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Exercices alignhements

On cherche a savoir si une mutation est conservée dans I’évolution

Ex : genes humain CLDNG6
Ou gene HARS2 (Perrault)
Ou autre ...



Meéthodologie

Extraction de la séquence humaine dans Uniprot
BLAST contre Uniprot ou sélection sur un terme
Sélection seulement dans SwissProt (expertisées)
Transfert des séquences en format FASTA

Alignement multiple avec seaview4



http://pdessen.free.fr/links.html
Site de UniProt : http://www.uniprot.org/

Interrogation avec CLDN6 human

cldné human Advanced

BLAST Align Retrieve/ID mapping Peptide search

UniProtKB results @ About UniProtke

Filter l‘;)y1 *\, BLAST || = Align | s Download #y Add to basket l’ Columns |:>' ‘ Lto70f7
'ﬁ ) Protein names

@ Reviewed (1) Entry Entry name Gene names

Swiss-Prot

P56747 CLD6_HUMAN Claudin-6 CLDNG H
Unreviewed (6) . NI audin- omo sapiens
TrEMBL UNQ757/PRO1488  (Human)
[T QOGH64 QOGH64 MOUSE Claudin Cldn6 mCG_8070 Mus musculus (Mouse)

Popular

Selection P56747 + BLAST
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Proteomes (182)

Popular poe7a7 ﬁ Claudin-6 (Homo sapiens)
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' sur 13 sequences de SwissProt
< Edit and resubmit |Order by:l Score vI

Overview

Show all 13

pP56747 !i Claudin-6 (Homo sapiens) [ 100.0%
Q97262 !i Claudin-6 (Mus musculus) | 87.7%
Q92057 ﬁ Claudin-9 (Mus musculus) | 71.4%
095484 !i Claudin-9 (Homo sapiens) I 70.9%
035054 !i Claudin-4 (Mus musculus) | 60.0%
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nmm © Download selected (0) E
® Download all (13)

[ Query: sp|P5674
Query: sp| Format:l FASTA vl

ECF5153189FA788F28A46DA

[T P56747 CLD6_| iew alignment E-value: Ni
@® Compressed © Uncompressed 2.8e-156 ~
; Score:
Preview first 10°
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100.0%

Editer a | écran en non compressé
Edition des 13 séquences completes



>sp | P56747|CLD6_HUMAN Claudin-6 OS=Homo sapiens GN=CLDN6 PE=1
SV=2
MASAGMQILGVVLTLLGWVNGLVSCALPMWKVTAFIGNSIVVAQVVWEGLWMSCVVQSTG
OMQCKVYDSLLALPODLOAARALCVIALLVALFGLLVYLAGAKCTTCVEEKDSKARLVLT
SGIVEVISGVLTLIPVCWTAHAIIRDEFYNPLVAEAQKRELGASLYLGWAASGLLLLGGGL
LCCTCPSGGSQGPSHYMARYSTSAPATISRGPSEYPTKNYV

>sp Q92262 |CLD6_MOUSE Claudin-6 OS=Mus musculus GN=Cldn6 PE=1
SV=1
MASTGLOQILGIVLTLLGWVNALVSCALPMWKVTAFIGNSIVVAQMVWEGLWMSCVVQSTG
OMQCKVYDSLLALPODLOAARALCVVTLLIVLLGLLVYLAGAKCTTCVEDRNSKSRLVLI
SGIIFVISGVLTLIPVCWTAHSIIQDFYNPLVADAQKRELGASLYLGWAASGLLLLGGGL
LCCACSSGGTQGPRHYMACYSTSVPHSRGPSEYPTKNYV

>sp Q92087 |CLD9 MOUSE Claudin-9 OS=Mus musculus GN=Cldn9 PE=2
SV=2
MASTGLELLGMTLAVLGWLGTLVSCALPLWKVTAFIGNSIVVAQVVWEGLWMSCVVQSTG
OMQCKVYDSLLALPODLOAARALCVVALLLALLGLLVAITGAQCTTCVEDEGAKARIVLT
AGVLLLLSGILVLIPVCWTAHATIIQDFYNPLVAEALKRELGASLYLGWAAAALLMLGGGL
LCCTCPPSHFERPRGPRLGYSIPSRSGASGLDKRDYV

Sauver dans un fichier texte
Donnez le nom de cldn6.fa



Récupérer le logiciel seaview4 (pour Windows) sur le site du PBIL (Lyon)
http://doua.prabi.fr/templates/software

http://doua.prabi.fr/software/seaview
Download SeaView pour Windows
Enregistre | archive seaview4.exe : cliquer pour installer

