Start by going to WWWw.ensembl.org or eBioKits Entry page

Search Ensembl

Search: [ All species +] for
e.0. human gene BRCAZ or rat X:100000..200000 or insulin

Browse a Genome

The Ensembl project produces genome databases for vertebrates and other eukaryotic
species, and makes this information freely available online.

Click on a link below to go to the species' home page.

Popular genomes (Log in to customize this list)

* %% Human

a  Mouse
NCBIM37

Zebrafish

e LFISH?
4

All genomes

[ -~ Select a species -- 4

View full list of all Ensembl species

Login / Register | BLAST/BLAT | BioMart | Docs & FAQs

New to Ensembl?
Did you know you can:

¢7 Learn how to use Ensembl
with our video tutorials and walk-throughs

¢7 Add custom tracks
using our new Control Panel

¢7 Upload your own data
and save it to your Ensembl account

¢? Search for a DNA or protein sequence
using BLAST or BLAT

¢7 Fetch only the data you want
from our public database, using the Ensembl Perl AP|

¢?, Download our databases via FTP
in FASTA, MySQL and other formats

¢?, Mine Ensembl with BioMart
and export sequences or tables in text, html, or Excel format

Still got questions? Try our FAQS

What's New in Release 53 (4 March 2009)

® New species - Taeniopygia guttata (Zebra finch)
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Type: IL2 into the search bar circled below and click the GO button.

Home > Human Login / Register | BLAST/BLAT | BioMart | Docs & FAQ

About this species Search Ensembl Human

- Description

& Genome Statistics
Assembly and Genebuil
Top 40 InterPro hits
Top 500 InterPro hits

Search for:
e.0. gene BRCAZ or AL032821.2.1.143563 or muscular dystrophy

Assembly and Genebuild »

What's New
& Sample entry points
Karyotype Assembly
Location (AL032821.;
- Gene (BRCAZ) This release is based on the NCBI 36 assembly of the human genome [November 2005]. The data consists of a reference assembly of the complete
Transcript (FOXP2-20 | genome plus the Celera WGS and a number of alternative assemblies of individual haplotypic chromosomes or regions. Full list of assemblies —
+ Configure this page DSy 257 The International Human Genome Sequencing Consortium have published their scientific analysis of the finished human genome.
+ Addcustomdatato | el o Nature 431, 931 - 945 (21 October 2004)
page A :
o Export data [t‘m_ | @ WT Sanger Institute Press Release

+ Bookmark this page .
Annotation

Since release 38 (April 2006) the gene annotation presented has been a combined Ensembl-Havana, geneset which incorporates more than 18,000 full-length protein-

coding transcripts annotated by the Havana team with the Ensembl automatic gene build. The human genome sequence is now considered sufficiently stable that since
2004 the major genome browsers have come together to produce a common set of identifiers where CDS annotations of transcripts can be agreed and these identifiers
are also shown.

® More information about the CCDS project.
The ENCODE (ENCyclopedia Of DNA Elements) project aims to find functional elements in the human genome.

# More information about the ENCODE resources at Ensembl.

Vega*
O Additional manual annotation of this genome can be found in Vega



Select the Ensembl gene ENSG00000109471.
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Ensembl text search

IL2 corporate/tree:"Top/Species/Homo sapiens” corpor: ( Search )

Your query matched 7 entries in the search database

Ensembl protein_coding Gene: ENSG00000109471 (HGNC (curated): |IL2)) [Region in detal]

Ensembl protein_coding gene ENSGO0000109471 has 1 transcript: ENST00000226730, associated peptide: ENSPO0000226730 and 4 exons: ENSE00000935278,
ENSE00000935280, ENSEO0001138256, ENSE00001293064

Interleukin-2 Precursor (IL-2)(T-cell growth factor)(TCGF)(Aldesleukin) [Source:UniProtKB/Swiss-Prot;Acc:P60568]

The gene has the following external identifiers mapped to it:

Affymx Microarray Focus: 207849_at

Affymx Microarray HCG110: 1538_s_at

Affymx Microarray HuGeneFL: S77835_s_at, X00695_s_at

Affymx Microarray Human Exon 1.0 ST v2: 2784269, 2784268, 2784272, 2784270, 2784266, 2784267

Affymx Microarray Human Gene 1.0 ST: 8102697

Affymx Microarray U133: 207849_at, g10835148_3p_at

Affymx Microarray U95: 34021 _at, 1538_s_at

Agilent Probe: A_23_P30115, A_23_P30122

CCDS: CCDS3726, CCDS3726.1

EMBL: U25676, BCO70338, AF031845, 582692, AB451325, AF532913, BC066257, V00564, DQ231169, DQ861285, X01586, BCO66256, AB451454, CH471056
X00695, 577835, J00264, AY283686, AF359939, AF228636, BC066254, K02056, 577834, BCO66255, M22005, M13879, AY523040, M33199

EntrezGene: lymphokine, IL-2, TCGF, 3558,

GE Healthcare/Amersham Codelink WGA: GE902998

G0: G0:0008083, G0:0005615, G0:0050672, G0:0030307, GO:0050728, G0:0051024, G0:0005515, G0:0005576, G0:0005134, GO:0042104, GO:0019209,
G0:0005125, G0:0006916, G0:0007267, G0:0030101, GO:0042523, G0:0048304, G0:0045944, G0:0006955, G0:0030217, GO:0046013, G0:0008284
Havana transcript having same CDS: OTTHUMT00000256715

HGNC (curated): IL2}001, IL2], 6001

HGNC Symbol: IL-2, |IL2}, 6001

Human Protein Atlas: 10310, CAB010310

lllumina V1: GI_28178860-S

lllumina V2: ILMN_9283

IPI: IPI00003099.2, IPI00003099




In the left hand navigation column click on Supporting evidence to show
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Gene summary
Splice variants (1)
Supporting evidence
Sequence
External references (3)
I~ Regulation
E- Comparative Genomics

Genomic alignments (3

biological sequence records that have been used for the annotation.
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Gene: IL2 (ENSG00000109471)

Interleukin-2 Precursor (IL-2)(T-cell growth factor)(TCGF )(Aldesleukin) Source: UniProtk8/Swiss-Prot P60568

Location Chromosome 4: 123,592,080-123,597,100 reverse strand.
Transcripts Thereis 1 transcript in this gene:_hide transcripts
Name Transcript ID Protein ID Description

IL2-001 | ENST00000226730 | ENSP00000226730 | protein_coding

B Gene Tree Gene summary help Splice variants »
Gene Tree (text)
Gene Tree (alignmen: Name IL2 (HGNC (curated))
Orthologues (28) Synonyms IL-2 [To view all Ensembl genes inked to the name clck here.
Paralogues (0) CCDS This gene is a member of the Human CCDS set: CCDS3726
Protein families (1) gene is a member of the Human set:
E- Genetic Variation Gene type Known protein coding
Variation Table Prediction Gene containing both Ensembl genebuild transcripts and Havana manual curation, see article.
Variation Image Method
External Data Transcripts
= ID History
Gene history
25.02Kb Forward strand -
+ Configure this page 123,58 Vb 12359 Mb 12359 b 123,60 Mb 12361 Mb
+ Add custom data to Contigs
page EnsemblHavana g... W—u——’w
« Export data 12358 Mb 12359 Mb 12359 Mb 123.60 Mb 123.61Mb
+ Bookmark this page ~=aiReverse strand 25.02Kb ,

Export image |

U Configuring the display

Tip: use the "Configure this page" link on the left to show additional data in this region.



