e KoriBlast

PLATE-FORME D'iNtEGRALION ET D’EXPLORALION
DE BANQUES DE DONNEES BiOLOGiQUES

PAIRick DURAND

IRISA RENNES — 23 OCtOBRE 2007 e Kori | o9

bioinformatics solutions



~ IDOMAINE D’ACTIVITE N

CONCEPTiON Et DEVELOPPEMENt D’APPLICALIONS ET DE BASES DE

DONNEES EN BiOiNFORMALIQUE
. J

CREALiON: 02/2007
SOULIENS: VANNES TECHNOPOLE, CRITT SANtE BREIAGNE, CREDit MUTtUEL DE BRETAGNE

PRiX: BoUtiQUE DE GEStiON, FONDALION JEAN GUYOMARC'H

-
IRISA RENNES — 23 0CtOBRE 2007 @ KOI" [ ] ' o9

bioinformatics solutions



/ OFFRE \
- PIALE-FORME D'iNtEGRALION Et D'EXPLORALION DE BASES DE
DONNEES BioL0GiQUES ()

- PRESTALiONS DE SERVICES EN BiOiNFORMALIQUE
- ADAPTALiONS DE KORiBlASt
- CONSEiIlS Et DEVELOPPEMENLS A FACON

o /

/ CLIENTS
- LABORALOIRES DE RECHERCHE PUBLICS

J

- iNDUSTRIELS BiOTECH — PHARMA

\_ J

IRISA RENNES — 23 OCtOBRE 2007 Q Kori | o9

bioinformatics solutions




ANALYSE iNFORMALIQUE DES SEQUENCES BiOLOGIQUES

EXPLORALION DES BANQUES DE DONNEES

_ j )
BANQUES DE SEQUENCES BANQUES DE DONNEES
v v
NOUVELLE MOtEUR DE SEQUENCES outil(s)
SEQUENCE RECHERCHE APPARENLEES D’ANALYSE )
|
\j
BLAST,
SSEARCH,
STAN....

OUTiLS VARIES: WEB, LiGNE DE COMMANDE, ...

BANQUES DE DONNEES VARIEES
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Nucleotide BLAST: Search nucleotide databases using a nucleotide query - Mozilla Firefox

Fichier

Edition  Affichage  Histotique Margue-pages  Outils

€-

Pu@RBE

iLAST=0n&BLAST_PROGRAMS=megaBlastRPAGE_TYPE=BlastSearch&SHOW _DEFALLTS=on Y| b] Google

P Démarrage [ Dermigres nouvelles (.

., BLAST
=

»NCBI/ BLAS

(W) Messagerie - Wanadoo | | Site du cinéma de QL. B CIC > Particuliers (88 Pragramme THIT - Yot

My NCBI

Home RecentResults Saved Strategies = Help Welcome pagilu

[} EuroBio 2007 | SERTE...

blastn suite; BLASTN programs search nucleotide databases using a nucleotide query. more Feset psge  Bookmark
Enter Query Sequence
Enter accession number, gi, or FASTA sequence @) Clear Query subrange @)
Fui| 147906561 | ref |HM 001093666 1] Henopus laewis marmosidase o |
GAGECTTGAGATTATACAGTGEGTTGCTTTARGCGTIGTCT CAGACTTCTATTCTCTTGTCT From l:l
CTAGTCAGATGEGCTGTTTATGGECCCTBATATTGTGTCTTITCATCATGREAT TAGAGCAG
GACGAGETE, GTCATGACAGARGE CARACTTTTAGECTCALT GRCAGATGEGARATCE T l:l
AACGGATCT TATALACTRARAGGEERAGT IO GECTET AT GACACTGCATTAGCTGALLE v | ©
< i} | 2
Or, upload file | |[ Parcourir.. ] @
Job Title |mannns|dase gene
Enter a descriptive fitle for your BLAST search @
Choose Search Set
Database CHuman genomic + transcript OMouse genomic + transcript E0thers (nr ste.):
| Feference genomic sequences (refseq_genomic) v ‘ ]
|Enter organism name or id--completions will be suggested |
Enter organistn comrman name, binomial, of tax id. Only 20 top taxa will be shown, @
Entrez Query | |
o N
Enter an Entrez query to limit search @
Pragram Selection
Optimize for O Highly similar sequences (megablast)
O More dissimilar seguences (discontiguous megahlast]
{1 Somewhat similar sequences (blastn)
Choose a BLAST algorithm @)
Search database refseq_genomic using Blastn (Optimize for I 1l es)

[] show results in a new windew

P Algorithm parameters Note: Parameter values that differ from the default are highlighted in yellow

»

Terming

IRISA RENNES — 23 0CtOBRE 2007

) NCBI Blast:mannosidase gene - Mozilla Firefox

Eichier  Edtion  Affichage  Historique

Merque-pages Ot

[

@O REw oo

D)

oogle <]

B Démarrage B Dernizres nouvelles (.
< BLAST
>

Home

Recent Results

»NCEI/ BLAST/ blastn/

[8) Messagerie - Wanadoo || Ste du cinéma de QUL

Saved Strategies || Help

T6012 [Reformat these Results]

