apyeio.

STEP 3 - Set your parameters

MMMMMM

FASTX the needs of most users.

FASTY

SSEARCH if you want to view or change the default settings )
GGSEARCH
GLSEARCH
STLE W UL YU U

Be notied by emai (Tick this box if you want to be notified by email when the results are avallable)

Use a example sequence | Clear sequence | See more example Inputs

It you use this service, please consider citing the following publication access to

tools from EMBL-EBI update: 2017

Please read the provided Help & Documentation and FAQs before seeking help from our support staff If you have any feedback or encountered any issues please let us
know via EMBL-EBI Support. If you plan to use these services during a course please contact us. Read our Privacy Notice if you are concerned with your privacy and

how we handle personal information




e DATABASES : O1 BA o6nou 6a avalntnBei n avrioTorxn TnG 00Bsioac
aAAnAouxlac.

o DNA FASTA: EMBL, FUNGI, INVERTABRATES, «k.a.,
o protein FASTA: UniProt, UniRef, UniParc, swissprot, pdb, k.d.

2 MailEnable Web Mail: DOXANIE 3 FASTA/SSEARCH/GGSEARCH/GL® X +

< c @ European Bioinformatics Institute [GB] | https://www.ebi.ac.uk/Tools/sss/fasta/

STEP 1 - Select your databases

PROTEIN DATABASES

1 Database Selected X Clear Selection
= [] UniProt Knowledgebase (The UniProt Knowledgebase includes UniProtKB/Swiss-Prot and UniProtkKB/TrEMBL) =
& (@ UniProtkB/Swiss-Prot (The manually annotated section of UniProtKs)

® (] UniProtkB/Swiss-Prot isoforms (The manually annotated isoforms of UniProtB/Swiss-Prat)

e [ UniProtkB/TrEMBL (The automatically annotated section of UniProtks)

q

UniProtKB Taxonomic Subsets
o [] UniProtkB Archaea

o

UNiProtkKB Arthropoda
- UniProtKB Bacteria

UniProtkB Complete IMicrobial Proteomes
UNiProtkKB Eukaryota

UniProtkB Fungi

0
ooooo

UniProtkB Human
UniProtKB Mammals
UniProtkB Nematoda

.
po@E

UNiProtkKB Rodents

(7] UniProtkB Vertebrates
® (1] UniProtkB Viridiplantae
* [ UniProtKB Viruses
¥ UniProt Clusters
* ] UniProt Clusters 100% (UniRef100)
« (] UniProt Clusters 100% (SEG filtered version of UniRef100)
® (1] UniProt Clusters 90% (UniRefs0)
e (] UniProt Clusters 50% (UniRef50)
v Patents
= (] EPO Patent Protein Sequences
® ] JPO Patent Protein Sequences
= | KIPO Patent Protein Sequences

s [| USPTO Patent Protein Sequences

e [ NR Patent Proteins Level-1




|
GAP PENALTIES : Xpnoiponoieital n affine pebodoc.

o OPEN PENALTY: noivij nou 8a eniBAnBei 0To NnpwTo apIvo&U Tou KABe
KevoU

» RESIDUE PENALTY: noiviy nou Ba emiBAnBei o€ KABe emnAEov apivogu
(residue) o€ kabe kevo

SCORES : ApIBuOG Twv avTioToIXNoEwV, dnAadr) Twv anoTEAECUATWY, Nou
Ba napoucoiacel To FASTA ano auta nou Bpnke oTn Baon.

ALIGNMENTS : ApiBudG  TwV QVTIOTOIXNOEWV TWV CEIPWV —
anoTEAEOUATWV PE TNV NPOG EETAON O<Ipd Nou Ba napouciacTouv.

KTUP : Mnkoc Tn¢ Ae&nc nou Ba xpnoiuonoindei otnv avalnTnon.
» protein FASTA : ktup = 2
«» DNA Fasta : ktup = 6



e DNA STRAND : [oio and Ta duo DNA strands Ba xpr}\)\lponomea oTnv
avalnrtnon piac a)\)\n)\ouxlaq DNA p€oa og pia Baon nAouxiwv DNA.
>T0 protein FASTA enIA&yeTal To none.

e MATRIX : lNivakac avrikaTaoTaong nou Ba xpnoigonoinosi.

e protein Fasta: BLOSUM50, BLOSUM62, BLOSUM80, PAM120, PAM250,
MDM10, MDM20, MDM40.