Now we would like to view the genomic sequence. Click Sequence at the left.

—
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Gene: IL2 Gene: IL2 (ENSG00000109471)
Gene summary Interleukin-2 Precursor (IL-2)(T-cell growth factor)(TCGF)(Aldesleukin) Source: UnProtk8/Swiss-Prot P60568

Splice variants (1) ) , )
Supporting evidence Location Chromosome 4: 123,592,080-123,597,100 reverse strand.

Sequence Transcripts Thereis 1 transcript in this gene: hide transcripts

External references (3) Name Transcript ID Protein ID Description
Regulation

& Comparative Genomics IL2-001 | ENST00000226730 | ENSP00000226730 | protein_coding

Genomic alignments (3 . :
B Gene Tree « Splice variants | Supporting evidence help Marked-up sequence »

- Gene Tree (text) h

- Gene Tree (alignmen: Transcript CDS support UTR support Exon support

Orthologues (28) ENST00000226730 [view [align] CCDS3726 (align] NM_000586.3 20 features
Paralogues (0) gvidence] (align] NP_000577.2
= Protein families (1)
& Genetic Variation Ensembl release 53 - Mar 2009 © WTSI / EBI
Variation Table
= Variation Image Permanent link - View in archive site
- External Data
B ID History
= Gene history

About Ensembl | Contact Us |

+ Configure this page
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page

+ Export data

+ Bookmark this page



Exons are highlighted within the genomic sequence. Variations for this
sequence can be added. Click on Configure this page.

THIS STYLE: Location of ENSGO0000109471 exons
THIS STYLE: Location of Ensembl exons