Pour utiliser :
Faire glisser le fichier sur | application seaview4
Utiliser le help pour plus d informations

File Edit Align Props Sites Species Footers Trees | searcn] Goto| Help |

2



http://doua.prabi.fr/templates/software
http://doua.prabi.fr/templates/software
http://doua.prabi.fr/software/seaview
http://doua.prabi.fr/software/seaview

Align All
File Edit Align Props Sites Species Footers Trees |seacn|[ catof|  Hep|
F ~

Mutation R209Q sur CLDN6




Séquences plus exhaustives de UniProt (39)

JniProtKB results o
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@® Download selected (39)
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Preview first 10 [Go] | TGast2ante.1-001  (we
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Exemple de HARS2

B A O s

L
@) 2> ‘ @ www.uniprot.org/uniprot/?query=HARS2&sort=score 7 | C' | ‘ CPRechercher

UniProt 3
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BLAST Align Retrieve/ID mapping Peptide search

UniProtKB results © About Uniprotks

Filter by1 BLAST | = Align |staDownloady ® Add to basket 4 1t0250f72 p Show[25 +]
........ — T

Did you mean ars2 (1,749) ?

b
'_!I Reviewed

(8)
Swiss-Prot
Protein names
Entry Entry name Gene names
Unreviewe
gréggl_) P49590 SYHM_HUMAN i Probable HARS2 HARSL, Homc
" histidine—-tRNA HARSR, HO3 (Hum
Pobular ligase, mi...

Sauvegarde des 8 sequences de SwissProt



UniProtKB results © nvout unierotcs. [P

i : = Align | & Download | @ Add to basket| | # Columns| 1to8of8 Show|25 ~
ilter by
fa
ﬁ Reviewed X T pT T & Download selected (4) x® ®
('é} © Download all (8)
Swiss-Prot l e Format:l FASTA (canonical) j
Popular  Compressed ¢ Uncompressed
organisms )
H 3 Preview first 10*
uman ( ) ¥ P49590 GYHM e HARSL, Homo sapiens
Bovine (2) = = - X, HO3 (Human)
Mouse (2) ligase, mi...
T Q8TEA8 DTD1_HUMAN !i D-aminoacyl- DTD1 C200rf88, Homo sapiens
PONAB (1) =% tRNA deacylase 1 DUEB, HARS2 (Human)
Search I Q9DD18 DTD1_MOUSE !i D-aminoacyl- Dtd1 Hars2 Mus musculus
terms . tRNA deacylase 1 (Mouse)
Filter "hars2" as: r Q2T9v8 DTD1_BOVIN !i D-aminoacyl- DTD1 HARS2 Bos taurus
o - tRNA dleacylase 1 (Bovine)

Selection des sequences SYHM et sauvegarde en format FASTA

Natural -
variantVAR_069532 200 L= Vin PRLTS2;
Natural 368 V > L in PRLTS2;

variant'VAR_069533 S


http://www.uniprot.org/blast/?about=P49590[200]&key=Natural variant&id=VAR_069532
https://web.expasy.org/variant_pages/VAR_069532.html
http://www.uniprot.org/blast/?about=P49590[368]&key=Natural variant&id=VAR_069533
https://web.expasy.org/variant_pages/VAR_069533.html

>sp|P49590 | SYHM HUMAN Probable histidine-—-tRNA ligase, mitochondrial OS=Homo sapiens GN=HARS2 PE=1 SV=1
MPLLGLLPRRAWASLLSQLLRPPCASCTGAVRCQSQVAEAVLTSQLKAHQEKPNEFIIKTP
KGTRDLSPOHMVVREKILDLVISCFKRHGAKGMDTPAFELKETLTEKYGEDSGLMYDLKD
QOGGELLSLRYDLTVPFARYLAMNKVKKMKRYHVGKVWRRESPTIVQOGRYREFCQCDFDIA
GOFDPMIPDAECLKIMCEILSGLOLGDFLIKVNDRRIVDGMFAVCGVPESKFRAICSSID
KLDKMAWKDVRHEMVVKKGLAPEVADRIGDYVQCHGGVSLVEQMFODPRLSONKQALEGL
GDLKLLFEYLTLFGIADKISFDLSLARGLDYYTGVIYEAVLLOQTPTQAGEEPLNVGSVAA
GGRYDGLVGMFDPKGHKVPCVGLSIGVERIFYIVEQRMKTKGEKVRTTETQVEVATPQOKN
FLOERLKLTIAELWDSGIKAEMLYKNNPKLLTQLHYCESTGIPLVVIIGEQELKEGVIKIR