= CIC > Particuliers [0 Programme TNT - Vot

[} Eurodio 2007 | SEPTE... =

My NCBI
[welcome p

[Edit and Resubmit]  [Save Search Strategies]

Job Ttle: mannosidase gene

BLASTN 2.2.17 (Aug-26-2007)

Beference:

Stephen F., Thous
Jingiui inang, Theng’ Zhang,
{1957), “Gapped BLAST and P
Protein database search pro

RID: G6D3ZZTE0LZ

Database: NCEL Genomic Refes
3 sequences;

It you have any problens ox
please refes BLAST F}
Raxonony renorts

Query= ot 14790558. | e8I ¢

o Ly Bedden, Alejandro A, Sebdtter,
Vebb Miliek, and David J. "Lipu:
SI-BLAST: & new generatio

rane ucLess Aeias Ree. 55:938-3402.

rence Sequen
12,020,885, 666 total letters

uestions with the results of this search
Als

001093666, 1| Xenopus laevis mammosidase

C1C > Particuliers [E8 Programme THT - Vit .

] EwroBio 2007 | SEPTE...

Query 718
Sbict 93371761

scoxe = 7.6

]

GTTAGAATTGAAGCCTATANTATTTGTCACCTGAACTA

bits (78],
Tdentities = 1147156 (73%),
Errand=Pina Winms

GTTACAATTGAAGCGTACARTGTGTTCCACTIGRACTA 755

Expect = 9e-09
Gaps = 6/156 [3%]

Query 1294 AGTGATGAATTCTACAGATTOTOTOATOAMCTTGOAMTCATOST 1337
DELELDET 1 L T T L
Sbjet 00328508 CAGGATGAATTCTATGAACTCTGTGATGAACTAGGAATARTGCT 99328555
Score = 87.8 bits (98], ct = 1e-13
Tdentities = 78/98 (79%], Gaps = 0/98 (0%)
§rrand=Plus/Minus
Query 658 CAGTGCTCATTTABCTGBGACTEGOEACCTTCCTT TATGGRAGGAG 717
U T T LT T T T T LT
Sbjet 99371821 CAATGTTCCTTTAGTTCEGACTGCGRGCCTTCCTTTCD TCTCGARAGAT 99371762

39371724

Terming
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Length=2.
serucrure [ Map Viever
Distribution of 93 Blast Hits on the Query Sequence
ax Total ‘
[Mause over to see the defline, slick to show alignments | score | score
er), whal 110 593
Color key for alignment scores u’:n’:;” % ::;
<40 4050 50-80 80-200 >=200 L e sne oS
e e — Therme' | 96.9 9.9
0 500 1000 1500 2000 2500 e ~obi¢ 4.2
oozt 132
pA00003 824
AE0167¢ 788
—_— = blamzz 734
_ = _ == sequen 734
= - 39.11 Ba 119
= sgblCPl 6.2 110
== 685,11 F b 64
= erome s gaa taa
= vpmesame sz 626
al I - — Il 3 fpergilust g0 608
Terming B e S 608
—dmobifida  60.5 508
HC 0063471 Bacteraides fragilis YCH46, complete genome >dbj|APDD6E41.1| Bacterait  60.8 110
NC 003228.3 Bacteroides fragilis NOTC 9343, complsts genome =emb|CRE26527.1] Ba 60.8 110
W 001534243.1  Aspergillus niger CBS 513 .88 contig An11c0240, complete genome >emb| 0.8 60.8
Score = 111 bits (122), Expect = le-20 HC 0087004 | Shewanella amazonensis SB28, complete genome >gb| CPOODS07.4| Sher 53,0 55.0
Tdentities = 161/226 (71%), Gaps = 1/226 WC 0096461 | Caenarhabditis brigasae AF16 chromesome X, complete sequence >embl:  57.2 572
drrand=Plus/linus HC 0000431 Pichia stipitis CBS 6054 chromosome 3, complete sequence >gb|CPOD049 572 57.2
Query 1603 CGGCCTTTCATCTCATCAAGTCCTAY N 004663.1 Bacteroides VPI-5482, complete genome >gb|AE0L5928 57.2 57.2
[T N e 003304.1 g str. Cs8 cirelar, complete sequ 57.2 101
Sbjct 99315182 COTCCTTTTATTACGTCCAGTCCTAS HC_003062.1 str. C58 cireular, complete sequi 572 101
Query 1653 GCTARAAACCCATATGACARTCACT. WC 0030651 | Pichia stipitis GBS 6054 chromosome 1, whole genome shotgun ssquence | 534 554
(N T HT 1662561 Pichia stipitis CBS 6054 chramosome 1, whole genome shotgun sequence 55 554
Sbict 88315122 TCTCAARACCCTAKTAGCANTIATT] WC 0077614 | Rhizabium etli CFN 42, complete gename >gb|CPOOD133 1 Rhizobium et 55.4 554
Query 1723 TGCTGGGACTGGAAGTCTTACCCTAY WT 1659321 Aspergillus terreus NIH2624 scaffold_9 genomic scaffold, whole genome s 53.6 53.6
arer. soarsnss AbEL L 1] NC 0080091 | Acidobacteria bacterium Ellin45, complete genome >gb|CPO00360.1] Aci | 53 536
N 007086.1 Hanthomenas campestris pv, campestris str, 5004, complete genome =gb 500 50,0
Query 1783 TGGCCTTCATTATCAACATTAGAGAS MC _006370.1 Fhotobacterium profundum SS9 chromosome 1, complete sequence >emt 50 142
super sonason Hbbbehchrearri b Ll] e 003302 Kanthomonas campestris py. campestris str. ATCC 33913, complete geno s00
WT 1659361 | Aspergillus terreus NIHZ624 scaffold_13 genamic scaffold, whole gename 48.2
WC 0073481 Ralstonia eutropha JMP134 chromosome 2, complete sequence >ab|CPODI 480 482
Tatmesnizs + sajiod (356, "Shpe = 07504 | S 003889.0 mplets genome ~sblREDDRY  anZ 482 03
Strand=Plus/Mimis &
Query 1234 CAGTCTGTTGTTEATGCCAACATEA] Terming
Sbjct 99328658 él‘&‘l‘l‘“‘l HlHAHT‘H"G‘ TACTCTT TT \TTTATGAC 99328592