Default: BLOSUM50 (50% opoiotTnTa), KaAn e€nmoyn yia Tnv
avixveuon ‘aduvapwv’ NpWTEIVIKWY opoloThTwv. O1 nivakeg PAM
XPpNOIKOonoIouUVTal O NEPINTWOEIC AAANAOUXIWV AMIVOEEWV.

MeyaAuTepn T I}\OTOV nivaka PAM — avTioTOiXnON  OSIpWV  ME
MEYAAUTEPEG sjéls IKTIKEG QNOCTACEIG

MeyaAUTepn Tipr oTov nivaka BLOSUM —avTioTOIXNON CEIpV  HE




EXPECTATION UPPER VALUE E() :

o E() < 0.01: O1 oeipec oxedOv navra sival opJOAOYEC
o 1< E() < 10: O oeipec ouxva oxetiCovTal.
o Default: FASTA (protein) E()=10.0,

E() = {1.0, 1e-600, 1e-300, 1e-100, 1e-50, 1e-10, 1e-5, 0.001, 0.1,
1.0, 2. O 5.0, 10.0 (default), 20. 0, 50}

EXPECTATION LOWER VALUE E() : ‘Oco pikpoTepn TIUN d0B€i 0TO

E(), Too0 KCI)\UTEIpCI Ba eival Ta CII'IOTE)\EGLICITCI Kabwg o1 OEIPEG nou Ba

NPOKUWOUV Ba €ival Mo KOVTIVEG OUYYEVIKA PE TNV Uno €EETaon oOelpa.
MN.x. av E()=1e-6, TOTE oeIpeg pe E() < 1le-6 Ba anokAeioTouv. Enopevng
n avalntnon 6a €I'IIK€VTp(1)9€I O€ OEIPEC E MIO PAKPIVI) OXEDT.

Default protein FASTA: E()=0 (6nAadn divel TIC BEATIOTEC AVTIOTOIXNOEIC)

E() = {O(default), 1e-600, 1e-300, 1e-100, 1e-50, 1e-10, 1e-5, 0.001,
0.1, 1.0, 2.0, 5.0, 10.0, 200 50}

EGv o xpnoTng eniAéel va opioel 0 id10G TNy NApApeTpo auth, TOTE Ba




SEQUENCE RANGE : [Moia nepioyr) péoa otnv uno e&éraocn aiAnAouyia
npenel va xpnomonomea oTnv avaénmon

M.x. Na ahMnAouyia anoteAoupevn ano 380 apivogea, Unopei va enBupEi n
avchnTr]or] oTn_PBaocn dedOUEVWV va YivVEl LUOVO XPNOIMOMOIWvVTaG TNV
XE nou RfﬁlOKsTal ava(|5lsoa oTiC Beoeic 50 ewg 200. Tote

NCE GE = 50-20

BDATABASE RANGE : EUpoc Twv aAAnAouxiwv nou 8a avalntnBouv oTn
aon

MN.x. Na aAnAouxiec nou dev anotehouvtalr and nepiocotepa and 300
aulvoﬁea T0oTe DATABASE RANGE = 1-300.

Eav ypawer 1000-3000 dnAwvel WOVO OEIpEG e TouAaxiotov 1000 kal
TAuTOXPOVWG OxI nepioaoTepa ano 3000 auivoéea.

MOLECULE TYPE : Tunoc Tou molecule nou 6a xpnoiponoinBei otnv
avalntnon.

