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(search against AEdD & AltSplice databases)

4 @0 ) Only for Intron Analysis

G*4 | D#* "=4= S bases from o' flanking
B & # Exon

+ 5 S bases from 3' flanking
CE Exan

COE-EB-3P 414 =4 = =141=1==11111=1411= =141==11 Choose the YWweight Matrix LZ2-type-GT-AG »
‘ 20284. 20430 SRS 815 EMSMUSG 00000000568 : 1806218208 4441 11===1

| 21966.22036 | sce Only for BLAST
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Choose the Database AltSplice Splice Fatterns + AEDB exons | »

AEDE exons
| AltSplice Genes + AEDB exons

3 Features (Exonsiintrons) : - 1=14 41==1=4 = =44 = == 11 =1 1=111==1
FEATURE FORM ELM START-EHD TYPE 1414 =1441 11 = 4=1=4 Unly for FASTA
ENSEDODN 340865 Ref-Conf  e61.100100) 20072 20171 Flanking
Intron I &y IB(1.112 112)e7(1.147 147)7(1.1135 1135) 20172, 21565 Internal
ENSEDDDD 251846 Ref-Conf  eB(1.8898) 21566, 21663 Flanking

1141 1= ==4 411 ====1=11=1=1=11 414141 Choose the Database AltSplice Peptides
=1 ==1111 4= = =1= =44141111 41 41 411=1 141= 14

Isoform 2 IR
) 1
& Features (Exons/introns) : I 2 A2 B+ $2*< C21 )" 21 RNA SpIICIng WorkbenCh
FEATURE FORM ELM START-END TYPE ' " ) ) 2™= ) )2 E-7.-18& 2
Exon Ref-PConf e6(5..100 100} ~20077.. 20171 Flanking
Infron Ref-Conf B{1.112 112} 20172, 20283 Internal
ENSEDOD01 127181 Ref-Conf E7(1.147 147) 20284 . 20430 Internal
Intron Ref-Conf 7(1.11351135) 20431 21565 Internal
Exon MNew-FConf £6(1..98 I6YG{1. 274 1143) 21566 ~21937 Flanking

Splice Pattern Table

PATTERH PEPTIDE STRUCTURE CONFIRMING CLONE IGENTIFIED
SEQUENCE SEQUEHCE EST/mRHA's LIERARIES EHP's

~3001,.3059, 32141, 32424,
38927, 39028, 39538 39630,
41262 41453 42080 42343,
42447 42633, 4400244379,

46154, ~4B8796

~3188. 3354 32141 32424
38827 ..35036, 39536..39630,
41262, 41453, 42260, 42343,
42447 42639, 44002, 44379,

45154, ~48749 Distributed annotation
~3149. 3354, 38927, 39098, _ , ontoEnsemblsystem

39538, 39630, 41262, ~41411 :
~32201 32270, 3236832424, _ AltSplice AEdb-Sequence AEdb —Motif

38927..~39098 Data: Exons, Events, _
isoform splice pattern Data: Exons, Events.| | Splice regulatory RNATIEN e

sequences Intron analysis.
Scoring ATG-context

32350 46957
(B85 aa)

32350, 46958
(G631 an)

Splice Pattern Sequence Table

isoform peptides. Annotation:

_ HTGREVCRGCGGTDIELDAARGDAVCTACGSYLEDHI INSEVOFVESSGGGESSAVGOFVSL :
EMSGOO0LDOISS024-  § o I THAT CHOL L HOHC LD T AFNEE EHAVERHL TRGREMANT I ARCT Y LVCRTEGTDH EXpreSS|0n States’
regulatory mode

