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Accessing the public genome sequence data
UCSC’s Genome Browser (“Golden Path”)
http://genome.ucsc.edu

NCBI’s Map Viewer
http.//www.ncbi.nlm.nih.gov/mapview/

Ensembl
http:.//www.ensembl.org
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Types of data integrated in genome browsers

Same starting material for all genome browsers: genomic sequence

Annotations calculated independently by each genome browser
Genes
RefSeq mRNAs (non-redundant)
GenBank mRNAs (redundant)
ESTs
Gene predictions
SIS
Homologous sequences from other organisms
STSs

Overview of genome sequencing strategies

Clone-by-clone shotgun sequencing Whole-genome shotgun sequencing

e e ——}

Nature Reviews | Genatics
Green ED. Strategies for the systematic

sequencing of complex genomes.
Nat Rev Genet. 2001. 2:573-83.
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Genome assembly: Clone-by-clone shotgun

“working draft”

finished

Individual BACs

NT_contig

Green ED. Strategies for the systematic
sequencing of complex genomes.
Nat Rev Genet. 2001. 2:573-83.

Nature Reviews | Genetics

Genome assembly: Whole genome shotgun (WGS)

wqgs read 1

"""" ~aff— overlap

wgs read 2

y

wgs contig

wgs contig 2

wgs contig 1

mate-pairs

v

wgs supercontig (NW_XOXKXX)

mmmmm reads (matching colors from same clone)
unsequenced portion of clone
N ambiguous base

http://www.ncbi.nlm.nih.gov/genome/seq/NCBIContiginfo.html
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Genome Sequence Assemblies

Complex algorithms needed to incorporate all sequence data
Assemblies updated periodically as new sequence becomes available
Mouse and human genomes assembled by NCBI
Other genomes assembled by sequencing centers or consortia
UCSC is usually the first to display new assemblies, followed by NCBI
and then Ensembl
“Pre-release” assemblies and annotations available at
UCSC: http://genome-test.cse.ucsc.edu/
pre!Ensembl: http://pre.ensembl.org/
UCSC provides access to older genome assemblies and annotations; NCBI
and Ensembl do not
IF YOU ARE COMPARING DATA FROM DIFFERENT GENOME
BROWSERS, MAKE SURE YOU ARE LOOKING AT THE SAME
VERSION OF THE ASSEMBLY

Genome Assembly Versions

- Same assembly’? UCSC NCBI Ensembl

Human - May 2004/hg17/Build BU|Id 35.1 BU|Id 35
35
Mouse May 2004/mm5/Build | Build 33.1 | Build 33
33
June Build 2.1 RGSC 3.1 (RGSC
2003/r3/RGSC 3.1 3.2 on pre!)
Chicken | Yes(?) February Build 1.1 WASHUCA1
2004/galGal2

Yes, but NCBl is | November 2003/ Build 1.1 CHIMP1
using a different | panTro1/NCBI Build

chromosome 1.1

numbering

system
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UCSC

View a region in the genome by querying with a gene symbol

il e Human Genome Browser Gateway

| « || & ||+ | @ hup//genome.ucsc.edu/cgi-bin/hgGateway?org=Human&db=hgl7&hgsid=37847581 ~(Q-

Home - Genomes - Gene Sorter Blat

R

bles - FAQ Help
Human Genome Browser Gateway

The UCSC Genome Browser was ¢
Software Copyright (¢) The

od by the Genome Bioin
nts of the University of C

ormatics Group of UC San
alifomia. All rights reser

genome assembly position image width

Human + | | May 2004

[adam2 7 Te2o | (‘Submit)
Click here to reset the browser user interface settings to their defaults
('Add Your Own Custom Tracks )

About the Human May 2004 (hgl7) assembly (sequences
The May 2004 human reference sequence is based on NCBI Build 35 and was produced by the International Human Genome Sequencing Consortium.

Sample position queries

al band, a chromosomal
g list shows examples of valid position queries for the human genome. See

A genome position can be specified by the accession number of a sequenced genomic clone, an mRNA or EST or STS marker. or a cytologi
J Iy oe, or keywords from the GenBank description of an mRNA. The follo
the User's Gu

le for more information
Request: Genome Browser Response:
chr?

20p13
chr3:1-1000000

/s all of chromosome 7
region for band p13 on chr 20
million bases of chr 3, counting from p arm telomere

D1653046
RHIB061:RHRO1TS

AA205474
ACO08101
AFO83811
PRNP spla ion of genome with HUGO identifl !
NM_017414 isplay ion of genome with RefSeq identifier NM_017414

NP_059110 Displays the region of genome with protein accession number NP_059110

pseudogene mRNA  Lists transcribed pseudogenes. but not cDNAs
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00 Human adam2 - UCSC Genome Browser v91
€ http://genome.ucsc.edu/cgi-bin/hgTracks?org=Ht hgl ition= Apix=6208hgsid=37847 O Q- Coogle
4l
Known Genes [
ADAM2 at chr8:39720413-39814885 - (BC034957) a disintegrin and metalloproteinase domain 2 (fertilin beta)
ADAM2 at chr8:39720413-39814886 = (BC064547) ADAMZ protein.
ADAM20 at chr14:70058831-70061255 - (AF029899) a disintegrin and metalloproteinase domain 20
ADAM2]1 at chr14:69994512-69996356 - (AF029900) a disintegrin and metalloproteinase domain 21
ADAM22 at chr7:87208385-87471093 - (AF073291) a disintegrin and metalloproteinase domain 22
ADAM23 at chr2:207134044-207308385 - (AJ005580) a disinteg!in and metallnprﬂtainasa domain 23
ADAM27 at chr8:39561298-39706644 - (AJ133004) a disintegrin and metalloproteinase domain 18
ADAM28 at chr8:24207560-24268547 - (AJ242015) a disintegrin and metalloproteinase domain 28
ADAM29 at chr4:176226863-176273986 - (AF134708) a disintegrin and metalleproteinase domain 29

RefSeq Genes

ADAM? at chr8:39720413-39814936 - J(NM 001464) a disintegrin and metalloproteinase domain 2

RMZ0 &t chrid:J/0058831-70071485 - (NM 003814) a disintegrin and metalloproteinase domain 20
ADAM21 at chrl4:69993969-69996375 ~ (NM _003813) a disintegrin and metalloproteinase domain 21
ADAM22 at chr7:87208352-87471098 - (NM 016351) a disintegrin and metalloproteinase domain 22
BDAM22 at chr7:87208352-87456079 - (NM_021721) a disintegrin and metalloproteinase domain 22
BDAM?2 at chr7:87208352-87471098 - (NM_021722) a disintegrin and metalloproteinase domain 22
BDAM?? at chr7:87208352-87471098 - (NM_021723) a disintegrin and metalloproteinase domain 22
ADAM22 at chr7:87208352-87456079 - (NM_004194) a disintegrin and metalloproteinase domain 22
ADAM23 at chr2:207133873-207308183 - (NM_003812) a disintegrin and metalloproteinase domain 23
ADAM?B at chr8:24207560-24268550 - (NM_014265) a disintegrin and metalloproteinase domain 28
BDAM?8 at chr8:24207568-24249555 - (NM_021777) a disintegrin and metalloproteinase domain 28
BADAM29 at chr4:176271406-176273869 - (NM_021779) a disintegrin and metalloproteinase domain 29
ADAM39 at chr4:176271406-176273692 - (NM_021780) a disintegrin and metalloproteinase domain 29
BDAM29 at chr4:176226863-176273986 - (NM_014269) a disintegrin and metalloproteinase domain 29

Human Aligned mRNA Search Results

AJ005580 - Homo sapiens mRNA for adam23 protein.

BC034957 - Homo sapiens a disintegrin and metalloproteinase domain 2 (fertilin beta), mRNA (cDNA clone MGC:26432 IMAGE:4826530), complet:
BC064547 - Homo sapiens a disintegrin and metalloproteinase domain 2 (fertilin beta), mRNA (cDNA clone MGC:74935 IMAGE:5744846), complets
AF158637 - Homo sapiens metalloproteinase-disintegrin ADAM22-3 (ADAM22) mRNA, alternatively spliced, partial cds.

BC025378 - Homo sapiens a disintegrin and metalloproteinase domain 20, mRNA (cDNA clone MGC:25993 IMAGE:4827383), complete cds.

AF155381 - Homo sapiens metalloprotease-like, disintegrin-like, cysteine-rich protein 2 delta (ADAM22) mRNA, alternative splice product,
AF155382 - Homo sapiens metalloprotease-like, disintegrin-like, cysteine-rich protein 2 epsilon (ADAM22) mRNA, complete cds.

AF134708 - Homo sapiens disintegrin and metalloproteinase domain 29 (ADAM29) mRNA, complete cds.

AF171929 - Homo sapiens metallaproteinase-disintegrin (ADAMZ9) mRNA, complete cds.

AF171930 - Homo sapiens metallaproteinase-disintegrin beta (ADAM29) mRMA, alternatively spliced, complete cds.

AF171931 - Homo sapiens metallaproteinase-disintegrin gama (ADAM29) mRMA, alternatively spliced, complete cds.

AK129906 - Homo sapiens cDNA FLJ26396 fis, clone HRT08301, highly similar to Homo sapiens a disintegrin and metalloproteinase domain 23

Its

Non-Human Alioned mRNA Search Re

8 8 Human chr8:39,720,413-39,814,936 - UCSC Genome Browser v91

 htp://genome. ucsc.edu/cgi-bin/ hgTracks?position=chr8:39720413-39614936&gsid=3784764 1&refGene=0 = Q- Cooole

DNA Tables Convert Ensembl NCBI PDE/PS
UCSC Genome Browser on Human May 2004 Assembly
move (ce<) (<) () () (>5)(>>>) zoom in (1.5x) (3x) (10x) (base) zoom out (15x) (3x) (10x]
position  chr&:39,720,413-39,814,936 size 94,524 bp. image width: 620 jump

[ors O FH WEmEp< TN W T Wy |

Base Fosition Garseasel 35586060
Chromosome Bands Localized by FISH Mapping Glones

Chronosome Band
TS MArkers on Genetic <plue) and Radiation HUGrid (B1Ack) Maps
578 Markers | |
Gap Locatians

Kroun Genes Based on SWISS-PROT, MRMA, sndl Refseq
ADAME

Refseq cenes

[Ensene] gene Predictions L1, 11

Gensean Gene Predictians

Ensenn1 cenes v TR

Genzcan Genes

Human WRNAS From GerBank

uszsTe
BCE34aST
BCEE4S4T
uzEEES
x99aTH
A3

Hunan ESTS That Have Been Splice
spliced EsTS ||| | | Ll | ! L [l
Hu/Chimp sHouse skat /Bog /Chick/Fugus2f ish Hultiz Alignnents & Conserwat ion

canservation

cnimg
o
nouse
v
cnicken
Fugu i
|| zebrafish [l []
Fuga <Fua. 200271y Transiated E1AT A1ignnents
L Fugu Eat il
Repeat in
AT TTIT WITT TTTT ITRT AT T [ 1L RENT LI M1
move start  Click on a feature for details. Click on base position o zoom in move end

(<)[2.0 () around cursor. Click on left mini-buttons for track-specific options. (<) 2.0 (>

resetall ) (‘hide all ) Chromosome ¥ Guidelines ¥ Labels: left # center ¥ (“refresh

Use drop down controls below and press refresh to alter tracks displayed.
Tracks with lots of itemns will automatically be displayed in more compact modes.
Mapping and Sequencing Tracks

STS Markers RGD QTL

Base Position
Go to “http: [/genome ucsc.edu/cgi-bi kUi?hgsid 7641&c=ch "
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[latala! Human Gene ADAM2 Description and Page Index

) @ tsmome st | Details: Known Genes Track

h® [2(Q- Google

Home Genomes Genome Browser Gene Sorter Blat PCR Tables FAQ Help

Human Gene ADAM2 Description and Page Index

Description: a disintegrin and metalloproicinase domain 2 (fertilin beta)

Representative mRNA: BC034957  Protein: 099965 (ADO2_HUMAN)

RefSeq Summary: This gene encodes a disintegrin and metalloprotease (ADAM) domain 2, which is a member of the ADAM protein family. Members of this
family are proteins ly related to snake venom disintegrins, and have been implicated in a variety of biologic processes involving cell-cell
and cell-matrix i i i il muscle p and genesis. This member is a subunit of an integral sperm membrane glycoprotein
(called fertilin), which plays an important role in sperm-egg interactions.