Y =7




¢« > @

@ European Bioinformatics Institute [GB] \ https://www.ebi.ac.uk/Tools/sss/fasta/

STEP 3 - Set your parameters

PROGRAM

MATRIX GAP OPEN GAP EXTEND KTUP EXPECTATION UPPER VALUEEXPECTATION

‘ BLOSUMS0 v || -10 v | -2 2 > | 10 v || O (default) v
DNA STRAND HISTOGRAM FILTER STATISTICAL ESTIMATES

‘ N/A * || no v | none * || Regress v ‘
SCORES ALIGNMENTS SEQUENCE RANGE DATABASE RANGE MULTI HSPs

‘ 50 v || 50 v ‘ START-END ‘ ‘ START-END ‘ | no v ‘
SCORE FORMAT ANNOTATION FEATURES

‘ Default v | no v

STEP 4 - Submit your job

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

If you use this service, please consider citing the following publication: Pregrammatic access to bioinformatics tools from EMBL-EBI update: 2017

Please read the provided Help & Documentation and FAQs before seeking help from our support staff. If you have any feedback or encountered any issues please let us

know via El ]
how we handle personal information.

EMBL-EBI Services Research
By topic Publications
By name (A-Z) Research groups
Help & Support Postdocs & PhDs

ort. If you plan to use these services during a course please ¢

Training
Train at EBI
Train outside EBI
Train online

s. Read our P

Industry
Members Area
Workshops
SME Forum

tice if you are concerned with your privacy and

About EMBL-EBI
Contact us

Events

Jobs



aAnAouxia o€ popon

ATTOTEAEITAI ATTO:

Yep|B02700(0FSD SKEER Rhodopein O3e(vis aries (Xe3340 GNeRHO PEel
MG eGPy YV SR TGRS PFEAB QY Y LAE PN O SLARYMFLLIVLGFRINFLILY
VLR LY T LN LA VAD L EVV GG TTTLY TS LAGYEVECPTCCNLEGEFATLE
CE AL LYV LA TER VYV CR N SN R ECENHAIMGVAFTHVMALACAARELVGHSRY TP
QGHOC S CGAL BT LR e TNNE S BV TN VA S TBLIVI EECYGQLVETVRERRAQQQES

ATTQKREREVTRUVIIMVIAFLICNLPYAGVARY IFTHQGSDFGRIFMTIPAFFARSSSV °

YNV TN QFRNCHLTTLOCGRNLGDDERSTIVEXTETSQVARA

Mia ypauur TTou EEKIVAEI JE TO ONMEIO
">" aKOAOUBOUNEVO aTTO TOV KWOIKO
TAUTOTTOINONG TNG aAAnAouXiag.
[MpoaipeTikG akoAouBeiTal atrd TNV
TTEQIYPAPN ME HOPPI KEIPEVOU TNG
aAAnAouxiac.

Mia ) TTEPIOOOTEPEC YPAUMPEC ME TNV
aAAnAouyia.

‘Eva apxeio og popp) FASTA ptropei va

QATTOTEAEITAI ATTO TTEPIOOOTEPEG ATTO Wia
aAAnNAouyiec.
H poper) FASTA UEPIKESC POPEC




IUPAC amino acid code

A
C
D
E
F
G
H
|

K
L
M
N
P
Q

Three letter code

Ala
Cys
Asp
Glu

Phe
Gly
His
lle
Lys
Leu
Met

Asn

Pro
GIn

Amino acid

Alanine
Cysteine
Aspartic Acid
Glutamic Acid

Phenylalanine
Glycine
Histidine
Isoleucine
Lysine
Leucine
Methionine
Asparagine
Proline
Glutamine



To BLAST (Basic Local Alignment Search Tool) €ival €&va nNakeTo nou
avanTuxenke oTa NpoTuna Asiroupyiac Tou FASTA.

Mapexel npoypaupata yia Tnv €UPECn TOMIKWV AVTIOTOIXNOEWV ME
upnAn Pabpoloyia avapeca oe pia uno eEetaon alnhouyxia (query
sequence) kal o€ pia Baon dedopevwv nou nepiAapBavel aAAnAouxieg
eiTe NpwTEiVIKEG €iTe DNA.