CBI Sequence Viewer, v2

Fichier Edition  Affichage Historigue Marque-pages  Qutils 7 {}

@ - - - @ & ﬁ |:—j http:,l’;’www.ncbi.nIm.n\h.govfentrez,fviewer.Fcgi?cmd=RBtrieve&db=NuclaDtide&Jist_u\ds=15|V| P] ‘

- ‘ Google | h=s ]

B Démarrage E Dernigres nouvelles (... (W) Messagerie - Wanadoo [ | Site du cinéma de QU,.. B8 CIC = Particuliers I@ Programme THT - ¥at... || EurcBio 2007 | SEPTE...

? Q9w ~
s o
o -
<
S Nucleotide
P in ame ucture T on oMy OrIM
Search | Mucleotide v for Clear
Limits Presdewsindex History Clipboard Details
Display | GenSank v Show 5 v|Sendto | Hide [ sequence [ allbut gons, CDS and aBA fostures
Rgsaloron Jialerd | [ Reveieomplomsiod sad
This record may be shown in a reduced form. Use 'Hide' checkbozes for control
[O1: AC 000136 Reports Homo sapiens chro. [gi157734150] Links =
Click here to see all features and the secquence of this contig record
Comment Features Contig
LOCUS AC 000136 136704410 bp DA linear COM 27-3EP-2007
DEFINITICON Homo sSapiens chromosome 4, alternate assewbly (based on HuRef),
whole genome shotgun Sequence.
LCCESSTION AC_ 000136
VERIION AC 000136.1 GI:157734150
PROJECT GenomeProject: 20837
KEYWORDS W33 .
SCOURCE Homo sapiens [hnan)
ORGAMNISM Homo sapiens -
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi:
Martnslia: Eutheria; Euarchontoglires: Primates: Haplorrhini:
Catarrhini; Hominidae; Homwo.
REFERENCE 1 (bases 1 to 1856704410)
AUTHORS Levy,3., Sutton,%., Ng,P.C., Feuk,L., Halpern,i.L., Walenz,E.F.,
hxelrod,N., Huang,J., Kirkness,E.F., Denisov,G., Lin,¥.,
Macdonald,J.R., Pang,R.W., Shago,M., Stockwell,T.B., Tsiamouri,i.,
Bafna, V., Bansal,V., Kravitz,2.A., Busam,D.k., Beeson,K.¥V.,
McIntosh, T.C., Rewington,K.AL., Abril,J.F., Gill,Jd., Borwan,dJ.,
Rogers,¥.H., Frazier,M.E., Scherer,3.W., Strausherg,R.L. and
Venter,J.C.
TITLE The Diploid Genome Zequence of an Individual Human
JOTURNAL {er] PLoS Biol. 5 (10}, EZ54 (2007)
FUEHMED 175053354
COMMENT The DML sequence is from the whole genomwe assenbly released by the
J Craig Venter Institute a3 HuRef in May 2007 (see
http://wuw, jovi.orgf/research/huref/) . It is included in the NCEI
Reffeq collection as an alternative assembly to the one produced by
the Human Genome 3equencing Consortiuwm. The original whole genome
shotgun project has the project sccession ABEAOOOODOOOO.1. The HuRef
assenbly represents a composite haploid wersion of the diploid
genome sequence from & Single indiwvidual. The highest scoring M
Terming ™
2
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POSt-tRAILEMENT DES RESULLALS DE BIAST