Quick Links |SuissPr0l Commcnls|5cqucncc ‘Mlcroarray‘RNA Su'uclurcl
Protein Structure | Other SpcclcslGO Annotations |mRNA Dcscnplionq‘Mclhods ‘ |
// //

Quick Links to Tools and Watabases

Genome Browser|Proteome Browser| Gene Sorter| SwissProt |LocusLink | Entrez Gene
PubMed OMIM GeneLynx |GeneCards|CGAP Stanford SOURCE

Jackson Labs

Comments and Description Text from SwissProt

ID: ADO2 HUMAN
DESCRIPTION: ADAM 2 p (A disi in and il domain 2} (Fertilin beta subunit) (PH-30) (PH30).

FUNCTION: Sperm surface membrane protein that may be involved in sperm-egg plasma membrane adhesion and fusion during fertilization. Could have a direct
role in sperm-zona binding or migration of sperm from the uterus into the oviduct. Interactions with egg membrane could be mediated via binding between its
disintegrin-like domain to one or more integrins receptors on the egg. This is a non catalytic metalloproiease-like protein.

SUBCELLULAR LOCATION: Type I membrane protein.

TISSUE SPECIFICITY: Expressed specifically in sy ic cells in the semini s cells. Not detected in fetal tissues.

DOMAIN: A tripeptide motif (FEE) within disintegrin-like domain could be involved in the binding to egg integrin receptor and thus could mediate sperm/egg
binding.

PTM: The prodomain and the metalloprotease domain are cleaved during the epididy ion of the

MISCELLANEOQUS: In Is, exists as a h dimer composed of an alpha and beta subunits. In human, fertilin alpha is a pseudogene.

SIMILARITY: Belongs to peptidase family M12B

SIMILARITY: Contains | disintegrin domain.

SIMILARITY: Conrains | EGE-like dom

806 Human pratein ADO2_HUMAN - UCSC Proteome Browser
E] E] € hitp://genome.ucsc.edu/cgi-bin/pbTracks?proteinlD=AD02_HUMAN&hgsid=38806974&db=hgl7 [~] (=34

Human protein: Q99965 (aka AD02_HUMAN) ADAM 2 precursor (A disintegrin and metalloproteinase domain 2) (Fertilin beta subunit)
(PH-30) (PH30).

Move (<<<) (<< (GG Ga> Current scale: FULL  Rescale to (1/6) (1/2) (FuLL) (DNa
AR Scale [y T8 Tisa Ti5e
AR Seduence  MWRULFLLSGLGGLRMDSNFOSLPYG T TUPEKTRST IVIEGKPYTVHLHGHHFL P CTOLRGVLGFENUSYE IEPLESSUGFEHU TYGUKHKKROUSLYHE
Exons
Hugrophowicity EEeemenles. —_- - - e e—o - Oc— o oD
Custeines
] . . -

G1gcosy 1t ion

SUBErFam i 1y FSCOF

AR ARomalies

AR scate L ] L1ee (158
Explanation of Protein Tracks
p1 Molecular Weisht Number of Exons Anino Acid Fracusnc iss
5.8 52456 Da 13
| il
s 5 7 8 11 13 @K SHK 108k 1SGK ek 9 S5 19 1S 28 35 MCHHYNFIDRKRTUPEBERSL
InterPro Domains Hydrophon ity Humber of custeines A inG ACid Ananalies
3 0.2 g
a =
J ) 304

Display a menu
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enn Human chr8:39,720,413-39,814,936 - Gene Sorter v95
€3 hitp://genome.ucsc.edu/cgi-bin/hgNear?near_search=BC034957&hgsid=358808904&db=hgl7&near.old® ~ Q- Coogle
.
~
Expression (GNF Atlas2) ~T TS ]
enom e o (ONF Ads 1) May 2004 [3) search |BC034957 o! -
sort by [T RV Gl ( configure ) (‘filter tnow off) ) display (50 [#) output (sequence) (text)
Protein Homalagy - Rankprop
Protein Homology - PSI-BLAST
& Pfam Similarity
& Gene Distance
T Chromosome
+  Name Similarity
=  Alphabetical
& P prop
# [wame I e[score  |Gemome Position|Description
I [ADAM2 1 ichr8 39,767 649  |a disintegrin and metalloproteinase domain 2 (fertilin beta)
2 |[ADAMIB 10.999857 39,633,971 [a disinteg d metalloproteinase domain 18
3 |JADAM32 10.999964 |c| 39,172997 [A disinte, nd metalloprotease domain 32 (Similar to MDC famil
4 |ADAMY9 10.999893 [chr8 39,027,670 [a disintegrin and metalloproteinase domain 9 (meltrin gamma)
5 |JADAM21 0.999357 [chr14 69995434 |a disintegrin and metalloproteinase domain 21
6 [ADAM30 3 109995  |chrl 120,149.818 |a disintegrin and metalloproteinase domain 30
7 |JADAM20 10.999535 [chr14 70,060,043 [a disintegrin and metalloproteinase domain 20
8 |JADAM29 0.999106 [chr4 176250425 |a disintegrin and metalloproteinase domain 29
9 [ADAMI2 0.99975 [chrl0 127 880.422fa disinieg d metalloproteinase domain 12 (meltrin alpha)
10JADAM28 0.999786 |chr8 24 238054  |a disinteg d metalloproteinase domain 28 y
11{ADAMI9 10.999821 |chr5 156.886.118 |a disintegrin and metalloproteinase domain 19 (meltrin beta)
12{ADAM33 0.999428 [chr20 3,603 685 [a disintegrin and metalloproteinase domain
13]JADAM23 10999285 207.221.215 [a disintegrin and metalloproteinase domain 23
14{ADAM7 10999571 [chr8 24 388,323  [a disinteg d metalloproteinase domain 7
15{ADAMI35 0.999178 [chrl 151842571 [ADAMIS isoform 6b
16|]ADAM22 10.999607 [chr7 87,339,739 [a disiniegrin and metalloproteinase domain 22
17]JADAMI1 0.99882 |chrl7 40,202,799 and metalloproteinase domain 1 |
18{ADAMS 0999321 [chr10 134.972.000|a disintegrin and metalloproteinase domain 8§
19|ADAMDEC || | I | 35 [0.998749 [chrs 24 308,693 [ADAM-like, decysin |
20|BCO6TRO4 0995711 [chr® 39,342,679 [ADAMS protein
21|ADAMIT 0.997748 [chr2 9,613,253 a disintegrin and metalloproteinase domain 17 (tumor necrosis factol
22[ADAMIO I 0.997641 [chrl5 56.752.919 [a disintegrin and metalloproteinase domain 10
nola s e oo | o coonan e oo coaned TR P 2 T T P 1
«E ]
]
8 8 Human chr8:39,720,413-39,814,936 - UCSC Genome Browser v91

 hitp://genome.ucsc.edu/cgi-bin/ hgTracks?position=chr8:397204 13-39614936&hgsd=3784764 1&refGene=0) = Q- Goool:

Genomes

DNA Tables Gene Sorter

Ensembl

NCBI

UCGenome Browser on Human May 2004 Assembly

move (<< ) (<) (<) () (5>)(>>>) zoom in (1.5%) (3x) (10x) (base) zoom out (1.5x

position  chr8:39,720,413-39,814,936

size 94,524 bp. image width: s20

[ors O FH WEmEp< TN W T Wy |

) (3x) (10x)

=
(ump)

Base Fosition

578 Markers |

ADANe
ADANE

Garseasel S5580000]
Chromosome Bands Localized by FISH Mapping Glones

Chronosome Band

TS FAPKETS ot Genacia e ey ard Ragas ian Kb id coiacky Hams

Gap Locat fons

Gap

Kroun Genes Based on SWISS-PROT, MRMA, sndl Refseq

Refseq cenes

Ensenn Genes.

Genzcan Genes

uszsTe
BCE34aST
BCEE4S4T
uzEEES
x99aTH
A3

canservation

o i o

wouse i | [

Far il | [ [
ehicken
Fugu
zebraf ish

Gene Fredictions

Eneme) e } Wt

Gensean Gene Predictians

Human WRNAS From GerBank

Hunan ESTS That Have Been Splice

spticed EsTs ||| || | 1

Hu/Chimp sHouse skat /Bog /Chick/Fugu 2f ish Hultiz A1ignr

1
FuQU (Fug. 2092/Fr1) Translated B1AT A1ignnents

Fugu E1an, [

Repeating Elenents bu RepeatMasker

~move start - Click on a feature for details. Click on base position to zoom in o
(<) 2.0 (=) around cursor. Click on left mini-buttons for track-specific options. (<)2.0 ()

move end

(resetall ) (hide all ) Chromosome ¥ Guidelines ¥ Labels: left # center ¥ (refresh )
Use drop down controls below and press refresh to alter tracks displayed.

Tracks with lots of itemns will automatically be displayed in more compact modes.