To BLAST BaoieTal aTo OTI aANAOUXIEC avapeoa OTIC OMoIEC UNApXEl
I'IpCIY|JCITIKI"| GVTIOTOIXICI EXOUV usya)\n rueavomTa va nepiAappavouv

MECA TOUC MIKPA TUNAMATA AVTIOTOIXNOEWYV, N TAUTICEIG MOAA UWNANG
BaBuoAoyiac.




« > c

@ eCRFs, Databases, R..

@ Dblast.ncbi.nlm.nih.gov/Blast.cgi

8 Sci-Hub removing..

B Metappaon Google

a e x* »00O :

@ Aman with a raised... »

D) Home-PubMed-.. 3 Sci-Hubiremoving.. @ IPCAMERASetting 8 Sci-Hubiremoving.. # 38 Sci-Hubiremoving.. $ HhexzpovidiZuvia.. ([ AtaSiruaxd paSi.

BLAST®

Home RecentResults Saved Strategies Help

Basic Local Alignment Search Tool

BLAST finds regions of similarity between biological sequences. The
program compares ide or protein to
and the statisti igni 1ce.

BLAST+2.13.0 is here!

Starting with this release, we are including the
blastn_vdb and tblastn_vdb executables in the BLAST+
distribution

Learn more

Thu, 17 Mar 2022 12:00:00 EST

B More BLAST news...

LT

Web BLAST

/

BLAST Genomes

Human Microbes

Standalone and API BLAST

Download BLAST
L—J Get BLAST databases and executables

Use BLASTAPI
Call BLAST from your application

Use BLAST in the cloud
Start an instance at a cloud provider

Specialized searches

Find proteins highly Design primers specific to Compare two sequences Find conserved domains



lailEnable Web Mail: @ X il x : Basic Local Alignment Se. %
MailEnable Web Mail: DOXANIC FASTA/SSEARCH/GGSEARCH/GL 3 BLAST: Basic Loeal Alig S

& -5 C & hitpsy/blastncbinim.nih.gov/Blast.cgi % O :

e TR T

Use BLAST API Use BLAST in the cloud

’ Download BLAST
Call BLAST from your application Start an instance at a cloud provider

L] GerBLAST databases and executables

Find proteins highly similar Design primers specific to Compare two sequences Find conserved domains in
to your query your PCR template across their entire span your sequence
(Needleman-Wunsch)

Specialized searches

Find matches to gene Search immunoglobuling search sequences for vector Find sequences with similar
expression profiles and T cell receptor contamination conserved domain
sequences architecture
Search markers for Align sequences using Search protein or Establish taxonomy for
phylogenetic analysis domain and protein nucleotide targets in uncultured or
constraints PubChem BioAssay environmental sequences

BLAST is a registered trademark of the Natienal Library of Medicine Supportcenter  Mailing list 144

NeBI >
National Center for Biotechnology Information, U.S. National Library of Medicine iy @ A.gov,

8600 Rockville Pike, Bethesda MD, 20894 USA MEDICINE

Policies and Guidelines | Contact




segment pair ({evuyog TUNUAT®WV) : Na dUo oeipeg S1 kar S2 TO
segment pair €lval eva C(euyog ano, auBaipeTou aAAQ, 00U HRKOUG
UNooeIpPeC TwV S1 kal S2, ol ONOIEC EXOUV AVTIOTOIXIOBEI XWpIC Keva.

locally maximal segment (Tomika peyioTo Tunua) : ‘Eva Tunua yia
TO OMoIo N BaBuoAoyia NOU NPOKUMTEN Ao TNV AVTIOTOIXNAN ToU (XWPIG
keva) Oev Unopei va BEATIWOEI €iTE ENUNKUVOVTAC EITE PIKPAIVOVTAC TO.

Maximum Segment Pair (MSP) (p€yioTo {EUYOG TUNPATWVY) : 2TIG
oglpeg S1 kar S2 10 MSP glval To segment pair TO OMoOI0 EXEl TNV
uwnAOTEPN BaBuoAoyia an’ 6Aa Ta unoAoina.