* RECONSTRUCTION D’ALIGNEMENtS MULLIPLES (LABESSE, 1996; DURAND, 1997)
+ CALCUL DE SCORES, CIASSiFiCAtiON (MARtIN, 2003; Rasko, 200S)
+ ENRiCHiSSEMENt EN DONNEES (WORLEY, 199S; DieteriCH, 2008S)

+ REQUELAGE (ECKmAN, 2001)
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D'iNtEGRALION

D'EXPLORALON DE BANQUES DE DONNEES BiOLOGiQUES
i

R
~(J" Plate-FORME {

+ CENTRALISER L'ACCES AUX OUTLILS Et AUX DONNEES
+ RENDRE L'ACCES AUX RESSOURCES tOtALEMENt tRANSPARENt
+ PROPOSER DES OUTtilLS ADAPLES

* PERMETIRE DE SE CONCENTRER SUR L’'ANALYSE
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Outils
D'ANALYSE
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File Edit Modules Help
Search BLAST syskem: [NCBI QBlast clisnt V] Mame Date Engine Program Database Query Status E
beta-glucuronidase May 30, 2007 07:57 NCEIBlast blastn refseq_rna 20 sequences done B
= Search for agquaparines May 30, 2007 0&:00 NCEIBlast blastp pat & sequences done
L beta-man May 30, 2007 08:01 NCEIElast blastx sissprot 4 sequences dane
Analyse [Query: ”35 sequences () | glucuronidases May 30, 2007 08:09 NCEBlast blastp swissprok 501 sequences done
< Program: |Elast-N = aqp_test Jul 4, 2007 12:41 LocalBlast blastp pdb 1 sequence done
E test3 Jul 27, 2007 07:39 EBIWWuBlast thlaskn em_rel_std_fun 1 sequence done
Filter Database: |MNon-redundant (M) ~ beta-glucuronidases Sep 4, 2007 09:05 NCEBIBlast blastp swissprot 10 sequences done
Manager beta-mannosidase-rna Sep 4, 2007 09:06 NCEIBlast blastn refseq_genomic 4 sequences daone
agquaporines Sep 4, 2007 09:06 EBIWuElast blastp uniprok 4 sequences done
Cukput ld
DS PEEIEAE agquaporines Sep 4, 2007 09:06 EBIWuBlast blastp sgk 4 sequences done
dlignments: E beta-manno (RMA) Sep 4, 2007 09:07 EBIWuElast blastn em_rel_std_hum 4 sequences one
E-walue threshold: |10.0 oncogenes Sep 4, 2007 09:53 EBIWuElast blastn 35 sequences running: 335
oncogenes Sep 4, 2007 09:53 EBIWuBlast blast:x uniprok 35 sequences waiting
Search parameters b3
Low complexity filker: |yes - = c@ | | |Ti
Makrix:
Gap costs: Hit definition Hit length | E-value | Identity
Query Genetic Code: - o || 03 R . : - - e
2 gi|584839|s... MNP_416134  beta-D-glucuroni chia coli K12] =qi| 74312058|ref|YP_310477.1| beta... 1] 100% 100%:
DE Genetic Code: 3 gil529330[g... MP_416134 |beta-D-glucuronidase [Escherichia coli K12] =il 74312058|ref |YP_310477.1] beta. .. 603 o 98, 7% 9%, 100%
4 nil5reRln MNP 41f 174 a-D-nlururanidase [Escherichia coli K12] >qil74312058|ref | YP_310477.1| beta... 603 il 98, 7% 99%, 100%
Query sequence(s) : [Escherichia coll K12] =gi|74312058|ref[YP_310477.1| beta... 603 0 9B,7% | 9% 100% ||
==L [Escherichia cali K12] »gi|74312058|ref|¥P_310477.1| beta...| 603 i 100%, 100%: 100%:
L [Escherichia cali K12] =qi| 74312058 ref YP_310477.1| beta,.. 603 i 98, 7% 9%, 100%
Eb| ‘9| @' | ﬁ nidase, beta isoform 3 [Pan troglodytes] =qil 114613742 |ref|. .. 651 o 93, 4% 96, 1% 100%
Clostridiurn perfringens str, 13] 599 1] 100%, 100%: 100%:
Fetch sequences from NCBI Entrez Caldivirga maquilingensis IC-167] 558 0 100%: 100% 100%
CCTGAAAGCCTCACGET, = CCCAGGLCEGAGIC | I dldivirga maquilingensis 1C-167] 558 1] 100% 100% 100%
SECTGTGACTCTGEG0Y o e 1ps: [a209456] TCCGAGAGCAGTGSE | lejnetridium cellulolyticum H10] 508 i 100% | 100% 100%
G CCCTEAGEITTCACY FTGCCAGCAGICTCG " A - = =
peCTTTACGCTCATCA TGGATCETTTTATEG Clostridium cellulakyticum H10] 505 1] 100%: 100% 100%
Sequence bype: prokeic rucleic L ichi i i o = o
ACAGCACATCACCTCT @ ® hercacccacacrad [Escherichia C0|.I FIZ] >qi|74312055|ref|¥P_310477.1| beta... 603 o 99,8°.fo IDDO.-’o 1000.-’0
AGAGCAMGCGCCCAT] CTTCCTTTTETTAA Thermotaga maritima M3BS] 563 0 100%. 100%: 100%:
CACTATATTTTACACS I OF I ’ Annuler ] (GECETETECATAGC Clostridium perfringens str, 13] 599 1] 100%: 100% 100%
CTECCCCCTOGEEGEET TTGTTTCTATATATS Haemophilus somnus 129PT] 596 1] 81,4% 91,3% 100%:
TEGTTTTTTTTGAATCCARR ACATT L [Escherichia cali K12] =qi| 74312058 ref|[YP_310477.1| beta,.. 603 i 98,7% 9%, 95, 4%
L [Escherichia cali K12] >gi| 74312058 ref|¥P_310477.1| beta...| 603 i 98, 7% 9%, 93, 4%
‘ | ‘ | L4 ‘ = [Escherichia coli K12] »>0i| 74312058 ref|YP_310477.1| beta... 603 1) 98, 7% 99%s 95, 4%
| L [Escherichia cali K12] =qi| 74312058 ref [ YP_310477.1| beta,.. 603 i 98,7% 9%, 98, 4%
OF I ’ Annuler ] s " -
e [Escherichia coli K12] =qi| 74312058|ref|YP_310477.1| beta. .. 603 1] 98, 7% 9%, 93, 4%
r — lostridium perfringens str, 13] 599 1,E-134 41,6% B0%: 97,8%
| 24 gi|4261801|... ¥P_0O01138701 PREDICTED: glucuronidase, beta isoform 2 [Pan troglodytes] &00 6,E-34 100%, 100%. 100%.
Program: Blast program used to scan the sequence 25 gi|3411175]... MNP_416134 beta-D-glucuronidase [Escherichia coli K12] =qgi| 74312058 ref |¥P_310477.1| beta... 603 1] 98,8% 9%, 100%
database 26 gi|3411170]... MP_416134 beta-D-glucuronidase [Escherichia coli K12] =qgi| 74312058 ref |¥P_310477.1| beta... 603 o 98,8% Q9% 100%
27 gi|38327S07.. NP_416134 beta-D-glucuronidase [Escherichia coli K12] »gi| 74312058 ref | ¥P_310477.1| beta... 603 i 100% 100% 100%:
23 gi|29150589,.. MP_416134 |beta-D-glucuronidase [Escherichia coli K12] »gi| 74312058 ref|YP_310477.1| beta... 603 i 99,5% | 100% 100% ||
g 29 gil13194574... ZF 00712952 COG3250: Beta-galactosidase beta-glucuroridase [Escherichia coli B1717 =il 752... 603 1] 99,5% | 99,8% 100%  |¥
=l . [ .
Help Query name: ” Submit ] -~ ©pen | apply filker: 4 @n
oncogenes: Result nat yet ready For sequence: 4 IjEMn,l’ZS‘tMn
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File