Mapping and Sequencing Tracks

Base Position W STS Markers RGD QTL FISH Clones v
Go to “http: [/genome ucsc.edu/cgi-bi KUi?hgsi 7641&c=ch "

PDE/PS

Help
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OO RefSeq Gene

(5] :f/genome.ucsc.edu/cgi-| . ©8(a- Goagle
I3 O £ LI ll Details: RefSeq Genes Track [ :

RefSeq: NM 0014643 Status: Reviewed
CDS: 3 complete
OMIM: 601533
LocusLink: 2515
Entrez Gene: 2515
PubMed on Gene: ADAM?2
PubMed on Product: a disintegrin and metalloproteinase domain 2
GeneLynx ADAM2
GeneCards: ADAM2
AceView: ADAM?2
SOURCE: NM 001464

Summary of ADAM2

This gene encodes a disintegrin and metalloprotease (ADAM) domain 2, which is a member of the ADAM protein family. Members of this family are membrane-
anchored proteins structurally related to snake venom disintegrins, and have been implicated in a variety of biologic p i ing cell-cell and cell i
i i i ization. muscle and genesis. This member is a subunit of an integral sperm membrane glycoprotein (called fertilin),
which plays an important role in sperm-egg interactions.

mRNA/Genomic Alignments

SIZE IDENTITY CHROMOSOME STRAND START END QUERY START END TOTAL

2640 100.0% 8 - 39720414 39814936 NM_001464 1 2640 2657

Position: chr8:39720414-39814936
Band: 8pl1.22

Genomic Size: 94523

Strand: -

Links to sequence:

» Predicted Protein
« mRNA Sequence may be different from the genomic sequence.

Genomic Sequence Near Gene

€ hitp://genome.ucsc.edu/cgi-bin/hgc?hgsid=388073 84&g =htcGenelnGenome&i=NM_001464&c=chr8&1:() ~ Q- Cooole

Home Genomes Genome Browser Gene Sorter Blat PCR Tables FAQ elp

Genomic Sequence Near Gene

Get Genomic Sequence Near Gene
Note: if you would prefer to get DNA for more than one feature of this track at a time. try the Table Browser using the output format sequence.
Sequence Retrieval Region Options:

& Promoter/Upstream by 1000 bases

™5 UTR Exons

™ CDS Exons

#3' UTR Exons

_ Introns

) Downstream by | 1000  bases

(O One FASTA record per gene

@ One FASTA record per region (exon, intron, etc.) with o extra bases upstream (5') and 0 extra downstream (3')
(_ Split UTR and CDS parts of an exon info separate FASTA records

Note: if a feature is close to the beginning or end of a chromosome and upstream/downstream bases are added. they may be truncated in order to avoid extending

past the edge of the chromosome.

Sequence Formatting Options:

(O Exons in upper case. everything else in lower case.
@CDS in upper case, UTR in lower case.

O All upper case.

O All lower case.

[ Mask repeats: @ to lower case O to N

{ submit )

Display 2 menu
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& O O  htep://genome.ucsc.edu/cgi-|

n/hge?hgsid=38807384&g=htcDnaNearGe...olshad.hgSeq.maskRepeats= 1&hgSeq.repMasking=lower&subm|
| « [l e || + | @nttp://genome.ucsc.edu/cgi-bin/hgc?hgsid=38807384&g=htcDnaNearGene&i=NM_001464&c=chr8&l=( ~ Q-

>hg17_refGene_NM_001464_0 range=chr8:39814937-39815936 5'pad=0 3'pad=0 revComp=TRUE strand=- repeatMasking=none
ggaagtatctaccaacacataccctgtgatccgacaacttcactctagaa

atatacacagtagaaatccttacttattacaccaaaaggcatgtagaaga

atgtttatagctaaatattatttttaatagetggaacaataaacaaacaa

aatattcattaacagtaaaatggaaacacaagtggtgttatatttaatga

atttgtaatatacaccaatgaggataaaacagaactattgctttgtatga

accttacaatcatcctattaaaagaacccagacatgaaagagtagatggt

gattgottctacttgcgaaaagttcaaaaacagacaaaacgaatctttgg

ttgtttagaagtcatggttgtgaggttggaatotggggatttgggtggtt

ctttttcatttottcatogtggtactagttacgotgttttbtttttccac

ttgaatattaattgacctgtgaacttatgatttattatatacttttttte

gttttttgtttogttotttttttttttttbtttttttttttttgacggaat

ttegetotetcacceaggetggagtgcagtggtaaggtotttotgctea

tgecaacctetgectectaggttcaagegatteotectgecteagetteecg

agtagetgggattteaggeaccegecaccatgectggotaattttbttbt

gtatttttagtacagacggggtttcaccatgttgeggaaactggtetega

actecctgatacgtgtttatatatattcaattgaaattttacttaagaagt

gtttataaatcttcctgttoctcagotgttggaagtgattttgttgttge

tgttgecttaattaggcatcacgtocagtggagtgottgtectgoaagag

acagggctcaggagctogoacgttocacagegocaccacacccaaccteag

CCCAcCtgggototeCCagocgectacctottccaggotgegtggccyyy L
>hgl7_refGene NM 001464 1 range=chrB:39814807-39814936 5'pad=0 3'pad=0 revComp=TRUE strand=- repeatMaski
gcgtcatctcgogottoccaactgecoctgtaaccaccaactgecattatte

cggctgggacccaggacttcaagecATGIGGCGCGTCTTGIITCTGCTCA

GCGGGCTCOGCGEGCTGCGGATGEACAGTA

»hg17_refGene_NM_001464_2 range=chr8:39813812-39813888 5'pad=0 3'pad=0 revComp=TRUE strand=- repeatMasking=none
ATTTTGATAGTTTACCTGTGCARATTACAGTTCCGGAGARAATACGGTCA

ATAATAARGGAAGGAATTGARTCGCAG

»hgl7_refGene NM 001464 3 range=chr8:39810620-39810675 5'pad=0 3'pad=0 revComp=TRUE strand=- repeatMasking=none
GCATCCTACARAATTGTAATTGAAGGGAAACCATATACTGTGAATTTART

GCARAA

»hgl7_refGene NM 001464 4 range=chr8:39801495-39801573 5'pad=0 3'pad=0 revComp=TRUE strand=- repeatMasking=none
ARACTTTTTACCCCATAATTTTAGAGTTTACAGITATAGTGGCACAGGAA

TTATGAAACCACTTGACCAAGATTTTCAG

>hgl7_refGene_NM_001464_5 range=chr8:39798262-39798338 5'pad=0 3'pad=0 revComp=TRUE strand=- repeatMasking=none
AATTTCTGCCACTACCAAGGGTATATTGAAGGTTATCCARAATCTGIGET

GATGGTTAGCACATGTACTGGACTCAG

>hgl7_refGene_NM_001464_6 range=chr8:39797678-39797846 5'pad=0 3'pad=0 revComp=TRUE strand=- repeatMasking=none
GGGCGTACTACAGTTTGAARATGTTAGTTATGGARTAGAACCCCTGGAGT

CTTCAGTTGGCTTTGARCATGTAATTTACCAAGT ARAACATARGARAGCA

GATGTTTCCTTATATAATGAGAAGGATATTGAATCAAGAGATCTGTCCTT

TAAATTACARAGCGTAGAG

»hgl7_refGene NM 001464 7 range=chr8:39786086-39786142 5'pad=0 3'pad=0 revComp=TRUE strand=- repeatMasking=none
CCACAGCAAGATTTTGCARAGTATATAGAAATGCATGTTATAGTTGAAAA

ACRATTG

>hgl7_refGene NM 001464 8 range=chr8:39765345-39765416 5'pad=0 3'pad=0 revComp=TRUE strand=- repeatMasking=none
TATAATCATATGGGGTCTGATACAACTGITGTCGCTCAAAMAGTTITCCA

.
Display 2 menu

UCSC

e tracks displayed on the Genome Browser
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Human chr8:39,720,413-39,814,936 - UCSC Genome Browser v93
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BMS60521

€ hitp://genome.ucsc.edu/cgi-bin/hgcth

id: 066&

9743656&

145364

BM'® [2(Qr Google

Home Genomes

Genome Browser

Gene Sorter Blat

Tables FAQ

BM560521

Description: n/a
Gene: n/a

Cell
Sex:

type: nfa
n/a

Clone: IMAG!
Read direction: 5'
CDS: n/a
Date: 2002-01-20
Version: |

‘Organism: Homo sapiens
Tissue: medulla
Development stage: n/a

Library: NITH_MGC_119

Information on EST BM560521

Stanford SOURCE: BM3560521 [Gene Info] [Clone Info!
EST sequence: BM36052|

EST/Genomic Alignments

SIZE IDENTITY CHROMOSOME STRAND

START

END

QUERY

START END

TOTAL

I 1004 98.4%

= 39743657

39814886

BM560521

20 1051

1063 |

Description

The Spliced EST track displays Expressed Sequence Tags (ESTs) from G
considered spliced. an EST must show evidence of at least one cannonical intron, i.
splicing. the level of contamination in the EST databases is drastically reduced at lhc expense of eliminating many genuine 3' ESTs. For a display of all ESTs
(including unspliced), see the human EST track

nBank that show signs of splicing when aligned against the genome. To be
- one that is at least 32 bases in length and has GT/AG ends. By requiring

NonN

BM560521 vs Genomic

4]

€A hup://genome.ucsc.edu/cgi-bin/hgcihgsid=38386066&g =htcCdnaAli&i =BM56052 1&c=chr8&l=397204() ~ Qr Coogle

Alignment of | Aljgnment of BM560521 and chr8:39743657-39814886

BM560521
Click on links in the frame to the left to navigate through the alignment. Matching bases in cDNA and genomic sequences are colored blue

BM560521 and d. Light blue bases mark the boundaries of gaps in either sequence (often splice sites).

Human chr®

bloc!