High-scoring_Segment Pair (HSP) ({sUyo¢ THNHATOV uwnAng

aBuoAoyia [a TG osipeg S1 kar S2 To HSP €ival To segment pair
TOU Oroiou N gaeuo)\oyla avnmmxnor}\q eival ion n &enepva eva opIoUEVO
o 10 (threshold). Enopévwg, eva ouvoro HSP Ba npoodiopierar and duo
aAAnAouyieg (éva TUAUA TNG uNO €E€TACN OEIPEG Kal Eva TUARA ano pia




PROGRAM : To npoypappa nou 8a xpnoigonoinBei and 1o BLAST. Oi
EMIAOYEC €lval:

Protein blast:  ocuykpivel pia nngg:'l'vmr'] aAnAouxia ME TIC
aAANAOUXIEC O€ HIa NPWTEIVIKN BAcn OEOOUEVWV.

Nucleotide blast: ouykpivel pia aAnAouyia DNA pe Tic aAAnAouxieg
NOU UNapyouv o€ pia Bacn dedOUEVWY AAANAOUXIWV VOUKAEOTIOIWV.

blastx :  ouykpivel pia aAnAouxia DNA (peTappalovTag Tnv) PE TIG
aAANAOUXIEG MOU Unapyxouv o€ pid Bacn OdOUEVWV MNPWTEIVIKWY
aAAnAouxiwv.

tblastn : ouykpivel pia npwTeivikr) aAAnAouyia pe TIG aAAnAouxieg o€
Mia Baon OedopevwY AANAOUXIWV VOUKAEOTIOIWV, TIG OMOIEG EXE
METAPPACEI.

tblastx : ouykpivel TIC mBavec peTappacelc piac aAAnAouxiac
VOUKAeoTIOIWV (DNA) pe TIG aMAnAouyieg o€ uqia Bacn OedopEveV




(&« = G @ © & https;//blast.nchi.nim.nih.gov/Blast.cgi 8% O Wy ¥ N @ G’Q W=
¥ Tuyvic smoképag I Zekwiovtag @Suggested Sites @WebSIiceGaIlery @YPOMEDI

R
m) U.S. National Library of Medicine NCBI National Center for Biotechnology Information ntoNCB [

Home  RecentResults  Saved Strategies  Help

COVID-10

f tion from CDC: https://www.coronavirus.gov .
Get the latest research from NIH: hitps://www.nin. gov/coronavirus.

Basic Local Alignment Search Tool

Search Betacoronavirus Database

BLAST finds regior}s of Similar.ity between biological sequences. The program We have created a new BLAST database focused on the SARS-CoV-2 (Severe acute Wi
compares nucleotide or protein sequences to sequence databases and s ysynd p irus 2) Sequences. For further detail please visit
calculates the statistical significance. Learn more
NCBI GenBank.
Mon, 03 Feb 2020 10:00:00 EST ) More BLAST news...
Web BLAST

[ 2= D
/

VODAFONE_WIFI_108




DATABASES : 'Ouoia pe 1o Fasta.
MATRIX : 'Opoia pe 1o Fasta.

EXP.THR : (EXPected THReshold) To 0pio nou xpnoidomnoleiTal yia Tov
kabopiopo Twv HSPs. ‘O0o nio Hikpo opideTal TOOO Kg)\UTepg' gival n
avTIoTOIXNON MOU MPOKUNTeEl, KABWG MIKPOTEPO OPIO  OIVEl  TIG
AvTIOTOIXNOEIC JE TIC MIKPOTEPEC NIBAVOTNTEC.

FILTER : Mnopei va €vePyoroInoel eva QIATPO TO OMoIio VA AroKAEiEl
MEPIOXEG TNG UMNO €E€Taan AAANAouxIag ol OMoieG PNopel va napouaciadouv
OTATIOTIKO €VOIAMEPOV KATA TNV AVTIOTOIXNON TOUG, AAAd Ogev €XOUV
gvola@epoV ano BIOAOYIKNG anoywews. H emiAoyn nou YIVETAl dANo TO
BLAST e€ivail va un Xpnoiponoinoel Kaveva QIATPO.