>chromosome: NCEI26: 4: 122591480: 122597700: -1

TTAAATT AA4AT AGCOTTAAACACTACCTCAAGCTCAAT AAGCATTTT A4GTATTCTAATCTTAGT ATTTCTCTAGCT GACAT GT AAGAAGCAATCTATCTTATTGT AT GCAATT AGCT CATTCT T GHAT AAA5AGGT AA3ACCATTCT
GAAACAGGAAACCAATACACTTCCTATTTT AT CAACAAATCTAAACATTTATTCTTTTCATCTGTTTACTCTTGCTCTTATCCACCACAATATGCTATTCACATGTTCAGTGTAGTTTTATCACAAAGAAAATTTTCTGAGTTACTTTTG
TATCCCCACCCCCTT AMAGAAAGHACLAAAAACTCTTTCATACAGAACLCATT AATTGCAT GAATT AGAGCT ATCACCT AAGT FTGGGCT AATCT AACAAAGAGGHATTTCACCTACATCCATTCAGT CAGTCTTTGOGGATTT 224044
ATTCCAAAGAGTCATCAGAAGAGGAAAAAT GAAGOT AATCTTTTTTCAGACAGCT A8AGTCTTTGAAAAT ATGT GT AAT AT CT A444CATTTTGACACCCCCAT AATATTTTTCCAGAATT AACAGT AT AAATTGCATCTCTTGTTCAAG
AGTTCCCTATCRCT CTCTTTART CRCTACT CRCAGTARCCT CRACT CCT GCCRCRAT GTACRGERT GCRACT CCT GTCTT GCATT GCACTARGT CTT GCACTT 6T CRCALACRGT GCACCTACTT CRAGTT CTRCALL GRAAN CACRGCT
LCRRCTGGRGCATTTACT GCT GGRTTTACAGRT GRTTTT GRAT GGRATTART 6T A4GT AT ATTTCCTTTCTTACT AAAATTATTACATTTACT AATCTAGCT GGAGAT CATTTCTT AAT AACAATGCATTATACTTTCTT AGRATTACRR
GRATCCCRRRCTCRCCRGGRT GCT CACRTTTARGTTTTACRT GCCCARGRAGGT 46T ACAAT ATTTTATGTTCAATTTCTGTTTT AAT A42ATTCAAACT AT ATGAAAATTTGCACAGAT GOGACT AAT AGCAGCTCATCTGAGGT A4
AGAGTAACTTTAATTTGTTTTTTT GAAAACCCAAGTTT GAT AAT GAAGCCTCT ATT AAAACAGTTTTACCT AT ATTTTT AAT AT AT ATTT T 6T GTT GOT GOGGET GLGAAGAAAACAT A22AT AATATTCTCACTTTATCGAT 2AGAC
AATTCTAAACAAAAATGTTCATTTATGOTTTCATTT AAAAAT T A4AACT CTAAAATATTTGATTAT GTCATTTT ACT AT CT A42AT ACCAAAATCTATTTCCAAGEAGCCCACTTTT A3AAATCTTTTCTTGTTTTAGGAAAGETTTCT
AACTGAGAGGCAGCAT AACACT AATAGCACAGACT CTGOGGCCAGAT ATCTGAACT FAAAT CTCAGCTCTGCCATGTCCTAGCTTTCAT GAT CTTTGGCAAATTACCT ACTCTGTTT AT GATTCAGTTTCAT GTCTACTT AAAT FAAT A4
CTGTATATACTTAATATGGCTTTCT GAGAATT ACT AAGT AAAT CT AAAGCACT CAGAACCATATCTOLCAT AAGCT ASAT ACCAT ACAAGCATT AGCT ATTATTAGT ACT ATT AAAGAT AA4ATTTTCACT CAGAAAT ACALACT A24AT
TTTGGACTTTATCTTTTTACCAAT AGAACTT GAGATTT AT AT GCT AT AT GACTTATTTTCCAAGATT AA3AGCTTCATTAGGTTGTTTTTGGATT CAGAT AGAGCAT AAGCAT AAT CATCCAAGCTCCTAGGCT ACATT AGGTGTCT A4
AGCTACCTAGTAGCTGTGCCACTT AACACAGAAT GAACARAATCTGLTGLCAGAAAGAGCTTGTGCCAGHLT GAATCCAAGCCCAGAAAAT AT ACHATTT AAGGOLACACAGAT GCAATCCCATTGACT CAAATTCT ATTAATTCAAGS
GAAATCTGCTTCTAACTACCCTTCTGAAAGAT CT ARACEAGACAGCTTACAGATGTTACTCTAGTTT AAT CAGAGCCACAT AATGCAACT CCAGCAACAT AAAGAT ACT AGAT GCTGTTTTCTCAAGAAAATTTCTCCACATTGTTCATG
CCAAABACTTARACCCGAATTT AT AGAATTTCT ACT GOT FAATT GAAAGCGCAAT AGAT GCACAT AT CAGGOEATTGGT ATTGTCTTGACCTACCTTTCCCACT AAAGAGCT CTT AGAAAGAT GAGATT AT CT GCAT AATTT AGGHGET GG
TAGAATTCATGGAAAT T AACTTT GARACCAAAACT AT GAT A2ACT CTATTCATTTGTTCATTT AACCCTCATTGCACATTTACAAAAGATTTT ACAAACT AT AAAAAT ATTTCATTCCAAGHAT GCT AT CTT AAT GCT AT AT GAGE
AAGAAATGAAATCTAATTCTGECTCTACCT ACTTAT T GAT CAAATTCTGAGATTT AGT GTGCTTATTT AT A3ACT GCAGAT GAT ACTTCACTGCCTACTT CARAAGAT GACT T CAGAAGT AAAT GLGCCTATTTTGCAGAAAATTCTT
TTAAATTGTAAT AT ACCATAGAAAT AT GAAAT ATT AT AT AT AT AT AGAAT CAAGAGLCCTGTCCAAAAGTCCTCCCAAAGT ATT AT AATTTTTTATTT CACT GEGACAAACATTTTT AAAAT GCATCTT AAT GCTACT GATT T AGAAAA
GTAAAAATTT AAGACAT ATTT A3AAT T GTCTTGCT CAAGGCT AT ATTGAGAGCCACT ACT ACAT GATTATTGTTACCT AGT GT 32T CTTGGHATT CT GAT AGAT GLCATCCAAGAGCTTCCTTCTCTCTCAACATTCTGTGATTCTT
AACTCTTAGACT AT CAAAT ATT AT AAT CAT AGAAT T GATTTTTATGCTTCCACATTCTAACT CATCTGETTCT AATGATTTTCTATGCAGATT GOAAAAGT AATCAGCCT ACATCTCT AAT AGGCATTTAGAT GCAGAAAGT CT AACAT
TTTGCARAGCCAAATT AAGCT A32ACCAGTFAGTCAACTATCACTTAACGLT ACT CAT AGGT ACTTGAGCCCT AGTTTTTCCAGTTTT AT AAT 6T A4ACT CTACTGGTCCATCTTT ACACT GACATT GAGAACACAGAGAAT GCT A2
CTACATACTGCTACTCCAAAT AA2AT AAATTCLAAATT AATTTCTGATTCTGACCT CTATCT A2ACT GAGCT GAT GAT AATTATTATT CT AGGC CRACRGRACT GRRACRT CTT CAGT 6T CTAGRAGRAGRACT CARACCTCT GGRGGRAG
TGCTARATTTAGCT CARRGCRRAEL CTTT CACTTARGRCCCRGGGRCTTART CAGCARTAT CRARC GTARTAGTT CT GGRACTARAGGT A4GGCATT ACTTTATTTGCTCTCCTGRAAT AA422542582A6T AGGGOLAAAACTACCAC
ATTTTAAAGCTGACAT AACATTTTTGAT ATTTGT AAACT ACCCAT GCAT GT AATTAGCCTACATTTT AAGT ACACT T GAACAT GAATCATTTCT AT CTT AAAT GATT AACT GHGGAGT AT AAGCT ACT GAGTTTGCACCT ACCATCT AC
TAATGGACAAGCCTCATCCCAAACTCCATCACCTTTCATATT AACACAAAACTGOCACT CAGAGAAGET ACTGAGTTGAGTTTCACAGAAAGCAGGCAGATTTTACT AT ATATTTTTCAATTCCTTCAGAT CATTT ACTGGAAT AGCCAA
TACTGATTACCTGAAAGGCTTTTCAAAT GETGTTTCCTTAT CATTT AT GHAAGLACT ACCCAT AAGAGATTTGTCTT 244425424 3ACTCGAGCCATT AT GOCCACTGCACT A2ACAAACAACAATCTTTTTAGAGGCAATCCCC
ACTTTCAGAATCTTAAGCTATTTTT A2ATGCACAGLAAGCAT A3AATATGCAAGOLACT CAGCT GATCT AAAAGAGATTCACTTTTGTCTTTTTAT ATCCCGTCTCCT AAGGT AT AAAATTCAT GAGTT AAT AGGT ATCCT AAAT 2AGCAG
CATAAGTATAGT AGT AAAAGACATTCCT AAAAGT AACTCCAGTTGTGTCCAAAT GAAT CACTTATTAGT GGACT GTTTCAGTT GAATT A4AAA4AT ACATT GAGAT CAATCTCAT CTAGACATTGACAGATT CAGTTCCTTATCT ATGGC
AAGAGTTTTACTCTAAAAT AATT AACATCAGAAAACTCATTCTTAACTCTTGAT ACAAATTTAAGACAAAACCATGCAAAAAT CTGAAAACTGTGTTTCAAAAGCCAAACACTTTTTAAAAT A2AAAAATCCCAAGAT ATGACAATATTT
AAACAATTATGCTT AACAGCAT ACAGAACACTGCAACACTTTTTT AAAAGAGAAT ACTTATTT AAAGCGAACACTCTATCTCACCTGCTTTTGTTCCCAGHGT AGGAAT CACTTCAAATTT CAAAAGCTCTCTTTT AAATCTCACT AT AT
ATCAAAATATTTCCTCCTTAGCTTATCAACT AGAGHAAGCGTTT AAAT AGCTCCTTTCAGCAGAGAAGCCT AATTTCT A4AAAGCCACTCCACAGAACAAAATTTCT AATCTTT AAACTTTT A4AAGTTGGCAAATTCACCTGCATT GAT
ACTATGATGLGOT AGHGAT AGGT GT AAGT ATTT AT GAAGAT GTTCTTCACACAAATTTATCCCAAACAGAAGCAT GTCCTAGCTTACT CTAGT FT AGTTCTGTTCTGLTTT GOGLAAAAT AT AAGCAGATTCACTT AACT ACAAALAT 4G
GAGACTCTAATCAAGATTTACAAAAGAAGAAACT AT AATCTGCAT AT CAATTCAT ACATTT AACTTACACAAAT ATAGCT CTACATTCAGAGGAAAAGCGAT CAAGTTTATTTCACAT CCAGCATTT AT ATTTGTCT AGAT CTATTTTT
ATTTAAATCTTTATTTGCACCCAATTT ACLGAAAAAATTTTTGTGTTCATT GACT GAATT AACAAAT GAGLAAAATCTCAGCTTCTGTGTTACT ATCATTTGGT ATCAT AACAAAAT AT GT AATTTTGGCATTCATTTT GAT CATTTC A4
GAAAATGTGAAT AATT AAT ATCTTTGOT AAGCTTCAAAAT AAAGGCAACAGGCCT AT AAGACTTCAATTGOLAAT AACTGCT AT AT AAGGT A2ACT ACTCTGT ACTTT A4A4AATTAACATTTTTCTTTT AT AGGGRT CT GRARCARCRTT
CATGTGT GRATAT GCT GRT GRGMCAGCRACCATT GTAGRATTT CT GRACAGRT GGATTACCTTTT 6T CARAGCAT CAT CT CRACACT GRCTT GRTAATTARGT GCTT CCCACT TARAA CATAT CAGGCCTT CTATTTAT TTARATATTTR
ALTTTTATATTTATTGTT GRAT GTAT GGTTT GCTACCTATT GTALCTATTATT CTTART CTTRRRL CTRTARLTAT GGRT CTTTTAT GRTTCTTTTT GTRRGCCCTRGGGGCT CTRRAAT GGTTT CRCTTATTTAT CCCRRRRTATTTAT
TATTATGTT GRAT GTTARRTATAGTAT CTAT GTAGRTT GGTTAGTARAL CTATTTAATARATTT GRTARRT AT 44 A4C A AGCCTGGAT ATTTCTTATTTT GEAAACACCACAGACT AAGCATTT AAAT ATTTCTT AGTTACTT GT 6T GAAC
TGTAGGATGETTAAAATGCTTACAAAAGT CACTCTTTCTCT GAAGAAAT ATCT AGAACACAGAT CTAGACTTCTCAAAAGCCCTTGCTTTGTCCTTTCAAGHGCT GATCAGACCCTTAGTTCTGGCATCTCTT AGCAGATTATATTTTCC
TTCTTCTTARAATGCCAAACACARACACTCTTGAAACTCTTCAT AGATTTGGT AT GOCT AT GAATTCTCCAATATCTTACACCCTGCCCART GLTCTGAGGAGGLT CACCT AT ATGGCCT AT ATCAAAGGTCTTCCCTGCCCTTTGGCTT
TCCATTGGGTCCTGCCACTGOGEAGT GCTGET AGCAACT AT CAGGAACAT AAGAGATTCCCTTGACTCCCTCCTT CTGGAGT AGACCCAGGAT GHCTGTGTCTCTCAAGCAAGGAACCCAGATTACCT CAAGETGHCACTCTGGET ACTT
TTTCCTTCTGAGTGATTCTGGT AATCTTCCCTTGTCCCTTT AAGCCT AGGHAGHET GET ACTTTTGCTGTT