Edit

Modules  Help

A EE

List \ Conserved regions ', Multiple Alignment ' Position Specific Matrix ', Tawonomy ‘|

=] #‘| Accession | Definition E- Value | Cuality | # HSPs | Identity | Align. Length
1 [E] MIM_001093666 “enopus laevis mannosidase, beta &, lysosomal (manba), mRMA >g|50417767|gb|BC073052, 1| Kenopus lae... @ 1 100%: 3129 -
2 [E MM_001031655 F.attus norvegicus mannosidase, beta A, lysosomaliManba), mRMA=gi| 71051271 |gb|BC099094, 1| Rattus na... 1,E721 () 4 38,5% 104 B
ﬁ - = [E] “M_597139 PREDICTED: Dianio retia similar ta Mannosidase, beta &, lysosomal (LOC554?12), mRLkA 4,E-19 {1 3 116
Filker EE;S":SD\L"?TJ; 4 sculus mannosidase arba), mRM 409.1| Mus musculus ... | & [ 3 |
Manager || pzoa72 Aquaporin-CHIP 5 [E Mr_200159 Cranio rerio mannosidase, beta A, Iysosomal {manba), mRNA>g\|282?8333|gb|BCD45360 1| Daniorerio mann... | 9,E-17 ) z 85,3% 116
6 [E ¥ _420666 PREDICTED: Gallus gallus mannosidase, beta A, lysosomal (MANEA), mRMA 3,E-16 ) 4 87, 4% 95
B [ %M _001368674 PREDICTED: Monodelphis domestica hypothetical protein LOC 100014402 (LOC100014402), mRMA 2,E-14 ) 3 85,2% 105
test3 & [E] MM_1743587 Eos taurus mannosidase, beta A, ysosomal (MARNBA), mRMA =G| 704359 |gb|1J17432, 1|BTUL 7432 Bos taurus ... | 1,E-12 ) 4 82,7% 133
thlastn vs. emrelstdfun s [El=m_001168933 PREDICTED: Pan troglodytes similar to mannosidase, beta &, lysosomal, transcript variant 1 {LOC461407), m 5,E-12 ) 4 82,1% 140
sequence 10 (& ¥M_001169005 PRECICTED: Pan traglodytes similar to mannasidase, beta &, lysasamal, transcript wariant 2 (LOC461407), m 5,E-12 4 22,1% 140
11 &l ®¥M_001169032 PREDICTED: Pan troglodytes similar to mannosidase, beta A, lysosomal, transcript variant 3 (LOC461407), m... | 5,E-12 4 82,1% 140
aquaparines 12 B ®¥M_517370 PREDICTED: Pan troglodytes similar to mannosidase, beta &, lysosomal, transcript wariant 4 (LOC461407), m 5,E-12 4 52,1% 140
blastp vs. sgt 13 |El¥M_001101549 PRECICTED: Macaca mulatka mannosidase, beta &, kysosomal (MANBA], mRkA 5,E-12 4 82,1% 140
Sequence 14 (& NM_005905 Homo sapiens mannosidase, beta &, lysosomal (MANBA), mRMA 5,E-12 4 82,1% 140
15 [E %M_545005 PREDICTED: Canis Familiaris similar to Beta-mannosidase precursor (Mannanase) (Mannase) (LOC487883), m 3,E-11 - 3 81,7% 142
16 |E#M_001186463 PRECICTED: Strongylocentrokbus purpuratus similar to beta-mannosidase (LOCS93854), mRMA 7,E-2 @ 1 91,4% 35
beta-glucuronidases ) 17 |E#M_723313 PRECICTED: Strongylocentrotus purpuratus similar to beta-mannosidase (LOC593854), partial mRMA T.EZ @ 1 a1,4% 35
b".asgtfg\éf"ogsegfég;;'gos b 18 |El#M_367135 Magnaporthe grisea 70-15 hypothetical protein (MGEG_07060) mRMNA, complete cds 7E2 () 1 100% 23
al |ab| Al 19 |2 ¥M_384855 Gibberella zeae PH-1 chromosome 2 hypothetical protein (FGO4679, 1) partial mRha 7.E-2 @ 1 100%, 23
20 |E] #M_363252 Magnaporthe grisea 70-15 hypothetical protein (MGE_01178) mRMA, complete cds 1,15 @ 1 87,8% 41
oncogenes 21 |2 »M_001336951 Pichia stipitis CES 6054 Beta-mannosidase precursor (Mannanase) (MANZ) mRMA, complete cds 1,15 @ 1 87,8% 41
blastn vs, emcds 22 |E “M_633030 Dictyostelium discoideun Ax4 hypothetical protein {DDEDRAFT_0186566) mRMA, complete cds 1,15 @ 1 100% 21
Sequence 23 |E ¥M_535430 PREDICTED: Canis Familiaris similar ko Fibrous sheath inkeracting protein 1 (LOC473256), mRMNA 1,15 @ 1 100% z1 4
24 |El AM_001433543 Parameciur betraureia hypothetical protein (GSPATTO0035317001) mRMA, complete ods 4,53 @ 1 100%: 20
beta-mannosidase-ma 25 Bl MM_183088 Mus musculus RIKEM cDMA 2410018M08 gens (2410018M0BRikK), mRMA 4,53 @ 1 100%: 20
blastn ve. refseq_genomic 26 Bl %M_001350755 Flasmaodium Falciparum 307 cell division prokein FtsH, putative (PFL1925w) mRMA, complete cds 4,53 @ 1 95, 3% 24
il 133961144 |reF[NM_077941,3]... 27 |ElxM_001033282 Tetrahymena thermophila 56210 hypothetical protein (TTHERM_00420270) mRMA, complete cds 450 (7] 1 95,8% 24
Filker: Known H5P 28 |E xM_001030918 Tetrahymena thermophila SE210 hypothetical protein {TTHERM_00292070) mRMA, complete cds 4,53 @ 1 100% 20
29 [E xM_001210441 Aspergilus kerreus MIH2624 hypothetical protein (ATEG_00355) mRINA, complete cds 4,53 @ 1 100% 20
30 |E #M_001215814 Aspergilus kerreus MIH2624 beta-mannosidase precursor (ATEG_DBE36) mRMA, complete cds 4,53 @ 1 90,6% 32
31 |l ¥M_392850 PRECICTED: Apis melifeta similar to mannosidase, beta &, lysosormal (LOC409334), mRMNA 4,53 @ 1 85,4% 48
32 Bl AM_001053414 PREDICTED: Rattus norveqgicus similar to 3000004M20RK protein (predicted) (RED1307655_predicted), mRMA 4,53 @ 1 100%: E
Fetch Features for HSP: - E |7 |J|J| |
HSP Map \DeFinit\on \Statistics \Alignment \ 2| Features (5) \InFo \
Query | source : 1223, 1266 Mame Value
Hspes) . i n Location :11253.}1266 -
n {al=lyl=] Elyluls] 3
NM_027 - :igg igijgg: noke GO _component: lysasome; GO_function: cation binding; G0 _function: catalytic activit... '[;
I
e (o] [%] [£] [&]&]
oncogenes: Resulk not yet ready for sequence: 6 |_5$MOI254M0
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ANALYSE TAXONOMIQUE