[ &) c @ © & httpsy/blast.nchinim.nih.gov/Blast.cgi?PROGRAM=thlastx&PAGE_TYPE=BlastSearch&BLAS [B] (110% 0 0 & + N @ d’e %=

fe Tuyvéc emoképe [T Zekweovtag @ Suggested Sites @ Web Slice Gallery @ YPOMEDI

m) U.S. National Library of Medicine NCBI National Center for Biotechnology Information Sign in to NCBI

®
BLAST » tblastx Home Recent Results Saved Strategies Help

COVID-19 is an emerging, rapidly evolving situation.
Get the latest public health information from CDC: https:/fwww.coronavirus.gov .
Get the latest research from MNIH: https://www.nih.gov/coronavirus.

Translated BLAST: thlastx

TBLASTX searc) lated nucleotide databases using a translated nucleotide guery. more... Resetpage DBookmark

nter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) & Query subrange &2
e BLAST results will be displayed
o in a new format by default

You can always switch back to the i
Traditional Results page.

Avalfmnon... | Asv emAExBKe opyEeio.

—
4
A3t s

Genetic code
Job Title

Enter a descriptive title for your BLAST search &

Align two or more sequences &

Choose Search Set

Database Nucleotide collection (nr/nt)

VODAFOME_WIFI_108
lMpéaficean aro Internet



(&«)=> ¢ o
fel Tuyvec emokepag T Zakviivag @ Suggested Sites @ Web Slice Gallery @ YPOMEDT

Enter accession number(s), gi(s), or FASTA sequence(s) &

© & httpsy/blast.nchinim.nih.gov/Blast.cgi?PROGRAM= blastp&PAGE_TYPE=BlastSearch&LINK

or, upload file

Job Title

Align two or more

Choose Search
Database

Organism
Optional

Exclude
Optional

Program Selectio
Algorithm

Clear Query subrange &
From
To
Avalfiinon... | Aev enAéxBrke apyxeio. &
Enter a descriptive title for your BLAST search &
sequences
Non-redundant protein sequences (nr)
Non-redundant protei
on-redundant protein sequences (nr) L exciude B

Reference proteins (refseq_protein)
Model Organisms (landmark)
atented protein sequences(pataa)
Bank proteins(pdb)

Metagenomic proteins{env_nr

Transcriptome Shotgun Assembly proteins (tsa_nr)

© PHI-BLAST (Pattern Hit Initiated BLAST)

0 DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)

Choose a BLAST algorithm &)

w @ N

BLAST results will be displayed

in a new format by default :
You can always switch back to the i
Traditional Results page.

v no Fo &

m

VODAFONE_WIFI_108
Tloé

lpoafaan aro Internet



ALIGN VIEWS : KaBopilel pe nolo Tpono 6a napouaiacTouyV ol
AVTIOTOIXNOEIC TWV AAANAOUXIWV. ZTIC OUVATEC EMIAOYEC
nepiAapBavovrar:

o pairwise alignment (emAoyr Tou BLAST)
o M/S with identities
o M/S without identities

o flat Query — anchored with identities

« flat Query — anchored without identities




OPENGAP : OpiCel Tnv noivy nou 6a emiBAnBei oTo apivogu nou ‘avoiyel’
TO KAGBe kevo. EAv auénBei n noivy auTr) TOTE Ba peiwdei 0 apiBuoOg Twv
KEVWV OTIC AVTIOTOIXNOEIC.

EXTENDGAP : OpiCer Tnv emnAeov noivrp nou Ba npooTiBeTal oTo
KaBopIoPEVN NOIVE) KEVOU yia KABE enINAEOV apIvOEU OTO Kevo. AUTOG O
TPOMOG XPNOIUOMOIEITAl YIA KEVA PEYAAOU HNKouc. Ma va anopeuxBouv Ta
MEYAAa Keva, apkei va au&nBei n TR / noivr) Tou extendgap.

GAPALIGN : O eniloyeg €dw eivar ‘true’ kai ‘false’ kar opiouv €av T0
npoypapua 6a Kavel QVTIOTOIXNOEIC HECA OE NEPIOXEC MOU nepIAaBavouy
keva.