loc cDNA BM560521

bloc

bloc -
ggtccggaat tccogggat( GGCTGGGACC CAGGACTTCA AGCCATGIGG 50

blocks CGCGTCTTGET TTCTGCTCAG CGGGCTCGGE GGGCTGCGGA TGGACAGTAA 10

block! TTTTGATAGT TTACCTGTGC AAATTACAGT TCCGGAGARA ATACGGTCAA 150

block TAATARAGGA AGGAATTGAR TCGCAGGCAT CCTACARART TGTAATTGRA 200

bloc GGGAAACCAT ATACTGTGAR TTTAATGCAA AAARACTTTT TACCCCATAR 250

bloc TTTTAGAGTT TACAGTTATA GTGGCACAGG AATTATGARA CCACTTGACC 300

P BAGATTTTCA GAATTTCTGC CACTACCARG GGTATATTGA AGGTTATCCA 350

bloc AAATCTGTGG TGATGGTTAG CACATGTACT GGACTCAGGG GCGTACTACA 400

together GITTGAARAT GTTAGITATG GAATAGAACC CCTGGAGTCT TCAGTTGGET 450
TTGAACATGT AATTTACCAR GTARAACATA AGAMAGCAGA TGTTTCCITA 500
TATAATGAGA AGGATATTGR ATCAAGAGAT CTGICCTTTA AATTACABAG 550
CGTAGAGCAC CCCAGRACCA TAAGTCTGGA ATCACTTGCA GITATTTTAG 600
CTCAATTATT GAGCCTTAGT ATGGGGATCA CTTATGATGA CATTAACARA 650
TGCCAGTGCT CAGGAGCTGT CTGCATTATG AATCCAGARG CAATTCATTT 700
CAGTGGTGTG ARGATCTTTA GTAACTGCAG CTTCGAAGAC TTTGCACATT 750
TTATTTCAAA GCAGAAGTCC CAGTGTCTIC ACAATCAGCC TCGCTTAGAT 800
CCTTTTTTCA AACAGCAAGC AGTGTGTGGT AATGCABAGC TGGAAnncaG 850
AGAGRAGTGT GACTGTGGGA CTGAACAGGQ aTGTGCCCTT ATTGGAGRAA 900
acTGCTGTGA TATTEGCCCC ATGTAaAtTT TARAGCCGGT TCARACTGTG 950
ctgahAGGA CATGCTGCGA AAhactggoc alTTATGTCa AABAGAARGA 1000
ATGGgGTAGG CCLTTCCTTT GARaGAATGE GAAacCCTCCC TGARaaATTG 1050
cattggaat cct
Genomic chr8 (reverse strand):
cecacctggg ctetcecage cgectaccte ttccaggetg cgtggecggg 39814937
gegtcatete gegottccaa ctgecctgta accaccaact gecattatke 39814887
GGCTGGGAC CCAGGACTTC BAGCCATGTG GCGCGTCTTG TTTCTGCTCA 39814837
GEGEGCTCGE CGGGCTGCGE ATGGACAGTA gtaagcagaa aaacccctec 39814787
tetggoettt tgggaccctc agegetacte teoctttgee tccaagttac 39814737
attgacatcc ctgggaggat gotttcotga ggggtttcca actcagcaat 39814687
tecaagetea tccccgacat tgecgectte cocacccaaa atccacgtag 39814637
aataaggget ttcccacacg tcctggaaac ctaggaaaga taagatagga 39814587
ggtcctagge cttaagaggt tgottcaaaa ttgtagtttc agatcotget 39814537
ttgcattttt cacgacagtg aaagttgaga cccaacttct gtactetcka 39814487

O
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Human chr8:39,720,413-39,814,936 - UCSC Genome Browser v91
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Extended DNA Case/Color

Extended DNA Case/Color Options

Use this page to highlight features in genomic DNA text. DN
below for details about color, and for examples. Tracks in "

Position | chrs:39.625,589-39,509,460 | Reverse complement )
Letters per line 50 | Default case: O Upper ® Lower ( submit)

e I = = ol i
N R N i R
fomgos 5 5 5[5 i[5
feseaoms 8 5 5[5 o o]
frensicens 5 o 5[5 5[ o
(Gonencens |00 0 [0 (o [o o]
Famnmiovns 55 52 o o
peast 0 0 o [0 i[5
o555 5 [ o]
w0 0 o [0 i1 5]
I Rl
Rt 5 2 5[5 [21[o 5

A covered by a particular
ide" display mode are not

SNPs in RefSeq exon

tgttactaatttttgctgagteatgaaaggaatcageatgtgtagyactgaaataatat

\GAAGACtgaataa
atgaaaaaaaaagtcaccgttatcaacaagttgaaatgatagctagttcaacaaatagca
tgcaagtaaccttattgcaaagtagacttatatcatgoaatttatttttagecaacattt
taaatatacaaatgctaaagaagtaaaattaactaaagaaaataattaaaaaataacact
gtaataaatttttaagtggaaaatttcaaaatcalttataacttgatcatgtctattata
aattctgaaaaatataattccgaaaaatagtotccaatttatttttattatatatageta
tatgactgtcactacttaatatatatttatttaatatattacgttctttetetetectee
ccccaacccccccatocttaaaatatttggaactcacteatgtoctttgeagggacatgg
atgaaget. tcattet, gaacataaaaccaaacaccge
atgttcteactcataagtgggagctgaatcatgaaaacacatggacacagggaggggaac
atcacacaccagaacctgtegggggttgggaggeaaggggaggaagageattgagaceaa
tacctaatgeatgtggggettaaaacctagatgacgggttgataggtgeageaaaccace
atggcacatgtatacctatgtaacaaacctgeacattetgeacctgtgteoccagtactta
aagtaaaataaattttaaaaaaatgaaagaaactcaciG G
GTCCAGACTACCCTTTAGGTTCACTCTCACTTTCAGGTTGCCkgcatattaaaaataaaa
ataatattatactttcttcaagatgattttacaaacctctgtattatctgtcagtcttga
aacagttctgaatttttacctaagaactgggttcaccoattatttgagaataccctatca
ctgagaacatctctgccctggtaatcaagactaataatgaacatctttgoatcagtgaat
atgaaaaaaaagcacagtgatatatgtttacccgaaaagaaacttagatcattgttatat
tcatagtattattggttaagtatctttaaactttttgocattcattttcaaccctattaa
tttctattcattttactagotatgottttitocctgaagatatttgatatcagttattee
acaatagttatccaatataagaaaaccactttagtatatttaaataatgactaagttatt
actcgtttaggtgetgtatattatttcagcaatttcaaatcaacttttaaaatatattce
attttcatttacattgtcattttaagtattttaatgaaattcaattcatttcaagtaaaa
tgaaggacatagttatataactcccagggagaaatcatttggtageattttecttgaaaa
taaataaaccagttttaatgtttacttgtattittatagcacatattcagatatttttat
ttttaatagaagttatttgttttatattttctgtagactagetgtggetateatctagat

UCSC

Find a chicken homolog of a human protein
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About Entrez Display v i;:Taw 'Shnw: 20 %) ((send to ) Text )

Entrez Protein
Help | FAQ

NS BLink Domains, Links

XML . . .
deinase domain 2 proprotein [Homo sapiens]

GenPept
Entrez Tools g ailist 5.31[35743080]
Graphics
Check sequence TinySeq XML
revision history GBSeq XML
INSDSeg XML
LinkQut LinkOut
Cubby Related Sequences
Domain Links
Related resources 3D Domain Links
BLAST Gene Links
Genome Links
Reference sequence Genome Project Links
project HomoloGene Links
Nucleotide Links
Search for Genes MGC cDNA clone Links
OMIM Links
Clusters of Compound Links
orthologous groups Substance Links
PMC Links
Protein reviews on the Popset Links
R Publled Links
SNP Links

Search for full length .
cDNAS Structure Links

Taxonomy Links
UniGene Links >gi|55743080|ref|NP_001455.3| a disintegrin and metalloproteinase domain 2 proprotein
" MWRVLFLLSGLGGLRMDSNFDSLPVQITVPEKIRSI TKEGIESQASYKIVIEGKPYTVNLMOKNFLPHNF
RVYSYSGTGIMKPLDODFONFCHYQGY IEGYPKSVVMVSTCTGLRGVLOFENVSYGIEPLESSVGPERVL
YOVKHKKADVSLYNEKDIESRDLSFKLOSVEFQQDFAKY IEMHVIVEKQLYNHMGSDTTVVAQKVFQLIG
LINAIFVSFNITIILSSLELWIDENKIATTGEANELLETFLRUKTSYLVLRPHDVAFLLVYREKSNYVGA
TPQGKMCDANYAGGYVVLHPRTISLESLAVILAQLLSLSMGITYDDINKCOCSGAVCIMNPEATHFSGVKL
FSNCSFEDFAHFISKQKSQCLENOPRLDFFFKQQAVCGNAKLEAGEECDCGTEQDCALIGETCCDIATCR
FKAGSNCAEGPCCENCLFMSKERMCRPSFEECDLPEYCNGS SASCPENHYVQTGHPCGLNOWICIDGVCH
SGDKQCTDTFGKEVEFGPSECY SHLNSKTDVSGNCGISDSGY TQCEADNLOCGKLICKYVGKFLLQIPRA
TIIVANISGHLCIAVEFASDHADSQKMWIKDGTSCGSNKVCRNQRC YLGYDCTT CNNK
KHCHCSASYLPPDCSVOSDLWPGGSIDSGNFPPVAIPARLPERRY TENI YHSKPMRWPFFLFIPFFITFC
VLIAIMVKVNFQRKKWRTEDYSSDEQPESESERKG

o ) Chicken BLAT Search

[~

[I1 NCBI NCBI BLAST Locuslink CastleBLAST Research Google UCSC MapViewer Ensembl

€ hitp://genome.ucsc.edu/cgi-bin/hgBlat ~(Qr Go

Home Genomes Gene Sorter Blat - Tables FAQ Help

Chicken BLAT Search
BLAT Search Genome
Genome: Assembly: Query type: Sort output: Output type:
Chicken ) Feb. 2004 ) BLAT's quess & query,score & | hyperlink 3} { Submit )
Paste in a query sequence to find its location in the the genome. Multiple seq s may be s at once if sep by a line starting
with > followed by the sequence name
>gi55743080]ref|NP_001455.3| a grin and proteinase domain 2 prap [Homo N

sapiens]
MWRYLFLLSGLGGLRMDSNF DSLPVOITVPEKIRSIIKEGIESQASYKIVIEGKPYTVNLMQKNFLPHNF
RVYSYSGTGIMKPLDQDFONFCHYQGYIEGYPKSVVMVSTCTGLRGVLOQFENVSYGIEPLESSVGFEHV]
YQVKHKKADVSLYNEKDIESRDLSFKLQSVEPQQDFAKYIEMHVIVEKQLYNHMGSDTTVVAQKVFQLIG
LTNAIFVSFNITILSSLELWIDENKIATTGEANELLHTFLRWKTSYLVLRPHDVAFLLVYREKSNYVGA
TFQGKMCDANYACCWVLHPRTISLESLAVILAQLLSLSMGITYDDINKCQCSCAVCIMNPEAIHFSGVKI
FSNCSFEDFAHFISKQKSQCLHNQPRLDPFFKQOAVCGNAKLEAGEECDCGTEQDCALIGETCCDIATCR
FKAGSNCAEGPCCENCLFMSKERMCRPSFEECDLPEYCNGSSASCPENHYVQTCHPCGLNOWICIDGVCM
SGDKQCTDTFGKEVEFGPSECYSHLNSKTDVSGNCGISDSGYTOCEADNLOCGKLICKYVGKFLLQIPRA
TIYANISGHLCIAVEFASDHADSQKMWIKDGTSCGSNKVCRNQRCVSSSYLGYDCTTDKCNDRGVCNNK
KHCHCSASYLPPDCSVQSDLWPGGSIDSCNFPPVAIPARLPERRYIENIYHSKPMRWPFFLFIPFFIIFC [,
VLIAIMVKYNFQRKKWRTEDYSSDEQPESESEPKG

Rather than pasting a sequence, you can choose to upload a text file containing the sequence.
Upload sequence: ( Choose File ) no file selected ("submit File )

Only DNA sequences of 25,000 or fewer bases and protein or translated sequence of 10000 or fewer letters will be processed. Up to 25 sequences can be
submitted at the same time. The total limit for multiple sequence submissions is 50.000 bases or 25.000 letters.