SVASREEVAIKRENEFVAEIQKRLSES

>sp|Q99KK9 | SYHM MOUSE Probable histidine--tRNA ligase, mitochondrial 0S=Mus musculus GN=Hars2 PE=1 SV=1
MPHLGPLRRRAWAALLGQLLRPPSTVCTRGCHSQVAKAVLTSEQLKSHQEKPNFVIKVPK
GTRDLSPOOMVVREKILDKIISCFKRHGAKGLDTPAFELKEMLTEKYEDNFGLMYDLKDQ
GGELLSLRYDLTVPFARYLAMNKLKKMKRYQVGKVWRRESPATIAQGRYREFCQCDEDIAG
EFDPMIPDAECLRIMCEILSGLQLGDFLIKVNDRRVVDGIFAVCGVPESKLRTICSSMDK
LDKMSWEGVRHEMVAKKGLAPEVADRIGDEFVQYHGGISLVEDLFKDPRLSQSQLALQGLG
DLKLLFEYLRLFGIADKISLDLSLARGLDYYTGVIYEAVLLESPAQAGKETLSVGSVAAG
GRYDNLVAQFDPKGHHVPCVGLSIGVERIFYLVEQKMKMSGEKVRTTETQVEVATPQKNE
LOERLKITAELWDAGIKAEMLYKNNPKLLTQLHYCEKADIPLMVIIGEQERNEGVIKLRS

VASREEVTINRESLVAEIQKRLSES

>sp|Q5R5ES5 | SYHM PONAB Probable histidine--tRNA ligase, mitochondrial OS=Pongo abelii GN=HARSZ2 PE=2 SV=1
MHLLGLLPRRAWASLLSQLLRPPWASCTGAVRCQSQVAEAVLTSQLKAHQEKPNEFIIKTP
KGTRDLSPQOHMVVREKILDLVISCFKRHGAKGMDTPAFELKETLTEKYGEDSGLMYDLKD
QGGELLSLRYDLTVPFARYLAMNKVKKMKRYHVGKVWRRESPTIVQGRYREFCQCDEFDIA
GOQFDPMIPDAECLKIMCEILSGLOLGDFLIKVNDRRIVDGMFAVCGVPESKFRAICSSID
KLDKMAWKDVRHEMVVKKGLAPEVADRIGDYVQCHGGVSLVEQMFODPRLSONKQALEGL
GDLKLLFEYLTLFGIADKISFDLSLARGLDYYTGVIYEAVLLQTPTQAGEEPLNVGSVAA
GGRYDGLVGMFDPKGHKVPCVGLSIGVERIFYIVEQRMKTKGEKVRTTETQVEVATPQKN
FLOERLKLIAELWNSGIKAEMLYKNNPKLLTQLHYCESTGIPLVVIIGEQELKEGVIKIR

SVASREEVAIKRENLVAEIQKRLSES

>sp|A5D7V9|SYHM BOVIN Probable histidine--tRNA ligase, mitochondrial OS=Bos taurus GN=HARS2 PE=2 SV=1
MPQLGLLPGRAWTVLLGLLRPPPGALCIRAVRSHSQVAEALFASQLKPHQEKSNFTIKTP
KGTRDLSPQOMVVREKILDVVVSCFKRHGAKGLDTPAFELKEILTEKYGEDSGLIYDLKD
QGGELLSLRYDLTVPFARYLAMNKVKKMKRYHVGKVWRRESPTIVQGRYREFYQCDFDIA
GQFDPMIPDAECLKIMCEILSGLHLGDFLIKVSDRRILDGIFAVCGVPESKFHAICSSVD
KLDKISWKDVRHEMVVKKGLAPEVADRIGDYVQCHGGISLVEQMFQODPRLSONKQALEGL
GDLKLLFEYLTLFGVAEKVSFDLSLARGLDYYTGVIYEAVLLQTPVHAEEEPLNMGSVAA
GGRYDGLVGMFDPRGHKVPCVGLSIGVERIFSIVEQRIKTFGEKIRTTETQVEFVATPQKN
FLOERLKLIAELWDAGIKAELMYKNNPKLLPQLHYCENMGIPLVVIIGEQELKEGVIKLR

SVASREEVAIKRENLVAEIQKRLSES
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