1. emihoyn = ‘true’ ——ol GVT|0T0|xr']0£|q ouunsplAach'lvouv keva.

2. emoyn = ‘false’——povo pepovmpeva HSPs onou o duo avTioTolx-
COpeveg aAAnAouxieg TauTidovTal, Kal ENOMEVWG

avapeoa ota anoTeAeopara de Ba nepl)\auBa-

VOVTdl aVTIOTOIXNOEIC HE KEVA.
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General Parameters
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Select the maximum number of aligned sequences to display &

Max target
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Short queries Automatically adjust parameters for short input sequences &

Expect threshold 10 @
Word size 6 ~ @
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query range

Scoring Parameters

Matrix BLOSUM6Z2 ~ &

Gap Costs Existence: 11 Extension: 1 = &

Compositional

Conditional compositional score matrix adjustment
adjustments
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Filters and Masking

Filter Low complexity regions &

Mask Mask for lookup table only &)

Mask lower case letters &

Restore default search parameters
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Algorithm parameters

General Parameters

Max target 00 |*
ESHUsHces 10 Eximum number of aligned sequences to display &
_ Matrix BLOSUME? + &
Short queries 50 ally adjust parameters for short input sequences &
Expect threshold m
’ v Gap Costs Exstence: 11 Extension: 1 |+ &
150
Word size i j 2 ion: —
500 conpostiona Existence: 11 Extension: 2 et adusment + @
Maxmachesina 100 o adjustments Exstence: 10 Extension: 2
query range ; _ i i
5000 Filters and Maski Existence: 9 Extension: 2
Scoring Paramet 10000 Fitter Existence: 8 Extension: 2
Matrix e} e - Existence: 7 Extension: 2
Existence: 6 Extension: 2
Existence: 13 Extension: 1
Max matches in a 0 I’
query range . Exstence: 12 Extension: 1
Scoring Parameters ( B b Gy P (protein-protein ELAST)
Matrix BLOSUME2 |~ @ Existence: 10 Extension: 1
PAM30 Existence: 9 Extension: 1
Gap Costs PAM70 tension: 1+ &
Compositional PAM250 itional trix adjustment
0sonal score matr adjustmen - | i i i i icil
adjustents . ] @ BLASTis & registered trademark of the National Library of Medicine
Filters and Maski
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ELCSURSD National Center for Biotechnology Information, U.S. National Library of Medicine
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e letters @ 8600 Rockville Pike, Bethesda MD, 20894 USA




MailEnable Web Mail: DOXANIC X i FASTA/SSEARCH/GGSEARCH/GL® X & Protein BLAST: search protein d= X - X
= P

< C @ httpsy//blast.ncbinim.nih.gov/Blast.cgi?PROGRAM=blastp&PAGE_TYPE=BlastSearch&LINK_LOC=blasthome W x O :
Choose a BLAST algorithm @

‘ Search database N protein (nr) using Blastp (protein-protein BLAST)
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e p-value

> OXETICEI TO ATTOTEAECUA UIOC AVTIOTOIXIAC UE
TV TOavoTNTA VA €ival TuXaio —OC00 TTIO
TTOAU TTpo0eyyilel TO UNOEV, TOOO PEYOAUTEPN
QCIOTTIOTIA UTTAPXEI OTI TO ATTOTEAEOUA Eival
TTPAYMATIKO




e E-value

e TIEPIYPAPEI TOV APIOPO ETTITUXIWY (OUOIOTATWY) TTOU
QVAUEVETAI VA €ival Tuxaia oTnv avalntnon Jiag Baong
OEOONEVWV OUYKEKPIMEVOU UEYEBOUGC

e Otav 10 E-value trapel Tnv 1IN 1 yia €va Taiplacua, auto
UTTOPEI VA EPUNVEUTEI OTI TNV TPEXOUOO £PEUVA,
QVAMEVETAI JOVO ATTO TUXN VA BPEBEI yia ogoidTNTA JE
idI0 aTTOTEAEOMA.

e Mia iy 0 dnAwvel OTI Kavéva OV avaPEVETAl VA Eival