About BLAT

BLAT on DNA is designed to quickly find sequences of 95% and greater similarity of length 40 bases or more. It may miss more divergent or shorter sequence
alignments. It will find perfect sequence matches of 33 bases, and sometimes find them down to 21 bases. BLAT on proteins finds sequences of 80% and
greater similarity of length 20 amino acids or more. In practice DNA BLAT works well on primates, and protein blat on land vertebrates.
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ene Chicken BLAT Results
| @ 3 http://genome.ucsc.edu/cgi-bin/hgBlat Q@ 2(Q- Google
Home Genomes Gene Sorter Blat - Tables FAQ Help
Chicken BLAT Results
BLAT Search Results
ACTIONS QUERY SCORE START END QSIZE IDENTITY CHRO STRAND START END SPAN
s NP_001455.3 44 539 600 735 71.6% un  ++ 635370 635555 186
s NP_001455.3 12 301 304 735 100.0% 1 ++ 67659709 67659720 12
browser details NP_001455.3 12 437 440 735 100.0% 1 4+ 67660117 67660128 12
browser details NP_001455.3 12 385 390 735 83.4% 1 ++ 67659961 67653978 18
Display 2 menu
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move start - Click on a feature for details. Click on base position to zoom in move end
(<) 20 (> around cursor. Click on left mini-buttons for track-specific options. (<) 20 (>

(resetall ) (‘hide all ) Guidelines @ Labels: left @ center & (refresh )
Chromosome Color Key:
1]2]8]4]5] ENRE15/16 17 18 [E]20 21 7]
Use drop down controls below and press refresh to alter tracks displayed.
Tracks with lots of items will automatically be displayed in more compact modes.

Mapping and Sequencin; acks
Base Position il Assembly Gap BAC End Pairs
full %) hide 3] hide %) dense %) [hide [3)
GC Percent Quality Scores @ ion Short Match BLAT Sequence
hide [%) hide [%) [hide %) hide %) [pack %)

Genes and Gene Prediction Tracks

Display a menu
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Chicken BLAT Results

3 http://genome.ucsc.edu/cgi-bin/hgBlat @ 2(Q- Google

Home - Genomes - GeneSorter - Blat - Tables - FAQ
Chicken BLAT Results
BLAT Search Results

ACTIONS QUERY SCORE START END QSIZE IDENTITY CHRO STRAND START END SEAN
brcwseg Iur_oouss.a 44 539 600 735 71.6% un  ++ 635370 635555 186
browse: NP_001455.3 12 301 304 735 100.0% 1 ++ 67659709 67659720 12
browser details NP_001455.3 12 437 440 735 100.0% 1 4+ 67660117 67660128 12
browser details NP_001455.3 12 385 390 735 83.4% 1 ++ 6€7659961 67659978 18

Display 2 menu

User Sequence vs Genomic

3 http://genome.ucsc.edu/cgi-bin/hgclo=635369&g=htcUserAli&i=.. /trash/hgSs_genome_27788_110606%) ~ Q- Coogle

NP_001455.3

hrlUn

Alignment of || Alignment of NP_001455.3 and chrUn:635370-635555

R Click on links in the frame to the left to navigate through the alignment. Matching bases are colored blue and capitalized. Light blue bases
NP 0014553 mark the boundaries of gaps in either sequence.

[
635370 aatctgggctgtggaaaactcatctgeacatac 635402

NP_0014;

mervlfllsg lgglrmdsnf dslpvgitvp ekirsiikeg iesgasykiv iegkpytvnl 60
mgknflphnf rvysysgtgi mkpldgdfgn fchyggyieg ypksvvmvst ctglrgvlgf 120
envsygiepl essvgfehvi ygvkhkkadv slynekdies rdlsfklgsv epggdfakyi 180
emhvivekql ynhmgsdttv vagkviqlig ltnaifvsfn itiilsslel widenkiatt 240
geanellhtf lrwktsylvl rphdvafllv yreksnyvga tfggkmedan yaggvvlhpr 300
tisleslavi lagllslsmg ityddinkeq csgaveimnp eaihfsgvki fsncsfedfa 360
nfiskgksge lhngprldpf fkggavegna kleageecde gtegdealig etccdiater 420
fkagsncaeg pceenclfms kermerpsfe ecdlpeycng ssascpenhy vgtghpegln 480
qwicidgvem sgdkgetdtf gkevefgpse cyshlnsktd vsgnegisds gytgeeadiL 540
QCGKLICkYw gkfllgipra 'IIYAnisgH LCiavefasd hadsqkmwif DGTsCGsnK
crngrevsss ylgydcttdk cndrgvennk khchesasyl ppdesvgsdl wpggsidsgn 660
fppvaiparl perryieniy hskpmrwpff lfipffiifc vliaimvkvn fgrkkwrted 720
yssdegpese sepkg

Chicken.chrUn :

ATCTGggeT GTGGARRACT CATCTGCaca TACccaaaac gagttccott caccaaatta 635429
aagggtiCCA TCATCTATGC Tcaagtgeaa gaaCATCTGT GOgtgtcttt tgatgtaatg 635489
catgcacect ccgggacaga tcotctcetg gekARGGATG GCACGaaaTG CGGTccecgga 635549
AAGGT,

Side by Side Alignment*
001615 N L 0 C 6 K L I € XK ¥ 001647
sxeee> | | G| [

001681 T I I ¥ A
33 | | | | |

N I S
Qv Q

G H L C
= |

001716
>33

635436 accatcatctatgctcaagtgcaagaacatctgtge 635471

001768 K D G T S
b N | K

N K VvV 00
G | | >

1800
5353

Display 2 menu
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UCSC

Add your own custom tracks

Add Your Own Custom Track

Display your own annotation tracks in the browser using the procedure described here. Annotations may be uploaded fi
can also paste a URL or a list of URLS into the large text box that refer to files in one of the supported formats

n files or pasted into the text box below. You

Click here to view a collection of custom annotation tracks submitted by Genome Browser users.

Annotation File: (Choose File ) no file selected ( submit

browser position chrZz:38496887-33496866 a
browser hide cytoBand

browser hide stsMap

browser hide gap

browser hide clonePos

browser full refGene

browser dense mma

track name="scale" description="our peak"
chr22 38996887 38996888 peak

track name rosatellites” description="Mic
chr22 38627059 38627060 D225276

chr22 39005417 39005418 D225307

track name="Genatyped SNPs* description="Genotyped SNPs® color=0,0,
chr22 38518342 38518343 55146131 b

(Reser )

Hicrosstellites
Microsate1ites
| [orespeal ses | |

Upeoming SHFs
Upcoming SHFS | | |

Known Genes (Mow 22, 84) BAsed on SWISS-FROT, TFEMEL, WRNA, and Refsen
FEB22015 b tbiH-HH - PKLL B
ADSL

GRAP 12===HHl GPR24 |
sLezsA7 ||

Genotupsd SHPs

Reseq Genes
FLzs 21
GRAFE st |
Loci5ees
e
ruTEES
Lt (T N—
sLcasAiT
Ensemdl Genes —f+—+h  Hll HH
censcan Senes——H  H-H—HHHR
on Gty
Fman nENAE ———HH i HH B 1
Huntn ot e Baen 3 1iced
L i 11 LT T TR ST Tt A e | [
L1/ i MOLIS JRAT SDOE /G £k AFURL 26 SN MUIE 12 LSSRHENES & Conservat ion

sewk1 Gene Predictio

Genscan cene Fredictio:

splicen esTs

Gonservation

Nature Genetics User’s Guide,
i o i |
Question 7 zenrar iz i1 ] (O T L
Fucu (Fua. 2002/fri) Translated E1st Alisrments
Fugu B1ar T
Repeat ine Fepear
—

Repeatitasker G
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UCSC Table Browser

Download track in text format
Retrieve DNA sequence covered by a track

Calculate intersections between tracks and view in the
Genome Browser. For example:

Show all RefSeq genes that contain only one exon

Show all SNPs that are contained within a RefSeq coding region

NCBI

Identify all the genes between two STS markers

19
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Map Viewer

= http:/ /www.ncbi.nlm.nih.gov/mapview/

©a(a- Google

Genome Taxonamy Entrez BLAST Help

Search | Homo sapiens (human) [#) for |D8S1170 OR D8S94

Now Available! - NCBI's annotation of the dog (Canis familiaris) genome assembly (build 1.1). The
dog is a useful model organism due to extensive genetic diversity and morphological variation within

the species and to aggressive breeding practices that have resulted in inbred populations of dogs. Map
Viewer and many other resources at NCBI now provide a more comprehensive resource for dog.

Bacteria, () Orwanelles, (3 Viruses

The Map Viewer supports search and display of genomic information by chromosomal position. Regions of
interest can be retrieved by text queries (e.g. gene or marker name) or by sequence alignment (BLAST). View
results at the whole genome level, and select what to display in more detail. Multiple options exist to configure
your display, download data, navigate to related data, and analyze supporting information using the tools
provided. More...

® ('Switch to List View
Mammals Other Vertebrates
9 organisms 4 } 2 organisms
Invertebrates
Insects
Fungi b Forganisms
11 organisms 4 Nematode
b ! organism
Plants 0@
Protozoa } 8 organisms
1 organism 4

3

Display 2 menu

Entrez Genome view

= http:/ /www.ncbi.nlm.nih.gov/mapview/map_search.cgiftaxid=9606&query=DE51170:

%200R%20D8594 @ ~ Q- Co

= e
<> NCBI e T TR

PubMed N " Structure
Search for Dss1170 OR D8534 on chromosome(s)
[} Show related entries Help FTP

Homo_sapiens genome view

build 35.1 stati:

o —
—
—
—
—

H

-
16— —
I ———
0 ———
10— —
- ———

o ——

=
I
]

Hits:
- 1
[I [l 1 1 H 1] 1] ® * “ *
10 [ [
14 15 18 17 18 13 28 21 22 # ¥ HT
Hits:

. Search results for query "D851170 OR D8594": 4 hits

Chr Assembly Match Map element Type Maps
8 reference

594 STS STS
DRS1170 DRS1170 STS STS
8  Celera all matches

D8S94  DBS94 STS STS
D8SI170 D8S1170 STS STS

Ca N\\'L'.i
$)f Genome
P

OMIM

assembly Al %) (Find) (Advanced Search |

MapViewer home

BLAST search the human genome

Display 2 menu
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Map Viewer

= hitp:/ /www.ncbi.nlm.nih.gov/mapview/maps.cgiftaxid=9606&chr=8&MAPS=ugHs,genes,sts-r&cmd=foc @ ~ Q- Coogle