In this example we display variations and show line numbers. Last click
Save and Close.

Y] [CustomDatal DYouraccount

Configure view Configuration for: "Marked up gene sequence”
- Configure
5' Flanking sequence (upstream): 600 *
3' Flanking sequence (downstream): 600 *
Number of base pairs per row: 60 bps B:
Additional exons to display: (Coreexons 4]
Orientation of additional exons: ( Display exons in both orientations 1+ .
Display
Show variations: [ Yes and show links |§] vy T
(Yesandshow inks 19 variations | ||
Line numbering: | Relative to this sequence 4] '
DAS sources
(1 ArrayExpress Warehouse Turn on line
Gene expression profile thumbnails from the ArrayExpress warehouse [Homepage] numberi ng

1 cbs_func
CBS Protein function and structure predictions [Homepage]

1 cbs_ptm
CBS Post-translational modification site predictions [Homepage]

[l cbs_sort
CBS Protein sorting predictions [Homepage]

1 GAD
Genetic Association Database - association of diseases to human Entrez genes. [Homepage]
[ HGNC 1

The HGNC (HUGO Gene Nomenclature Committee) DAS Reference Server serves up-to-date approved gene symbols and
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THIS
THIS
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STYLE : Location of ENSGO0O000109471 exons
STYLE : Location of Ensembl exons

STYLE : Location of SNPs

STYLE : Location of inserts

FTHESVSTYREER Location of deletes

>chromo=ome: NCEI26: 4: 122591430: 122597700: -1

1 TTAAATTAAAATAGCGTTAAACARTACCTCAAGCTCAAT AAGCATTTTAAGTATTCT AAT

61l CTTAGTATTTCTCTAGCTGACATGT AAGAAGCAATCTATCTTATTGTATGCAATTAGCTC
1zl ATTGTGTGGAT AAAAAGCT AAAACCATTCTSAAACAGGAAACCAATACACTTCCTGTTTI
151 ATCAACAARATCTAAACATTTATT C-AT CTGTTTACTCTTGCTCTTGTCCACCACAS
Z4l TATGCTATTCACATGTTCAGTGTAGTTTT AKGACALAAGALLATTTERTGAGTTACTTTTG
201 TATCYCCACCCCCTT ARAGALAAGGAGGALAAACTGTTTCAT ACARAAGGCGTTAATTGCA
261 TGAATTAGAGCTATCACCT AAGTGCTGGGCT AATCT AACALAAGAGGGATTTCACCTACATC
2zZ]1 CATTCAGTCAGTCTTTGGGGGTTT AAAGAAATTCCALAAGAGTCATCAGAAGAGGAAAAAT
251l GAAGGTAATGTTTTTTCAGACHWGGT AAAGTCTTTGAALAATATGTGT AATAT GT AAAACAT
541 TTTGACACCCCCAT AATATTTTTCCAGAATT AACAGT AT AAATTGCATCTCTTGTTCAAG
601 ARGTTCCCTATCRCTCTCTTTRRTCRCTACTCRCRGTRRCCTCRECTCCTGCCRCERAT GTRE
661 CRGERATGCRRCTCCTGTCTTGOATTGCRCTRAGTCTTGCRACTTGTCRCREBLCRGTGCRCC
7Z1 TRCTTCRAGTTCTRCEELGRELD COLCEGCTRCRARCTGGRRGCATTTACKKCT GGRTTTRACE
751 GATEARTTTTGRAT GGRATTRAT GT AAGT ATATTTCCTTTCTTACT AAAATTATTACATTT
521 AGTAATCTAGCTGGAGATCATTTCTT AATWACAATGCATTATACTTTCTT AGRARTTRACARR
901 GRRTCCCRRRCTCRCCRGEGRTGCTCRACATTTRRGTTTTRACRAT GCCCRARGREGGT AAGT &AC
961 AATATTTEETGTTYAATTTCTGTTTTAAT AAAATTCALAGT 22T ATGALLATTTGHMACAG

