CHAPITRE 4 - L'HISTOIRE HUMAINE LUE DANS SON GENOME

IO N M Bl Comparer des séquences avec l'outil BLAST

Corrigé

Pour accéder a I'outil :
https://blast.ncbi.nim.nih.gov/Blast.cgi?LINK LOC=blasthome&PAGE TYPE=BlastS
earch&PROGRAM=blastn

» Saisir la séquence, sélectionner les parametres, lancer en cliquant sur BLAST

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

BLAST ¢ »» blastn suite Home  RecentResults  Saved Strategies  Help

Standard Nucleotide BLAST
blastn | biastp | biastx | thisstn | thiastx |

Enter Query Sequence

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

BLASTN programs search n using a nix query. more... Resetpage Bookmark

From | J

o

Or, upload file Choisir un fichier | Aucun fichier choisi &)
Job Title |

Enter a descriptive title for your BLAST search &

I Align two or more sequences &

We are beta testing a New Results page  wew |

A —

|/ Click here if you would like to see your results in the new format. You can always switch back to the Traditional Results page. l

Database /Human genomic + transcript *'Mouse genomic + transcript '® Others (nr etc.).

| Nucleotide collection (nr/nt) v @

Optianal =nte ame or id—completions will be suggested | O exclude |+
Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown &
Exclude I Models (XM/XP) ! Uncultured/environmental sample sequences
Optional
Limit to | Sequences from type material
Optional
Entrez Query \ | Youlllld Create custom database
Optional Enter an Entrez query to limit search &

Program Selection

Optimize for * Highly similar sequences (megablast)
' More dissimilar sequences (discontiguous megablast)
_ Somewhat similar sequences (blastn)
Choose a BLAST algorithm &)

CE ‘ Search database Nucleotide collection (nrint) using Megablast (Optimize for highly similar sequences)

-] Show results in a new window

(¥ Algorithm parameters

|
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» Défiler jusqu’a la section « Alignments » pour identifier le gene impliqué

[[] Homo sapiens isolate ANGHTS MCIMB gene, intron 106 106 100% 6e-20 98.33% KUEE1758.1
I} Hemo sapiens isolate ANGH7E MCIME gene, intron 106 106 100% 6e-20 98.33% KUGG17571
] Homo sapiens isolate ANGH75 MCIME gene, intron 106 106 100% 6e-20 98.33% KUBE17561
[ Homo sapiens isolate ANGH74 MCME gene, intron 106 106 100% 6e-20 98.33% KUG617551
[[] Homo sapiens isolate ANGH73 MCIME gene, intron 108 106 100% B6e-20 98.33% KUBE1754.1
) Homo sapiens isolate ANGH72 MCIME gene, intron 106 106 100% Be-20 98.33% KUGE17531

& Alignments

BiDownload ~ GenBank Graphics ¥ Next 4 Descriptions

Homo sapiens isolate MOZ_VBP-0018 MCM& gene, intron
Sequence ID: KUG61853.1 Length: 579 Number of Matches: 1

Range 1: 144 to 203 GenBank Graphics
Score Expect Identities Gaps Strand
106 bits(57) Se-20 59/60(98%) 0/60(0%) Plus/Plus

ACAGATAAGATAATGTAGCCCCTGGCCTCARAGGAACTCTCCTCCTTA 68

UL ETL L TR LR LR L ERL L]
CA

Query 1 TGCGCPRGTAS
111
Sbict 144 TGCOCYEGCAATACAGATAAGATAATGTAGCCCCTGGCCTCARAGGAACTCTCCTCCTTA 203

BlDownload ~ GenBank Graphics ¥ Next A Previous 4 Descriptions

Homo sapiens isolate MOZ_VBP-0014 MCME gene, intron
Sequence ID: KUG61852.1 Length: 579 Number of Matches: 1

Range 1: 144 to 203 GenBank Graphics @
Score Expect Identities Gaps Strand
106 bits(57) 6e-20 50/60(98%) 0/60(0%) Plus/Plus

Query 1 TGCGCTGOTAATACAGATAAGATAATGTAGCCCCTGGCCTCAAAGGAACTCTCCTCCTTA 68

. LELLLELE LPEEELL LR LEE LR LR R LR
Sbjct 144 TGCGCTGGCAATACAGATAAGATAATGTAGCCCCTGGCCTCAAAGGAACTCTCCTCCTTA 203

BlDownload ~ GenBank Graphics ¥ Next A Previous 4@ Descriptions

Homo sapiens isolate MOZ_VBP-0010 MCM6 gene, intron
Sequence ID: KUG661851.1 Length: 579 Number of Matches: 1

Range 1: 144 to 203 GenBank Graphics
Score Expect Identities Gaps Strand
106 bits(57) 52-20 56/60(08%) 0/60(0%) Plus/Plus

Query 1 TGCGCTGGTAATACAGATAAGATAATGTAGCCCCTGGCCTCARAGGAACTCTCCTCCTTA 8@

s LELEEREE TCREEREER PR LR R R LR LR R LR LR
Si:] ct 144 TOCGCTOGCAATACAGATAAGATAATGTAGCCCCTARCCTCAAAGGAACTCTCCTCCTTA 203 _
[=l Questions/comments
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