-
[ NCBI NCBI Map Viewer

Publed = BLAST oMM

UERRIEVCREENN Honto sapiens build 35.1
Help Chromosome: 1234567[8]91011121314151617 1819202122 XY MT

aps Help Query: D8S1170 OR D8S94  [clear

BLAST The Human Genome

Data As Table Master Map: STS Summary of Maps Maps & Opfi
Maps & Options Region Displayed: 31M-44M bp D
HsuniG x| Ge fs-““ﬁ& mﬂ‘ marker Kbp g@é.&;,{%;,e‘:\@;ﬂ‘s%ﬁ:g%& polymorphism in_gene
G63290 325190 - - @ - N N
seotzas | ke DES278 36680 ©-00@- - - Y N
s STS-N33323 33027@- - -©- - - - - - N N
Fariy .
ety D8S1170 PP D= 0o os 000000 N N
]
aon RH93742 333380 - @ - N N
D8S513 33789000 - - - - 00 Y N
Tdeogran G54633 34789Q@ e N N
i
s N2 Dsslas6  35399@- - - .- o Y N
gl EER ] v RHI2I94  35773@- - -Q@- - - - - - N N
e E SHGC-105114 36589@- - - - - - @ - N N
DBS449 373070 - - N N
. STS-N24894 377330 - -@- - - - - - N N
D8S2119 378360 - N N
RH33988 sll6e: - @ N N
s RH33840 382440 -0 N N
SHGC-37155 383889 - ©-Q0@- - - - Y N
| son RH65979 387280 - -0 - - - N N
e po Cdalhfos 388290 @ - - N N
b Cdalhf08
! G32133 91460 - N N
toizmms | “iiiemss cnR.aissn Q06RO o e N N
Display a menu
Map Viewer

;Fer SHGC-37155 383880 - - N
|' f’gsgég; o RH65979 387280 - -0 - - - N N
i CdalhiD8 388290 - @ - - N N
Data As Tab [ G32133 391460Q - - - - N N
Maps & Options i ¥ THDO e
o roees GDB:315505 39963@:- - - - - - v N N
Lasee SHGC-85224 40501@- « - - - - c-+ N N
e G39163 410070 - - - - @ - N N
SHGC-81288 415819 - - - - - @ -+ N N
o G19345 AT N N
WI-15071 419060 - Q- - -0 Y N
GDB:I85498 42171@- = - = - - -« N N
: “ME 1 RH79839 424000 - e N N
Lt
D8S1209 42677Q@ - - - v N N
o RH28425 42923Q@ - - s e N N
R D8S9%4 317140 - - - - - - N N
Summary of Maps:
Map |: Human UniGene Clusters Table View
Region Displayed: 31M-44M bp Download/View Sequence/Evidence

Total EST/mRNA alignments On Chromosome: 147799 [384 not localized]

UniGene Clusters Labeled: 50 Total EST/mRNA alignments in Region: 11950

Histogram Data: Tick Width=16,645bp/pixel. Max Height=695 transcripts (logarithmic scale)
Map 2: Genes On Sequence Table View
Region Displayed: 31M-44M bp Download/View Sequence/Evidence
Total Genes On Chromosome: 927

Genes Labeled: 50 Total Genes in Region: 78

Map 3: STS Table View
Region Displayed: 31M-44M bp Download/View Sequence/Evidence
d Q ]

Disclaimer | Write io the Help Desk
NCBI | NLM | NIH
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[Glala) Map Viewer
| « ‘ |E |I‘ = http:/ /www.ncbi.nlm.nih.gov/mapview/maps.cgiTTAXID=9606 &CHR=8&BEG=33240501.00&END=431740) ~ Q-
HB.326744 FETIO =" < = -
R S [ Bral g 13 DESIN0 33241 0 N N ~
Map Viewer Help = SHGC-147403 Q N N
Human Maps Help sn] = .
= SHGC-156087 ° N N
Data As Table View 1./ SHGC-111135 35049 @ o N N
I< z a 2 v
Maps & Options z 35563 000 o Y N
Compress Map @ ]2 - ;
Region Shown: 35922000 o Y N o
B ] RHI2IT08 368360 o N N |
e ]I |- AFMA2057D5 37351 © o Y N |
1 37734 @ -] N N |
EEED oy I — |
E zoon, 1z 378300 N N |
2] N L1
) . oniZ 38160 -0 - 00 Y N Z
g e : WO 00 Y N .
|
e ] 38321 0 o N N |
it
o] 384190 N N |
|
] 388250 =] N N |
Hz 415808 1= |
5.5 i 380480 o N N
BT L E _ !
feizin PO o] 39710000 QY N |
L i it 400520 o N N |
e I |
i DES1183 40632 0 N N |
ey | Tiibissass SHGC-153351 41100 0 o N N |
& default He23303 - _
O SHGC-81288 41581 @ o N N Ul
FLItaBE2 STS-WERT37 416470 90 Y N
) WIL11722 41309 @ o o Y N
1t #1530 000 Y N
H 423820 N N
b 425270 - -0-0 Y N
42799 0 N N
430600 @ 00 -0 Y N
Gl 431740 N N
g 3
Display a menu

ene Map Viewer

Organism: Homo sapiens
Chromosome: 8 Region Shown: 33240501.0 43174146.0

Available Maps: Maps Displayed (left to right):
Assembly: | ref e
Org: | human SRR Change Assembly
--Sequence Map ) Contig Move UP)

Ab initio ] Component | e
Assembly Move DOWN
Repeats (ADD>> )
BES_Clone e
Clone <<REMOVE
NCI_Clane

Contig
Component ([R] before map means ruler set’)

( Make Master/Move to Bottom )

(Toggle Ruler

More Options:
1Show Connections # Verbose Mode
Compress Map: | auto T] Auto Compress if > 350 px

Page Length: 75

Thumbnail View: @ default (ideogram) O master

(apply ) [Close )
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Query: D8S1170 OR D8S94  [clear

Master Map: Genes On Sequence Summary of Maps
gion Displayed: 33M-43M bp
Contig2X| conp2X] es_ceaX] Symbol o LinkOut
ol . AEL0G027.4 N
II ARoE78dc FUT10 + sv prdl ev mm hm
| frvei . LOC84549 . sv prdlev mm hm
| AC136 03 4 + sv prdl ev mm hm
[ faconsrra.s RNF122 + sv prdl ev mm hm
AF27E75.4 1 MGC1136 + sv prdl ev mm hm
| i + sv o dl
it ovmos | pr— T SEEE
- ) ACtETEEZ. l" + sv prdl ev om hm
P i ADAM9 +  OMIM sv prdlev mm hm
| pcvestan.s ] ADAM32 + sv prdlev mmhm
| o ADAMS ' s dlevmm
| R | ADAM3A + OMIMsv dlevmm
| T o i ADAMIR +
actosses.s o 3 TRELE, 47 5
| Pt Dl } ADAM? +
et e T :
| . LOC169355 + sv prdlev mm hm
o6
ARG FLI23356
Aettrs.. _
Aottt
. Aevazsis.0

Downloa iew qu Evidence

[=ls Hololel sl ol olole]

a

Maps & Opt

Description

RNA binding p:
hypothetical prof
ring finger proteiy
hypothetical prot
similar to VENT-}

BBP-like protein
adisintegrin and

indoleamine-|
hypothetical prof
hypothetical prot
similar to family |
hypothetical protc

Summary of Maps:
Map 1: Contig Ta /iew
Region Displayed: 33M-43M bp Download/View Sequence idence
Total Contigs On Chromosome: 18 [8 not localized]

Con Labeled: 1 Total Contigs in Region: 1

Map 2: Component Table View
Region Displayed: 33M-43M bp Download/View Sequence idence
Total Components On Chromosome: 1200 [£ not localized]
‘Components Labeled: 85 Total Components in Region: 85
Map 3: STS

Region Displayed: 33M-43M bp Download/View Sequence/Evidence
Total STSs On Chromosome: 5285 [6 not localized]

STSs Labeled: 125 Total STSs in Region: 372

Map 4: Genes On Sequence Table View
Region Displayed: 33M-43M bp Download/View Sequence idence
Total Genes On Chromosome: 927

‘Genes Labeled: 74 Total Genes in Region: 74

Table View

OO0

Download Sequence Region

|« » |||+ | = hup/www.ncbi.nim.nih.gov/mapview/seq_reg.cgizchr=8&from=397204 14&10=39814932

Homo sapiens Genome (build 35.1)
Region to retrieve (in chromosome coordinates):
Chromosome: 8 Strand: | plus

from: 39720414  adjust by: -0k

fo: 39814932  adjust by: 0k ( Change Region/Strand )

Sequence Format: [ FasTA %)

This chr region corresp

Contig start stop  strand
NT_007995.14 9921646 10016164 + Display Save to Di

ds to the contig region(s):

lence  ModelMaker

Sequence download (dl) ‘
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Evidence Viewer

= http:/ /www.ncbi.nlm.nih.gov/sutils/evv.cgi?contig=NT_007995.14&gene =ADAM2&lid=2515 A(Q- Goo

806

Exon 12

NT_007995.14: 9947300-9947483 r
BC034957: 996-1179

AJ133005: 1033-1216
U38803: 1097-1280
U52370: 1036-1219
NM_001464: 1097-1280
BCO64547: 676-859
X99374: 1029-1212

preceding intron phase: 2
ttgatgtgtetttage—rlank

minus strand

’ Evidence viewer (ev)

frane 1 (1) HFSG&TKTIFS¥CSFEDFSAEZHTFTSKQESQEL RN
3947483 TCATT CTECABCTTC TTTGCACATTTTATT T

CEE s s T E Sy e s F e P A T s K s e
1033

XF &6V EIFES¥CSFEDTFEREHKPFIGSEKQES QOQCLEHEF
1097

®F SGYTEKIFS¥CSFETDTFE RHTFTISKQES SQECLEHEF
1036

XF &6V EIFES¥CSFEDTFEREHKPFIGSEKQES QOQCLEHEF
1097 . S .

HFSGTEKTIFS¥CSFEDTFSAHKTFTSEKQESQCGSLHE
8%

XF &6V EIFES¥CSFEDTFEREHKPFIGSEKQES QOQCLEHEF m
1029

HFSGTEKIFS¥CSFEDTFSAZHKTFTSEKQES SQGSL XN
frane 1 (1) QP RLDFFFEKOQOQATCGHNAZEKLEABEEGCDGCETE
2947393
1086

nFPELDEFFFEXOQO0AT CGHNALZEKLEAZBEET CDCGSETE
1122 o . .

QPRLDPFFEXKOQOQATCGHNSZEKLEAZGBEET CDCETE
1187

nFPELDEFFFEXOQO0AT CGHNALZEKLEAZBEET CDCGSETE
1126 o . .

QP RLDPFFFZIKOQOQAaTCGNZSEELEABETET CDCGETE
1187

nFPELDEFFFEXOQO0AT CGHNALZEKLEAZBEET CDCGSETE
756 S .