1021 ATGGGACTAATAGCAGCTCATCTGAGGT AAAGAGT AACTTTAATTTGTTTTTTTGAAAAC
1051 CCAAGTTTGAT AATGAAGCCTCTATT AAAACAGTTTTACCTATATTTTT AATATATATTT
1141l GTGTGTTGGTGGGGGTCOCAAGAAAACAT AAALAT AATATTCTCACTTTATCGAT AAGAC
1201 AATTCTAAACAAAAATGTTCATTTATGGTTTCATTT AAAAATGCT AAAACTCT ALAATATT
lz61 TGATTATGTCAITTTAGTATGTAAUATACCAAAATCTAITTCCAAGGAGCCCACTTTT.A
1221 AAATCTTTTCTTGTTTTAGGAAAGGTTTCT AAGT GAGAGGCAGCAT AACACT AATAGCAC
1281 AGAGTCTGGGGCCAGAT ATCTGAAGTGAAATCTCAGCTCTGCCATGTCCTAGCTTTCATG
194491 ATCTTTGGCAAATTACCYACTCTGTTTGTGATTCAGTTTCATGTCTACTT AAATGAAT A
1501 CTGTATATACTTAATATGGCTTTGT GAGAATT AGT AAGT AAATGT AAAGCACTCAGAACC
1561 GTGTCTGGCAT AAGGT AAATACCAT ACAAGCATTAGCTATTATT AGT AGTATT AAAGATA
1621 AAATTTTCACTGAGAAAT ACAAAGT AAAATTTTGGACTTTATCTTTTTACCAAWAGAACT
16531 TGAGATTTAT AATGCTATATGACTTATTTTCCAAGATT AAAAGCTTCATTAGGTTGTTTT
1791l TGGATTCAGAT AGAGCAT AAGCAT AATCATCCAAGCTCCTAGGCTACATTAGGTGTGT AL
1501 AGCTACCTAGTAGYTGTGCCAGTT AAGAGAGAATGAACAAAATCTGGTGCCAGALAGAGT
1561 TTGTGCCAGGGTGAATCCAAGCCCAGALAAAT AAT AGGATTT AAGGGGACACAGATGCAAT
1921 CCCATTGACTCAAATTCTATT AATTCAAGAGAAATCTGCTTCTAACTACCCTTCTGAAAG
19581 ATGTAAAGGAGACAGCTTACAGATGTTACTCTAGTTTAATCAGAGCCACAT AATGCAACT
2049l CCARCAACATAAAGATACTAGATGCTGTTTTCTGAAGAAAATTTCTCCACATTGTTCAYG
2101l CCaAaEAACTTAAACCYGAATTTGT AGAATTTGCT AGTGGTCAATTGALAAGCGCAATAGATG
2161l GACATATCAGGGGATTGGTATTGCTCTTGACCTACCTTTCCCACT AAAGAGTGTT AGAAAG
ZZZ1l ATGAGATTATGTGCAT AATTTAGGGGGTGGTAGAATTCATGGAAATCTAAGTTTGAAACT
ZZ81 AAAAGTAATGAT AAACTCTATTCATTTGTTCATTTAACCCTCATTGCACATTTACALAAG
22491 ATTTTAGAAACTAAT AAAAATATTTGATTCCAAGGATGCTATGTT AATGCT AT AATGAGS
2901l AAGAAATGAAATCTAATTCTGGCTCTACCTACTTATGTGGTCAAATTCTGAGATTTAGTG
2961 TGCTTATTT AT AAAGTCRAGAT AT ACTTCACTGCCTACTTCAALAGATGACTGTGAGAS
2521 GTaAAATGGGCCTATTTTSGAGAAAATTCTTTT AAATTGTAATATACCAT AGAAATATGAS
2581 ATATTATATATAATATAGAATCAAGAGGCCTGTCCAAAAGTCCTCCCAAAGTATT AT AAT
26491 ¥TTTTATTTCACTGGGACARACATTTTT A2AATGCATCTT AATGTAGTGATTGT 2GA2LA

&0
1z0
1350
40
200
260
az0
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&00
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7z0
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00
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lo0z0
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1l6z0
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z700
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Now let’s click on Gene Tree which will display the current gene in the context of

a phylogenetic tree of orthologues and paralogues genes.

Orthologues »

[ JGene: 1L2] |
Gene: IL2 Gene: IL2 (ENSG00000109471)
Gene summary Interleukin-2 Precursor (IL-2)(T-cell growth factor)(TCGF)(Aldesleukin) Source: UniProtkB/Swiss-Prot PE0568
Splice variants (1) . .
Supporting evidence Location Chromosome 4: 123,592,080-123,597,100 reverse strand.
Sequence Transcripts Thereis 1 transcript in this gene:_hide transcripts
Exterln ?I Feforences (3) Name Transcript ID Protein ID Description
egulation : . .
& Comparative Genomics IL2-001 | ENST00000226730 | ENSP00000226730 | protein_coding
Genomic alignments (3
= Gene Tree « Genomic alignments Gene Tree help
Gene Tree (text)
Gene Tree (alignmen' '] Laurasiatheria: 10 homologs
Orthologues (28)
Paralogues (0) IL2 Pan troglodytes
Protein families (1) [ L2 Homa saplens
E- Genetic Variation L2 Pongo pygmaeus
Variation Table IL2_MACMU Macaca mulatta

Variation Image
External Data
= ID History
Gene history

+ Configure this page

+ Add custom data to
page

o Export data

+ Bookmark this page

0 L2 Tarsius syrichta

Srepsirhini: 2 homologs

LEGEND

— xLbranch length
.- x10 branch length
- 100 branch length

Gene D current gene
Gene D within-sp. paralog

Glires: 7 homologs

Eutheria: S homologs

¥ speciation node
1 duplication node
ambiguousnode

collapsed sub-tree AA glignment match/mismatch
collapsed (curent gene) M AA consensus > 66% (misjmat
collapsed (paralog) T AA consensus > 33% (misimat

AA alignment gap

View options:

@ View current gene only
@ View paralogs of current gene

@ View all duplication nodes
@ View fully expanded tree

Export image

«——Tloview a fully expanded tree click here!



Now lets take another look at genetic variation. Click Variation Image.

= Gene Tree

t Gene Tree (text)

Gene Tree (alignmen

~ Orthologues (28)
~ Paralogues (0)
= Protein families (1)
Genetic Variation
~ Variation Table

External Data
D History
- Gene history

Configure this page
Add custom data to
page

Export data
Bookmark this page

« Genomic alignments |

= Variation Image mmmm—

Gene Tree help

Orthologues »

IL2_HORSE Equus caballus
IL2_FELCA Felis catus
IL2_CANFA Canis familiaris

IL2 Vicugna pacos

IL2 Pteropus vampy s

IL2 Myatis ludfugus

B3V280_TURTR Tursiops truncatus
IL2_BOVIN Bos taurus

IL2 Sorex araneus

IL2 Pan troglodytes

IL2 Homo sapiens

IL2 Pongo pygmaeus
IL2_MACMU Macaca mulatta
IL2 Tarsius syrichta
L2 Otolemur gamettii

L2 Microcebus murinus

I 112 Rattus novegicus

12 Mus musculus

{1 IL2 Spemophilus tridecemlineatus

12 Dipodomys ordii

{1 088210_CAVPO Cavia porcellus

IL2_RABIT Oryctolagus auniculus
IL2 Ochotona princeps
IL2 Loxodonta africana

IL2 Procavia capensis

L2 Choloepus hoffmanni

0 IL2 Echinops telfair

IL2 Dasypus novemcinctus

0 IL2 Erinaceus europaeus




External Data »

« Variation Table Variation Image help
——t- 8.33 Kb -
123,591,000 123,592,000 123,593,000 123,594,000 123,595,000 123,596,000 123,597,000 123,598,000
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PRO0D265
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) I — e
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Superfamily do... 27266
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V T= t. / | T ' ""I f
arlcl |OnS - Ve ! T /_/'/ }’ I|'
o = e | -~ !
T 7 yd / P /// / /
o / Vs / / {
— -~ i - A i
ar I G/A | | AIG l | TiC l ’ TIG ‘ TIA | I GIT | I G/A | | TA - | | TIA l QA AlC TIA
Variation legend Synonymous coding B Intronic Non-synorymous coding
Upstream
Export image |
{
]
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Click at the only non-synonymous coding

QA AC
Non-synonyM<yariation: rs3087209
—

Export Variation Properties
bp: 123596933

status: cluster, freq, hapmap

SNP and then Variation properties
to learn more about it.

class: snp

ambiguity M
code:

displayed above.