P2 HIIDLSDLLOVAVYVLGKTFLLLARELCINAFATIDECLY IPRFAHTLLEFGEKHHEVSHTA Annotation: Sp|lce
LELLORMERDWHHTGERPSGLUGAALLVAARMHDEFRETVEEY ISVVEVCESTLRERLTEF
EDTETSOQLTIDEFHEIDLEEECDPPSYTAGORELERMEQOLEQVLSKELEEVEGEISSYODA .
IEIELENSRPEKAKGCSLASLAKDGSTEDTASSLCOGEEDTEDEELEAAASHLNKDLYRELLG Sl g n al S, S NP , exp res
CAPGSSEAAGSPENGGREPALGSIIDELETAASLCISDS IREC ISSOSSDEKEDASGDGEL
DLSGIDDLEIDRY ILHESEARVEAELWHRENAEY LREOREEEARIAKEKELGIYEEOEPE

AEdb — Function sequence.
REILSERERERTRFASRESGCADEPYVTSYGSHERELEPLYVSTOPANKEVATGSEATTPSSPTLGCGAEFARPOAY

LYESGPVSYHADEEADEEEPDEEDGEPCVSALOHHGSHDY GCDGDEDDGY Conservation — Reg U |at0 I'y Seq uences.
ErRSGO000018502<). HTALRLLORMEKRDWHHTCRRPSGLCGAALLYAARMHDFRRTVHEEY ISVVKVCESTLRERL AEd b _M In Ig enes Spl ICI ng rain bOW

EEa TEFEDTETSOLTIDEFHKEIDLEEECDPPSY TAGORELRHEOLEOVLSEELEEVEGELISSY
QDAIEIELENSRPEAKGGLASLAKDGSTEDTASSLOGEEDTEDEELEAAASHLHEDLYRE
IILGGAPGSSEAAGSPENGGREPALGSLIDPLETAASLGISDS I REC ISSOSSDPEDASGD . .
GELDLSGIDDLEIDRY ILHESEARVEKAELWHREHNAEY LREQREKEARTI AKEKELGIYKEH S pl IcCeé Min Ig ene constructs
KFEKSCKRREFPIQASTAREAIEKMLEQKKISSKINYVSVIRGLSSAGGGSPHREDAQEERS
ASARKLSRRERTPASRSGADEVITSVGERLRPLVSTOPAEEVATGEALLPSSPTLGARDARD
OAVILVESGEVSYHADEEADEEEPDEEDCEPCVSALOMMGSHDYGCDGDEDDGY

Analysis tools

EMRSCO00001 8507, HPRCAKAKSOPHFEVLAQY ILNESEARVKAELVTHRENAEYLREQREKEARIAKEKELGIY

EET KEHEPKEKSCERREFPIQASTAREAIEKHLEQKEKISSKINYSVLRGLSSAGGGSPHREDAQE
EHSASARKLSRRERTFASRSGADEVISVGHKRELEPLVSTOPAKKVATGEVCCETORFGOGDLG
ROFTSSWAOMLGL

- Databases

EMRSGOO0001 8502, HITSGR¥CRGCOGGTDIELDAARGDAVCTACGSYLEDHI IVSEVQFVESSGCGGSSAVGOFVSL

Eea DGACKTETLGGGFHVHLGKESREAQTLONGRERHEIHHLGHOLOLNOHCLDTAFHFFKHAVSER
HLTRGEEHMAHVIAACLYLVCRTEGTPHMLLDLSDLLOVDSLEPASFETUGCDLGY VTRV Y
TGVYPRCLHASOWEVCAACEVREFUSYVG

[ Feset ] [ Fun Clustalhh' ]

One-stop queryto BLAST, FASTA, Advanced AdvancedSpecificQuery s "
Screenshots from the AltSplice interface: featuspdice patterns public splice keyword Wrapper Query i individual Ag"D"”d‘;":‘ao

and peptide isoforms (above left), events, SNP nngp@mnd dataoases. ggmcteo ASD 10ASD ASD components
Information (above right)

T - ) INTEGRATION. The presented databases can be queried sepatatelyt, is also
ase pairs - click on axiz to zoom in v Altsalice (Allermative splice datbase . . . .
e possible to view the data in an integrated way.
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r Phenotyes (Associated directly or via orthologues or protein amilies)
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Splice patterns from AltSplice can be viewed gragly on either the AltSplice Pattern Viewer (left)
or as DAS tracks on the Ensembl Genome Browsdt{rig
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