L]
File  Edit Modules Help
List || Conserved regions | Multiple Alignment ', Position Specific Matrix *  Taxonomy ‘\
—
=] Compute | Taxonomy report: 45 out of 45 hits contain taxonomy data
Analyse Organism Repart * Taxonamy Report ‘\
—— Taxonomy |Organi...| Hits ‘ Score | Hit Definition @
aguaporines H : - N " -
Filter blastp vs. pat -1 Bovidae 1 1 82  Bos taurus mannosidase, beta A, lysosomal (MANBA), mRMA =gi| 704359|gb|UL... | —
Manager || p29972 Aquaporin-CHIP [=}-[= Carnivora 1 2 76 PREDICTED: Canis Familiaris similar to Beta-mannosidase precursor (Mannanase). ..
[ (= Canifarmia 1 z PREDICTED: Canis Familiaris similar ko Beta-mannosidase precursor {Mannanase). ..
resta = (= Canidae 1 2 PREDICTED: Canis Familiaris similar ko Beta-mannosidase precursor (Mannanase). ..
s B[ Canis 1 2 PREDICTED: Canis Familiaris similar ko Beta-mannosidase precursar (Mannanase)
thlastn vs, emrelstdfun - ——
Sequence [ Canis lupus Familiaris 1 2 : Caniis Familiaris similar bo Beta-mannosidase precursar (Mannanase)
E| (= Primates 3 & PREDICTED: Macaca mulatta mannosidase, beta A, Iysosomal (MANEA), mRMNA
Eﬁuiporlnest ¢ B Haplorrhini 3 ] PREDICTED: Macaca mulatta mannasidase, beta &, lysosomal (MANBA), mRMNA
S:gug:csé * (== Catarrhini 3 & PREDICTED: Macaca mulatta mannosidase, beta &, lysosomal (MANEBA), mRMNA
(= Cercopthecidas 1 1 PREDICTED: Macaca mulatka mannosidase, beta &, lysosomal (MARNBA), mRMNA
[z (= Cercopithecinae 1 1 PREDICTED: Macaca mulatta mannosidase, beta A, lysosomal (MANEBA), mRRA
beta-glucuronidases 3 Macaca 1 1 PREDICTED: Macaca mulatta mannosidase, beta &, lysosomal (MAKBAT, mRhA
bglﬁsgtfg\;lorse:r:&fég;;lgus 1b (== Hominidae 2 5 PREDICTED: Pan troglodytes similar to mannosidase, beta &, lysosomal, transcri. ..
R 1 4 PREDICTED: Pan trogladytes similar ko mannosidase, beta &, lysosomal, transcri.. .
1 1 Homa sapiens mannosidase, beta A, lysosomal (MARMBA), mRIA
oncogenes -2 clires 2 5 112 Rattus norvegicus mannosidase, beta A, lysosomaliManba), mRMNA>g| 7105127,
blastn vs. emcds [=H-[== Rodentia 2 5 112 Rattus norvegicus mannosidase, beta A, lysosomaliManba), mRNA =G| 7105127,
Sequence (2= Sciurognathi z 5 112 Rattus norvegicus mannosidase, beta A, lysosomaliManba), mRNA=G| 7105127, ||
=L I wrnidea 5 11 B athus norwenicls mannnsidase heta 8 besnsormalifanha B B enil 71051 :
beta-mannosidase-rna r
blastn vs. refseq_genomic
0i| 133961144 |ref |[NM_D77941.3]... = > — = = e
Filker: Known HSP #*|  Accession Definition CQuality | #HSPs | Identity | Coverage |J
5 |ENM_001... Manba), MM z -
4 (&l MM_027.. Mus musculus mannosldase, beta &, lysosomal (Manba), mRNA>g||21595010|gb|BC031409 1| Ius musculus mannosldase... 3 a7,5% 3,3%
2 |[El ®M_001... |PREDICTED: Pan troglodytes similar bo mannosidase, beta A, lysosomal, transcript variant 1 (LOC4E1407), mRMA 4 32,1% 4,5%
10 |& ¥M_001... [PREDICTED: Pan troglodytes similar ko mannosidase, beta &, lysosomal, transcrlpt wariant 2 (LOC461407), mRha 4 82,1% 4,5%
i s s PR T eI PP A ra Fm -
H3P Map \DeFinltlon \Statistics \ Alignrent \ =] Features (3} \Info \
Query source : 1960,.2063 Mame Yalue
Hsres) . Location <1960, =2063
- gene Manba [ood
Luibd note G0_campanent: lysosome; GO_function: beta-mannosidase activity; GO_process: ... [:T
=
]
- " EIEIEE
oncogenes: Result not yet ready for sequence: & I F&Mo/254Ma
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File Edit Modules Help

Analyse

) aquapotines
Filter blastp vs. pat
Managet || pzou7z aquaparin-CHIP

test3
thlastn vs, emrelstdfun
Sequence

aquaparines
blastp vs, sgt
Sequence

beta-glucuronidases
blastp ws. refseq_pratein
gi| 21984037 |gb| ABEEE208.1] b...