mapweight: 1|
alleles: A/C

source: HGVbase, dbSNP
type: NON_SYNONYMOUS_CODING

>
A~




V &,

Home > Human

Variation: rs3087209

Variation: rs3087209 Variation: rs3087209

Summary

- Gene/Transcript (1) Variation type  SNP (source dbSNP)

- Population genetics (10) Synonyms None currently in the database
Individual genotypes (271 ajleles A/C (Type: Unknown)
' gzme"t Sata (0 Ancestral allele: A
— Phenotype Data
P ©) Location This feature maps to 1 genomic location(s). hide locations \
« Configure this page . S :
« Add custom data to 4:123596933 (forward Jump to region in detail
strand)
page
« Export data ..
« Bookmark this page Variation summary
Validation status Proven by cluster, frequency (Feature tested and validated by a non-computational method).
HapMap SNP
Linkage . ] ] I _—
disequilibrium Links to Linkage disequilibrium data per population:
data CSHL-HAPMAP:HapMap-HCB (Tag SNP) CSk
Flanking : ¢
Sequence

Variation of interest

GATAGGGAACTCTTGAAC & LATTTATACTG
GGGTGTCAAAATGTTTTACATATTACACATATTTTCA
3 4CATTACCTTCATTTTTCCTCTTCTGAT GACTCTTT GG

(Variant highlighted)

Next let’s focus on one transcript. Select the transcript from the header section by
clicking on the Transcript tab for IL2 marked with a red arrow above.



This is the transcript summary display. Now lets lock in more detail at the exons.

Home > Human Login / Register | BLAST/BLAT | BioMart | Docs & FAQs
: 23,592,080-12: | Transcript: IL2-001

Transcript-based Transcript: IL2-001 (ENST00000226730)

displays Interleukin-2 Precursor (IL-2)(T-cell growth factor)(TCGF)(Aldesleukin) [Source:UniProtKB/Swiss-Prot;Acc:P60568]
Transcript summary . _ _
Supporting evidence (23 Location Chromosome 4: 123,592,080-123,597,100 reverse strand.
B Sequence Gene This transcript is a product of gene ENSG00000109471 - There s 1 transcript in this gene: hide transcripts
bf Eé‘;&s (4) Name Transcript ID Protein ID Description
L ;rotein IL2-001 | ENST00000226730 | ENSP00000226730 | protein_coding
c External References U Transcript and Gene level displays ]
General identifiers (95) .
Oligo probes (18) In Ensembl a gene is made up of one or more transcripts. Views in Ensembl are separated into Gene based views and Transcript based views
Gene ontology (22) according to which level the information is more appropriately associated. This view is a transcript level view. To flip between the two sets of
= Genetic Variation views you can click on the Gene and Transcript tabs in the menu bar at the top of the page.
t Population comparison
Comparison image Transcript summary help Supporting evidence »
& Protein Information
Protein summary
Domains & features (1. l:l\//l‘\/l\/l]
Variations (2) —=aiReverse strand 5.02Kb !
External Data Export image |
=D THr|:rt123|pt history Statistics Exons: 4 Transcript length: 794 bps Translation length: 153 residues
t Protein history CCDS This transcript is a member of the Human CCDS set: CCDS3726
+ Configure this page Type Known protein coding
+ Add custom data to Prediction Transcript where the Ensembl genebuild transcript and the Vega manual annotation have the same sequence, for every base pair. See article.
page Method
+ Export data Alternative This Ensembl/Havana merge transcript entry corresponds to the following database identifiers:

‘ hi -
Bookmark this pege __ transcripts Havana transcript having same CDS:  OTTHUMT00000256715 [view all locations)

Ensembl release 53 - Mar 2009 © WTSI / EBI About Ensembl | Contact Us | Help




« Supporting evidence e
No. Exon / Intron Start
5" upstream sequence

1 ENSEQ0001293064

Intron 1-2

2 ENSE00000935280
Intron -3

3 ENSE00000935278

Intron 3-4
4 ENSEQ0001138256

3' downstream sequence

If you would like to see more of the introns and the flanking sequences you can use

123,596,899

123,596,809
123,596,749
123,594,459
123,594,315

123,592,468
123,592,080

End Start End Phase

123,597,100

123,596,898
123,596,808
123,596,748
123,594,458

123,594,314
123,592,467

Exons help

Phase
0
0 0
0 0
0

«

cDNA sequence »

LengthSequence

.......... ccataatatttttocagaattaacagtataaattqcatetettattcaag

202 BT T AT T T TT AT CACT ACT A0 AT A CCTCAACTOLTGOCACSATATS
CAGGATGCAACTCCTCTCTTGLATTGCACT AAGT CTTGCACTTCTCACARACACTGLACT
TACTTCAACTTCTACARACARRACACAGCT ACAACTGHAGCATTT ACTGLT GHATTTACH
GATGATTTTGAMT GLAATT AAT

90 ghaagtatatttoctttottactaa.......... ataacaatgeattatactttottag
60 AATTACAAGAATCCCABACTCACCAGGATGCT CACATTTAACTTTTACAT GCCCAAGAAG
Z 2 90 graagtacaatattttatgttcaat.......... qagetgatgataattattattctag

144 GLCACACAACTGAAACATCTTCACTCTCTAGAAGAACAACTCARACCTCTRRAGCAACTG
(TABATTTAGCTCARAGCARMMACTTTCACTT AACACCCACHEACTT AATCAGCARTATC
SACOTAATACTTCTOOAACT AAAE

1 8 47 graagqeattactttattbgctete. ... aaaaattaacatttttottttatag

3 8 8 GEATCTGAAACAACATTCATGT 6T GAAT ATGLT GAT GAGACAGCAACCATTCT AGAATTT
CTGA&CAG&TGGATTACCTTTTGTCAMGCATCATCTCMCACTGACTTGAT.‘,.'.TT.'..',ET
GCTTCCCACTTARAACAT ATCAGGCCTTCTATTTATTT AAAT & TTT TTTT‘ 'TTT.‘-',
TTITTI TITTHTTTIITIITTT"‘"‘ 4 & }

AT G BAGCCLT AGGG LEEE) CACTTA

3 “"T."TTT TT TT*'TIvT GBATGTTAMAT & T IT T CTATGTAGATTGETTA

GTAAAACTATTT AAT AAATTT GAT AAAT

ataaacaagectggatatttattattttygaaacageacagagtaageat. ... ...

Configure this page. If you want to find out what the different colors
mean click the Help button. Finally follow the link for Supporting evidence.



« Transcript summary | Supporting evidence help Exons »

EnsemblMavan... =:._ _._ _I_.] - Red bO.XGS:
Tanscript evide... EXO”S N the

NI 0005863 Ensembl transcript

CCDS3726

NP 000577.2
Exon evidence;

BC0703381

S77834.1

Q13169 Alignment of cDNA

BC066254.1

AR5 ™| and proteins to the

BC066257.1

AS230401 Ensembl exons.