O FPRLDPFFFZIKOQOQAaTCGNZLEELEABETET CDCGETE
1118 a c....T

QP ERLDFFFEKQOQATCSHNA&EKLEAZGBDETFDCETE

intron phase; 0

flank-s ghbagbactaatbog
frane 1 (1) 0
2947203 acas
1176

Q
1213

2 v
Display a menu
8 8 Model Maker

[« ]

= http:/ /www.ncbi.nlm.nih.gov/mapview/modelmaker.cgitcontig=NT_007995. 14&gena=ADAM2&lid=2515

=(Q- Google

Model Maker (yake Your 0

your model)

wa Model by

Organism: Homo sapiens Chromosome: 8 Contig: NT 00799514 Locus

selecting an evidence’
exon "set" andlor add/remove individual purative exons for inclusion in

help legend

-+ change strand
expand ESTs

Evidence:

10016]164<<< mv sv ev seq >>>9921646
s minus strand

i (I | 1 [ o . -1

Putative exon

s (graphic view):
B

uom B o @\ o m I mag
H] " it 15 I T
£} iln Ed
Your model:
BC064547.1

CATCTCGCGCTTCCAACTGCCCTGTAACCACCAACTGEC,

TTATTCCGGCTGGGA |

CCCAGGACTTCAAGCCATGTGOCGCCTCTTGTTTCTGCTCAGCGGGCTCGGCEGE
CTGCGGATGGACAGTAATTTTGATAGTTTACCTGTGCAAATTACAGTTCCGGAGA
AAATACGCTCAATAATAAAGGAAGGAATTGAATCGCAGGCATCCTACAAAATTCT |7

1 AG|Gea
210016164 GT|CAT...CC|ATG
3 1or2<=nc|arT
4 3 <=aG|GCA
5 4 <= aG|ARR
6
7
8
9

3 <= nG|ART

6 <= nG|GEE

7 <=nG|CCh

Jor§ <= aG|TAT

10 9 <= nG|ATT
11 10 <=nG|TTA
Jorll <=aG|CAC

Ll

<
=}

O Framel, ORF=90  CDDO Frame2. ORF=2e  CDD® Frame3, ORF= 579  CDD
hlalptal™ i tsshva |+ srasncpvitnchysgwdpglaa |+
gascfcsagsagegwvilivylck rivsagrarraadgq*f**frcany MWRVLFLLSGLGGLRMDSN
Igfrrkyaq*“rkelnrrhptk| Ik ssgentvnnkgrn®ia FDSLPVQITVPEKIRSIKEGIE

gnhil*i reti 1 SQASYKIVIEGKPYTVNLMQ |7
Putative exons (table view): custom exons  int 2

10016303-10016039 GTA|GT =>3
10016093-10016039 GTA|GT=>3
10015120-10015044 CAG|GT =>4
10011907-10011852 ARA|GT => 5
10002805-10002727 CAG|GT => 6

9999570-9999494 CAG
9999078-9998910 GAG
9987374-9987318 TTG
9966648-9966577 GCT
9966159-9965993 TGT
9964963-9964882 CTG
9955069-9954933 AAT

ler=>71

Jer=>8or9%orl12
|eTr=>9
ler => 10
ler=>11
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Change the maps displayed on the Map Viewer

806

Map Viewer

[« »|[c ][+ = htp:/wmw.ncoi.nim.nin.gov/mapview/maps.cgifTAXID= 9606&CHR=B&BEG= 33240501 00&END=43174

Map Viewer Home

T TAcieTess 6

RABIIFIP] t

T T S e mm

OMIM sv prdl ev mm hm

TEHEE- 154 C  gpll22 RABI1! family inte
Map Viewer Help [l R 1 5 N
S T R :. AEie7170:8 JEE: ASH2L + C  8pll2 ash2 (absent, small
FTP |{-Acvsssss.z I v C 8pl2 BCL2-associated at
Acosizens ] Sossam
DAl As Table View II aersens Zoesy + C  spll2 Wolt-Hirschhorn sy
Maps & Ontions || . Soss17es I
Aci12215.. | Sprrezsaart GF 2. ibroblast growth fz
Compress Map @ LB I FGFR1 + C  8pll.2-pll.1 fibroblast growth f:
Reglon Shown: ([[reszsasa.s = peszien TACCI + C spll transforming. acidic
Ieesssuso.s IT PLEKHAZ . C 8pl123  pleckstrin homolog
ACI90819.9 ZEHEC= 105 - -
| =
|II ronze’s 1% ADAM9 ‘ C 8pl123  adisintegrin and mi!
acognsss.s 1T \
F N
i e ‘ C spll23 |
it . |
E zoon [ foszser. + C  8pll.23
g in I| AL107579.5 |
AL 138356,
+ C  8p2l-pl2 |
rp— IHaeiseanl. p2l-p |
NT_bi7s, II M € spll22 \
I e— + pr C spll2 |
e o |
[{-coero1zi o, T 5 + svprdl C  ®pll.2l hypothetical proteir|
[HECTt e = ] I . i :
I| AC105191.3 FRH25250 I FLI13842 + svprdlevmmhm C  8pll.2l hypothetical proteir|
|I R i SFRPI + OMIMsvprdlevmmhm C  8pl2-pll.]l secreted frizzled-rel||
i .
III == ['.\‘_("-7'WSMJN-II?<I9+ OMIM svprdlevmmhm C 8pll.2l] putative lysophos|
ACIETS1E.5 4ond b ewer . |
I| AC022753.8 b Recenter t C  8plll ankyrin |, erythrocy|
\ y Y
1 ¥ Zoom in x2 . |
= + C  8pll MY ST histone acell
| Ea ¥ Zoom in x4 P ® |
& default : e ;z:zz’fz’f + Zoom in x8 + C  gpl2 plasminogen actival
fp7z74. 4an] ahatl b Zoom out x2 inhibi c |
: 9 - of kann:
@ master | aososass.s st b Show 10m + C  Bpll2 inhibitor of kappa I U
| Aoisesn., o obeEie b Show 1M + C gpll2 polymerase (DNA
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8ne Map Viewer
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Map Viewer
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NN BLAST the Chicken Genome

| < | \z| \I\ = http:/ fwww.ncbi.nlm.nih.gov/genome/seq/GgaBlast.htm| -

[I1 NCBI NCBI BLAST Locuslink CastleBLAST Research Google UCSC MapViewer Ensembl

INCBI Home » Genomic Biology » Chicken Genome Resources » BL.
d Search | Map Viewer

BLAST Blast the Chicken Genome

AST

(Go) (Clear)

view
FAQs ) ) "
news Blast your sequence against Chicken specific sequences
manual Database: | genome %) Program [ tblastn | %)
references ) use MegaBLAST

(‘Begin Search )

Enter an accession, gi, or a sequence in FASTA format:
>gi[55743080|ref|NP_001455 3| a disintegrin and metalloproteinase domain
2 proprotein [Homo sapiens]
MWRVLFLLSGLGGLRMDSNFDSLPVOITYPEKIRSIIKEGIESQASYKIVIEGKPYTVNLMOK
NFLPHNF
RVYSYSCTGIMKPLDQDFQNFCHYQGYIEGYPKSVWMVSTCTGLRGVLQFENVSYGIEPL
ESSVGFEHVI

Optional parameters

Expect Filter Descriptions Alignments
0.01 =) [low complexity | &) [ 100 100 )

Advanced options:

(‘Begin Search ) ('Clear Input )

Show positions of the BLAST hits in the =
chicken genome using the Entrez Genomes
MapViewer E]

Mouse-over to show defline and scores. Click to show alignments

Color Key for Alignnent Scores

I
0 100 200 300 400 500 600 00

allus gallus chromosome Un genomic contig, whole genome shotgun Query: 284 VI SLSNCI TNNPEAT
quence B cotsus gorres e i e whole g rotgun 6 +en 4+ v L +Gr 4D+ Crc  cIn
Length - 35588 68 LSSFIVTE L se- 20862

Score = 159 bits (922), Expact = de-98 upsvkzeses SKOKSQLENQPRLDPEE! LEAGEECDCGT 402
Identities = 215/681 (311), Positives = 345/681 (503), Gaps = 22/681 (33) N S ESCStaDt + + S CL *+ +CGN  +EYGEACDCGH
Frame = +1 sbict: 20863 -5 RGGS- CLYQAPALGSYYTLKHEYCONKL
Query: 4 RNDSNEDSLE KIRSIIKEGIESOASYKIVIEGKPYTV 58 Query: 403 EQDCALT s L

v s s+ Sy + sEGer + +DC +CC  C AGS CA G CCHE +  HCR  +ODL
Shict: 13795 PRADTNPLTVSYHLOVEGREQUL 19971 shict: 21034 Ks PCCH-BNCTL ILPAGTLCRARTGDCDL.

Query: 59 , ke » 1re 116 Query: 463 5 - s22
Py G o+ Q4 C YOG +4G P S+U + 1€ GLRG < $C G 8 KQE  EGer ECr alies D
Shjct: 19972 RLRPRRGLASRPPIL 20151 Sbjet: 21205 PHCQEDLYNODGTPCEDGAY-CYKGKCSSHSKOUKELEGROARPAPLECFKEVNTRGDRE 21381
Query: 117 172 Query: 523 GNCGISDS-GYTQCEADNLQCGKLICKYVGKPLLQIPRATIIYANLSGHLCIAVEFASDH 581
v B on +TiC M CGHL €+ ¥+ T G oo e
Shict: 20152 VLWMEGSTYEIEPIPDDRAFQHNL ? r 20331 Shjct: 21362 GNCCSRNNIRETECS 21561
Query: 173 9opE TENBVIVERQLS LIGLTNATPVSENITIT 224 Query: 552 ADSQKMM 1cyper
e Srrrr VRUS 6 4 U R b s bees et S YDGICGSNKYC + C + § L YDC  KCHRGVCHN K+CHC
spiets 20332 @ LRQVLEVVNIGSLYDQLSVOLE 20511 seicts 21562 ¥ CRTCTNISVINYD

Query: 642  PDCSVOSDLWPGGSIDSGNEP 662
Pc o+ ces+Dsc P
Sbict: 21741 PYCEQEGE---GGSUDS(

TPLRWKTSYLVLR
DENRHRKSDLYP RNQHDTAHLEAFQGE GXSLCLAYL 20691

Query: 225

WIDENKIATIGEANE DVAFLLVYREKSNYVGATEQ 283

Shict: 20512 L 21795
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Ensembl Genome Browser