Oncogenes
blastn vs, emcds
Sequence

beta-mannosidase-rna

blastn vs, refseq_genomic

il 133961 144 ref [MM_077941,3]...
Filter: Known H3P

Help

EtUDE DES REGiONS CONSERVEES

List* Conserved regions \ Multiple Alignment \ Position Specific Matrix \ Taxonomy \

# Hit HSP | E-¥alue | I‘ i i 1l -
1 EmM_00L., 11 ] |~
2 [E] MM_001... 1-4 1,E-21 = ! =
3 [l ¥M_697139 1-3 4,E-19 = 2 2

= B =

& [El MM_200... 1-2 9,E-17 = =
&3 [ ¥M_420666  1-4 3,E-16 = = ! =
7 [l ¥M_0013... 1-3 2,E-14 = ! =
5 EMM_174.. 14 | 1,E-12 = = P’ = B
el [l #Mm_0011... 1-4 5,E-12 = = ! =
10 |E ®M_0011... 1-4 5,E-12 = = ! =
11 E®m o001t 1-4 5,E-12 = = ! =
12 E®M_517370 1-4 5,E-12 = = ! =
13 | ®M_0011... 1-4 5,E-12 = = ! =
14 |E MM_00S... 1-4 5.E-12 = = ! =
15 B ®M_545005 1-3 §,E-11 = = =
16 |5 ¥M_0011... 1-1 7.E-2 2
17 [ ®M_793313  1-1 T.E-2 !
18 = ¥M_367135  1-1 F.E-2 ! Ea

Sort by: [Hit order V] Display: [Cluster HSPs V] Header: [Identities V] Features:

HSP Map \Definltlon \Statistics \Alignment \ =] Features (S} \Info \
[Guery " source ! 1223, 1266 Name Walue |
hsP(s) . i pers 1223., 125 Location :11253. 1266

- ene Elplal- o

i 027 E :is; . 13331322 3ote GO_camponent: lysosome; GO_Function: cation binding; GO_function: catalytic activit... '[; =

[»]

(o] (%] [4] [=]]

oncogenes: Result not yet ready For sequence: 7
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File Edit hodules Help

MNarne Description Rule
EvalFilter 1 select by evalue HSP E-Yalue < 0.0010
Seqinfo; Date qget by date Seqlnfo: Creation date < 20050101
L annotated HSP it defi 1: unkmown and Hit definition 1: hypothetical and Hit definition 1 prec
Analyse | |EvalFilter 2 select by evalue (strict) HSP E-¥alue == 0.0
Size select by db sequence length HSP alignment: length == 200
Size | eval select by alignment size and evalue  |HSP alignment length == 250 or HSP E-Value <= 0.0010
Feature is Site get by Site Feature Feature bype @ Site
Feature is Site {strick) get by Site Feature, low E¥alus Feature type :: Site and HSP E-Yalue < 0.0010
Qualifier is Rattus get HSP From Rattus only Gualifier value :: Rattus
Seqlnfa: COrg get HSP From hurnan only SeqInfa: Organism @ {7i){homa)
Seqlnfor Tax get HSP from Chardata Seqlnfo; Taxonomy i Chordata

Filter

narne: |Kn0wn H3P |

description: |get well-annotated HSP |

Retain hit data if of the Following constraints are valid:

[t definition | [does not contain | [unknown | (=]
[Hitdefinitinn v][dnes not contain VJ|hypnthEtica| | [ - ]
[Hitdefinitinn v][dnesnntcnntain VJ|predicted | [ - ]
[Squnfo: Creation date v][isgreatarthan v]|20050101 ” & M - ]

Help [mew.., | [Edt... | [Detete |
oncogenes: Submit sequence: 10 IEI}'IUIZS‘IMO
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* EXEMPLES D'UTiLiSALiONS:

+ 'ANALYSE DANS (A DENIEIIE .
+ ELUDE DE SitE ACtiF (FONCtiON/StRUCLURE),
+ ANALYSE DE MUTALIiONS
+ ANALYSE tAXONOMiIQUE

+ 'IRAVAIlL EN GROS' .
* RECHERCHE DE CONAMINANTLS (SEQUENCAGE)
* ANNOTATLiION DE GENOMES
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Uﬁ Kor.' BIGS"' PLATE-FORME RECONFiGURABLE

- REPONDRE A DES BESOiINS SPECIFIQUES

MOTEUR DE Ovutils
RECHERCHE D’ANALYSE

INLEGRALION
DE DONNEES

* ADAPTER KORiBLASt POUR UtiliSER DES METHODES D’ANALYSES PARLICULIERES
+ CONFiIGQURER KORiBLASt POUR EXPLOItER DES BANQUES DE DONNEES PROPRIETAIRES
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MERC(i...

... QUESLIONS 2
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