BC066256.1

BC066255.1
DQ231169.1
AY283686.1
DQB6E1285.1
Q13169.1
CD559408.1 [ |
CD522012.1 [ |
M11144.1
V00564.1
CD638573.1 [ |
$82692.1
X01586.1
Legend protein evidence B EST evidence DNA evidence

— non-canonical splice site - Part of evidence missing from transcript structure
E evidence extends beyond exon /CDS O---Part of evidence duplicated in transcript structure
E evidence start / endswithin exon / CDS b ______ |:\ evidence extends beyond the end of the transcript

Export image




Let’'s now look at the genomic region for this gene by clicking onto the Location tab

Location: 4:123,592,083-123,597,098

Location-based Chromosome 4: 123,592,083-123,597,098
displays
Whole genome chromosome 4 [T T TERNPII )<aE2 N ST [ G ]
Chromosome summary Export image
Region overview : o .
Region in detail « Region overview Region in detail help Genomic alignments »
[=] Comparari\la‘ﬂnr\nmir.c
GenomReg'on in detail 1.00]Mb Forward strand je—
Synteny (10) 12310Mb 123.30 Mb 123.50 Mb 12370Mb 123.90 Mb
B Genetic Variation Chromogome barvs q27 q28.1
: Contigs ACO3 AC022489 959 ACO
R_esequencmg (6) EnsemblHavana g... [ —— E— = 18 e
Linkage Data “AC097533.1 “ADAD1 fJL2 Y121 “AC0S35454 ‘FGF2  “NUDT6
Markers “KIAA1109 “BBS12 =
- - ncRNA gene
+ Configure this page — , ' ! ' | | , |
« Add custom data to 123.10 Mb 123.30 Mb 12350Mb || 123.70 Mb 123.90 Mb
a0e Ensembl Homo sapiensversion 53.360 (NCBI36) Chromosome 4: 123,094,590 - 124,094,589
" Exgort data Export image
+ Bookmark this page Location: 4 @ 12359208 - 12359708 Go> K <H .||||“|"t, > »
5.02 Kb Forward strand pe—
123,593,000 123,594,000 123,595,000 123,596,000 123,
Chromosome bands q27
Contigs ‘ P 2
EnsemblHavana g... ﬁ_ L — -
CCDS set !
Human cDNA | y
123,593,000 123,594,000 123,595,000 123,596,000 123)
—=mReverse strand 5.02 Kb
Gene Legend I Known protein coding
There are currently 178 trackstumed off.
Ensembl Homo sapiensversion 53.360 (NCBI36) Chromosome 4: 123,592,083 - 123,597,098

Export image

Ensembl Location displays are highly configurable. You can switch on additional tracks
displaying various features. Click Configure this page now.



Add all
variations

to the region.

Turn on the

Conservation

score and
Constrained

elements for
31 eutherian

mammals.

—

Main panel

—~ Active tracks

~ (1/4) Sequence

~ (0/1) Markers

~ (3/10) Genes

I~ (0/2) Prediction Transcri
I~ (0/7) Protein alignments
~ (0/5) Protein features

I~ (2/4) cDNA/mRNA alignn
I~ (0/4) EST alignments

I (0/2) RNA alignments

- (0/2) Other DNA alignme
- (0/20) Oligo features

I~ (0/3) Ditag features

~ (0/1) External data

~ (0/4) Simple features

~ (0/11) Misc. regions

~ (0/12) Repeats

—~ (1/18) Variation featy
~ (1/23) Functional genom
I~ (2/8) Multiple alignments
I~ (0/33) BLASTZ alignmen®
~ (0/11) Translated blat ali
- (5/5) Additional decorati
= (5/5) Information

Main panel

— Active tracks

- (1/4) Sequence

~ (0/1) Markers

~ (3/10) Genes

I~ (0/2) Prediction Transcri|
~ (0/7) Protein alignments
~ (0/5) Protein features

I~ (2/4) cDNA/mRNA alignn
- (0/4) EST alignments

I (0/2) RNA alignments

= (0/2) Other DNA alignme
I~ (0/20) Oligo features
 (0/3) Ditag features

- (0/1) External data

- (0/4) Simple features

~ (0/11) Misc. regions

~ (0/12) Repeats

~ (1/18) Variation features
 (1/23) Functional genom
~ (2/8) Multiple alignme
I~ (0/33) BLASTZ alignmen®
~ (0/11) Translated blat ali
~ (5/5) Additional decorati
= (5/5) Information

Search display:

Variation features

[E] All variations ' show info D ——
|:| Genotyped variations 'Show info

I:] Affy GeneChip 100K Array variations 'Show info
[[] Affy GeneChip 500K Array variations ' Show info
|:| Affy GenomeWideSNP_6.0 variations Show info
[[] EGA variations | show info

[[] ENSEMBL:Venter variations ' Show info

[[] ENSEMBL:Watson variations | Show info

|:| ENSEMBL:celera variations Show info

|:| HGVbase variations ' Show info

[[] NHGRI_GWAS_catalog variations ' Show info

[] TSC variations | show info

[[] dbSNP variations ' show info

[] riibas ASTD human SNPs | show info

[] f:ioas CONDOR human ' Show info

[] r:ipas DECIPHER | Show info

[] r:ipas DGV loci ' show info

[[] riibas) WGTP regions 'Show info

Search display:

Multiple alignments

|:| 31 eutherian mammals EPO  Show info

Conservation score for 31 eutherian mammals EPO ' Show info

E] Constrained elements for 31 eutherian mammals EPO Show info
[:| 12 amniota vertebrates Pecan 'Show info

|:| Conservation score for 12 amniota vertebrates Pecan Show info
|:| Constrained elements for 12 amniota vertebrates Pecan | Show info
|:| 9 eutherian mammals EPO ' Show info

[:| 4 catarrhini primates EPO ' Show info

—
Cr—

To update this configuration, select your tracks and other options in the box above and close this popup window. Your view will then be
updated automatically.

Reset configuration for Main panel to default settings.

Notes:

@ To change whether a track is drawn OR how it is drawn, click on the icon by the track name and then select the way the track is to
be rendered.

#® On the left hand side of the page the number of tracks in a menu, and the number of tracks currently turned on from that menu
are shown by the two numbers in parentheses (tracks on/total tracks).

@ Certain tracks displayed come from user-supplied or external data sources, these are clearly marked as [:\DAS (Distributed
Annotation Sources), [“\URL (UCSC style web resources) or [:\User data uploaded by yourself or another user.
Please note that the content of these tracks is not the responsibility of the Ensembl project.
In the case of URL based or DAS tracks may either slow down your ensembl browsing experience OR may be unavailable as these
are served and stored from other servers elsewhere on the Internet.

Finally click on save and close up in the right corner!



Location-based

displays

- Whole genome

Chromosome summary
Region overview

~ Region in detail

& Comparative Genomics

~ Genomic alignments

|~ Synteny (10)

B Genetic Variation
Resequencing (6)
Linkage Data

= Markers

+ Configure this page
+ Add custom data to
page

+ Bookmark this page

o Export data Erm—

Location: 4:123,592,080-123,597,100 J<=,00 )

Chromosome 4: 123,592,080-123,597,100

chromosome 4

0 B [EMEpl4T |

[ [P q26l!l:lq23-3_ 1 Nl .

« Region overview

Export image |

Region in detail help

Genomic alignments »

1.06|Mb Forward strand mm-
123.10 Mb 123.30 Mb 123.50 Mb 123.70 Mb 123.90 Mb
Chromosome bands q27
Contigs Click or drag to centre display _
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Enszmbl Homo sapiensversion 53.360 (NCBI36) Chromosome 4: 123,094,590 - 124,094,589
Export image |
Location: 4 @ 12359208 - 12359710 Go> K <K .|||||||*»'« >»
5.02 Kb Forward stranc -
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Chromosome bands q27 Conserved
[ 1) | [ | |
31 way GERP elem... Constrained elements for 31 eutherian mammals EPO e I e m e ntS
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| IILH ‘ | | Conserved
346 .
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EnszmblHavana ... <IL2-00-1 . — &
CCDS set I || | o |
Human cDNA — L] I F
All variations il | | [ I I Il L .
123,593,000 123,594,000 123,595,000 123,596,000 123)
—=m(Reverse strand 5.02 Kb
Gene Leaend [ Known protein coding




Export Configuration - Feature List

Location to export:

chromosome:NCBI36:4:123592080:123597100:1

Close

Select the

— B € FASTA sequence
5° Flanking sequence (upstream): ) * format
3" Flanking sequence (downstream): ) *

Options for FASTA sequence

Genomic:

Options for CSV (Comma separated values)
Similarity features

Repeat features

Prediction features (genscan)

Variation features

Gene Information

EE <

[ Unmasked a

R RRRER

Export Configuration - Qutput Format

® HTML
® Text €

| Click Next

Choose Text

® Compressed text (.qz)




>4 dna:chromosome chromosome:NCBI36:4:123592080:123597100:1

ATTTATCAAATTTATTAAATACTTTTACTAACCAATCTACATACATACTATATTTAACAT
TCAACATAATAATAAATATTTTCCCATAAATAACTCAAACCATTTTACACCCCCTACGCGC
TTACAAAAACAATCATAAAACATCCATATTTATACTTTTAACATTAACAATAATACTTAC
AATACCTACCAAACCATACATTCAACAATAAATATAAAATTTAAATATTTAAATAAATAGC
AACCCCTCGATATCTTTTAACTCCCAACCACTTAATTATCAACTCACTCTTCGACATCGATGC
TTTCACAAAACCTAATCCATCTCTTCACAAATTCTACAATCCTTCCTCTCTCATCAGCAT
ATTCACACATCAATCTTCTTTCACATCCCTATAAAACAAAAATCTTAATTTTTTAAACTA
CACACTACTTTACCTTATATACACTTATTCCCAATTCAACTCTTATACCCCTCTTCCCTT
TATTTTCAACCTTACCAAACATATTAATTATTCACATTTTCTTCAAATCATCAAAATCARN
TCCCAAAATTACATATTTTCTTATCATACCAAATCATACTAACACACAACCTCGACATTTT
CCTCATTTCTTAATTCACTCAATCAACACAAAAATTTTTTCCCTAAATTCCCTCCAAATA
AACATTTAAATAAAAATACATCTACACAAATATTAAATCCTCCATCTCAAATAAACTTCA
TCCCTTTTCCTCTCAATCTACACCTATATTTCTCTAACTTAAATCTATCAATTCATATCC
ACATTATACTTTCTTCTTTTCTAAATCTTCATTACACTCTCCTATTTTTCTACTTAACTCG
AATCTCCTTATATTTTCCCCAAACCAGCAACACGAACTACACTACAGCTAACGCTAGCGACATGC
TTCTCTTTCCCATAAATTTCTCTCAACAACATCTTCATAAATACTTACACCTATCCCTAC
CCCATCATACTATCAATCCACCTCAATTTCCCAACTTTTAAAACTTTAAACATTACAAAT
TTTCTTCTCTCCACTCCCTTTTTACAAATTACCCTTCTCTCCTCAAACCACCTATTTAARN
CCCTTCCTCTACTTCATAACCTAACCACCAAATATTTTCATATATACTCACATTTAAAAC
ACACCTTTTCAAATTTCAACTCATTCCTACCCTCCCAACAAAACCACCTCACATACACTG
TTCCCTTTAAATAACTATTCTCTTTTAAAAAACTCTTCCACTCTTCTCTATCCTCTTAAC
CATAATTCTTTAAATATTCTCATATCTTCCCATTTTTTTATTTTAAAAACTCTTTCCCTT
TTCAAACACACTTTTCACATTTTTCCATCCTTTTCTCTTAAATTTCTATCAACACTTAAC
AATCACTTTTCTCATCTTAATTATTTTACACTAAAACTCTTCCCATACATAACCAACTCA

Copy the header and a few lines of sequence and then follow the BLAST/BLAT

link in the bar at the top of the page.




raster.

Enter the Query Sequence

Either Paste sequences (max 30 sequences) in FASTA or plain text:

rocmosome chromosome:NCBI36:4:123592080:123597100:1
AAATTTATTAAATACT T TTACTAACCAATCTACATACATACTATATTTAACAT
TAATAATAAATATTTTGCCATAAATAACTCAAACCATTITTACACCCCCTACCCC
CAATCATAAAACATCCATATTITATACT T T TAACATTAACAATAATACTTAC

( & D)« >

Or Upload a file containing one or more FASTA sequences
ingen fil vald
Or Enter a sequence ID or accession (EMBL, UniProt, RefSeq)

[ Retrieve )

Or Enter an existing ticket ID:

[ Retrieve )

@™ dna queries
() peptide queries

Paste in your
sequence here

Select the databases to search against

Select species: Gallus_gallus
Use 'ctrl' key to select multiple species Casterosteus_aculeatus
Corilla_gorilla

(&

Homo_sapiens

@® dna database [ LATESTGP 3]
() peptide database [ PEP_ALL s

Select the Search Tool

BLASTN {configurep TRUND €
BLAT <€

Select BL&T and
click Run.
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Login / Registe!

[ new | (setup @ conFic  «»(ResuLTs’  «»{DISPLAY
Displaying u d seq e alig ts vs Homo_sapiens LATESTGP database
Showing top 100 alignments of 1, sorted by [ Raw Score B refresh
[¥] Alignment Locations vs. Karyotype (click arrow to hide)
Location of your
sequence search |e—
marked at
i3
chromosome 4.
! 1N
THEE: |
16 17 18 19 20 21 22 MT
[v] Alignment Summary (click arrow to hide)
Select rows to include in table, and type of sort refresh
(Use the 'ctrl' key to select multiples)
Query Subject Chromosome Supercontig Clone Contig Chromosome Stats Sort By
_off_ m _off_ m _off_ m _off_ m _off_ m _off_ m _off_ m _off_ . <Chromosome
Namem Namem Namem Namem Namem Namem Namem Score 0 >Chromosomem
Start Start & Start s Start & Start a Start & Start s E-val a <Score PN
End ~ End |v| |End v End |v| End |v| End v| |[End v/ |P-val v/ >Score v|
Links Query Chromosome Chromosome Stats
Start End Ori Name Start End Ori Name Start End Ori Score E-val %ID Length
[A1[S]IIGIIC] 28 987 + Chr:4 123592080 123593039 + Chr:4 123592080 123593039 + 4726 0.0e+00 100.00 960

Click at [C] to see the corresponding location view.
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