£} huep:/ /www.ensembl.org

’ project > The Wellcome Trust b
e. Ensem bl = Sanger Institute
Ensembl Genome Browser
Search Ensembl
Search all species for [ Anything #)  with
About Ensembl Species - Ensembl v27
Ensembl is a joint project between o NCEBL35 Dec 04
EMBL - EBI and the Sanger Institute to
develop a software system which ___Mouse ) NCBIm33  Deco4
produces and maintains automatic Zebratish WSl Zvd Sep 04
annotation on metazean genomes. _2sbrateh ) I
@  Ensemblis primariy funded by the ___Rat__ ) pref) RGSC31 Jul 04
Welleome Trust. Chicken WASHUG1 Jul 04
This site provides free access to all the data and software Mosquito MOZ 2 Apr o4
from the Ensembl project. Click on the species buttons to the
right to browse the dala. __Fugu ) Fuguv20 May 04
Frulmx BDGP 3.1 Dec 04
Access to allthe data produced by the project, and fo the =
software used to analyse and present 1, is provided free and ___Chimp ) CHREL May 04
without constraints. Some data and software may be subject Honeybea Ameli 1 Sep 04
to third-party constraints [details] Tetracdon ST ]
For all enquiries, please contact the Ensembl HelpDesk Dog BROADD!  Dec04
(helpdesk@ensembl.org).
_C.elegans ) w130 Decid
: /) Btau 1.0
Help and documentation ERSCCURN) (pref) Biau
» Take the Ensembl tour, go fhrough a step-by-step worked Xtropicalis | prel) JGI3
example, or read these papers. Oeussum w BROADO.5
» For help on any web page click: i
® There is also an index of help pages, and a set of guided Data
How do |....? trails.
Sequence similarity searches BLAST/SSAHA
Display your own data in Ensembl DAS J
retrieval & EnsMart
uestions or suggestions? Try the P
a o ol Help|Dald Vertabrate Genome Annatation (VEGA) * Vega
Documentation (includes tutorial on direct  pecymentation)
data access & instrugtions for instaling Access to whole genome shotgun data T
Ensembl en your own site) (includes addrtional species)
Dewnload Ensembl data via FTP Download
Try the site map as a good starting point
for exploring what Ensembl has to offer .
Have you tried
‘. g,
™ Ensembl Assembly Preview Browser
. Opossum i
Go to “htip. //pre.ensembl_org, domestica/”
8ene Ensembl Genome Browser
E @ @hl[p‘,'/www.ensembl.urgfHomu,sapiens/ @ 2(Qr Google
’ Linsembl H & The Wellcome Trusk H
e. uman = Sanger Institute E
Human Genome Browser
Ensembl Entry Points
Search for [ Anything #) with
Display Chr O = From |1 To (100000
Retrieve a sequence Export Advanced data retrieval tool 5 _EnsMart
Search your sequence BLAST/SSAHA
Finishing the Genome ENCODE regions
The Hi Consorti The ENCODE (ENCyclopedia Of DNA Elements) praject aims
have published their scientific analysis of the finished human 1o find functional elements in the human genome. More
genome. information about the ENCODE resources at Ensembl.
Nature 431, 931 - 945 (21 October 2004)
WT Sanger Institute Press Release Documentation & Help
About Ensembl € /Home
Browse a Chromosome
For context-sensitive help B
on any web page click
Questians or suggestions? Try Help Desk
Documentation (includes tutorial on direct
data access & for installing
Ensembl on your own site)
4.9 6 7]8]s w12 Ensembl Links and Site Map
Download [
Export -
EEPELE! < enawan ) T
-
13 14 15 16 17 18 19 20 21 22 % ¥ BLAST/SSAHA = U
Current Release 27.35a.1 Other Species
This release is based on tI;QQN“;]"?;JS -assembly of the human " ulto Honeybee C. elegans
View the status history of the human assemblies. Dog Zebratish Frultfly
Last Update: 14-12-2004
Ensembl gene predictions: 24194 Fugu Chicken Mouse
{incl. 1878 pseudogenes) =
Genscan gene predictions: 68101 __Chimp ) Rat _Tetraodon_}
Ensembl gene exons: 245215 H
il B
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ene Ensembl Homo_sapiens (mapview)
| 4 > \ | C \ | it \ EA\http:/ /www.ensembl.org/Homo_sapiens/mapview?chr=8

Ensembi
E'f MapView

Home » Human & What'sNew & TexiSearc

Find (Al B

a a MartSearch & Ex

] fes. 12,22

Data &

& Disease Browser

&

Knoun Genes 4 GC SRS Chromosone 8
Genes Repeats

Gene Count:
Known Gene Count:
PseudoGene Count:
SNP Count:

Length: 146,274,826 bps
4

79

692

364
402322

Chromosome: (& T%) (RN

Click anywhere on the chromosome ideogram or one of the feature distribution plots to jump to a contig-level
view of features at that point. Alternatively, you can jump to contigview between any two markers on this
chromasome:

Between: |

and:

Display contig-level view between any two features.

View Human Chr 8 vs | Rat

Display 2 menu

Browse OMIM Diseases on this chromosome.

’ Finsembi
E’. ContigView
Home » Human & at's New a TextSearch & & MartSearch & ExportData a a Disease Browser a a
Find " All [e.g. AL139156.11.1.138985, AC011233.6.1.156939] [ Heip ]
chr. 8 24 2B <4.3]
Rat synteny 16>
Chimp sunteny 7o
House synteny by
Chicken sunteny  Ums
Dog sunteny 16
chr. 8 band [ F11.25 T E11.22 I Eil.21 ]
— —
.30 Mo T340 b 9,50 Mo D360 b 5570 M D250 b 550 Mo Tou 010 1o Toze
DNACcontigs)
Markers
= — '
Ensembl Genes LNOUEL LRDAM3E LADAN 15 LRDAMZ LeBorsd
LNP_8132700
Gene legend m—ENSEMBL PREDICTED GENES (NOUEL) m— ENSEMBL PREDICTED GENES CKNOWN)

31



NHGRI Current Topics in Genome
Mining Genomic Sequence Data

Analysis 2005

e.’ Fnsembl

Home » Human

Huma

The 11 e Tru;
Sanger Institute

n ContigView

[l Ensenbl trans.

DNCcont igs)

[ Ensenbl trans.

4 What's New & TextSearch & & MariSearch & ExportData a4 Downloag vser .
Jump to region: 8 bp 33680969 to 39780967 m
F—3 Zoom —

- = .
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Ensembl

Change the tracks displayed on the ContigView

8ene Ensembl Human Cenome Browser (ContigView)
| « || & || + | EAhtp:/ /www.ensembl.org/Homo_sapiens /contigview?c=8:39730968&w=99999&panel_zoom=off ~(Qr
Home » Human & WhalsNew & TexiSearch & 4 MariSearch & ExportDala & Downlbad & Disease B . &
Find [ all ] [e.g. AL139156.11.1.138985, AC011233.6.1.156939] -
=
Chr. & T | B 2 SRR 2
Jump to region: & | bp (39680969 to 39780967 m
Zoom
- -
<2 Mb - 1Mb ndow o - Window 1Mb » 2Mb »>
Features ¥ Compara ¥ DAS Sources ¥ Repeats v Decorations ¥ Exporty Jumpto v Image size v Helpw
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[ Markers b [
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O Genscan SNP: 13408088 E2
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i Human proteins View in LDView KB-1562010
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] AFFY HG-U133 42 Ll °
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Ensembl Homo_sapiens (snpview)
@hltb:ffwww.ensembl.urgﬂHcmn,sap\ensp‘snpwew?snn=rsd080SE&SUWCE:dbSNP&c:3:39?20624 @ =(Q- Google
.
Ensembl SNP Report
3
SNP 5408088 (dbSNP123)
Synonyms HGVbase SNP001766036
Validation Status Unknown
Alleles A/G (ambiguity code: R)
This SNP is currently mapped to the following genomic locations:
‘Genomic location (strand) Transcript: start-end Translation: start-end Peptide allele ‘Consequence
8: 30720624-39720624 (-1) ENST00000265708: 2426-2426 ENSP00000265708: n/a 3PRIME_UTR
ENST00000347580: 2322-2322 ENSP00000343854: n/a 3PRIME_UTR
Features v Help v
EST trans. Wo EST temnzzeishs in this resion
neRNA Mo nckNAs in bhis region .|
Ensembl trans. Wo Ensenbl transcriphs in this resion
Vesza trans. Mo Samser teanscripts in thiz reaion
Length 20,00 Ko
Ocoont o> | O O S S S S
Length 20,00 Kb
vega trans. Mo Sanger branscripts in this resion
gnssri trane. T 1
RN Ho nckNAs in this ragion
EST trans. < ENSESTG 0000144827
¥ UEEE v ewesr s R[d DAUN U0 WA HE OU A
4 B @ @F R ®E¥R ¥ OOEE @ D4 Hi @ 7]
SNP [ [F] v " Al U "RT]
= v i Al O []
SNP ﬂ.ﬂ
neighbourhood a RH R ¥ B [ ]|
Genotuped varistions a
SNP Legend - INTRONIC SNES — - v
Display a menu
&8 @ Ensembl Homo_sapiens (geneview)

http:/ jwww.ensembl.org/Homo_sapiens /geneview?gene=ENSG00000104755
il a 9

Ensembl
e.’ Human GeneView

Home » Human & What's New & Tox: h &

@ 2(Qr Google

Z The Wellcome Trust 4
< e f
= Sanger Institute EBI

a MartSearch & ExportData a Download & DiseaseBrowser a Docs &

[e.g. ENSG00000139618, BRCAZ]

Find Al B

Ensembl Gene Report

Gene ADAM2 (HUGO ID) (to view all Ensembl genes linked to the name click hera)

Ensembl Gene ID ENSG00000104755

View gene in genomic location: 39720414 - 39814932 bp (39.7 Mb) on chromesome 8

Genomic Location | g0 gche'is located In sequence: APO0S802.2.1.149577

ADAM 2 precurser (A disintegrin and metalloproteinase domain 2) (Fertilin beta subunit) (PH-30) (PH30).

Description [Saurce:Uniprot/SWISSPROT; Acc:Q99965]

Genes were annotated by the Ensembl automatic analysis pipeline using either a GeneWise model from a human/vertebrate protein, a set of
aligned human cDNAs followed by GenomeWise for ORF prediction or from Genscan exons supported by protein, cDNA and EST evidence.
GeneWise models are further combined with available aligned cDMAs to annatate UTRs.

Prediction Method

Sequence Markup View genomic sequence for this gene with exons highlighted

Export Data Export gene data in EMBL. GenBank or FASTA

SNP information View

1: ADAM2 (ENSTC0000265708) [Transcript information] [Exon information] (Pretein information
2: ENST00000347580 [Transcript information] [Exon information] [Protein information]

1 about variations on this gene.

Features ¥

Transcript Structure

11452 Kb

B e, L, S ]
RDRHE
Enasrk 1 binown trans

ENETO0000347520
Eraenb]l hauel trans

The following gene(s) have been identified as putative orthologues by reciprocal BLAST analysis:

Species Type dN/dS Gene identifier

Canis familiaris UBRH ENSCAFG00000005797 ( Novel Ensembl prediction ) [MuttiContigView] [Alian|
Na descriptian

Danio rerio RHS ENSDARG00000010070 ( Novel Ensembl prediction ) [MuliContiaView] [Alian| .
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O E Ensembl Homo_sapiens (geneview)
« \ | C \ | it \ Elhttp:/ /www.ensembl.org/Homo_sapiens /geneview?gene=ENSG00000104755 ~(Q-

@
(o]

Stable ID: ENSTO0000265708 Exons: 21 Transcript length: 2636 bp Translation length: 735 residues

[Transcript ] [Exon ] [Protein infarmation]
This Ensembl entry corresp to the datab:
AFFY HG Focus: 207664 at

AFFY HG U133 PLUS 2:
AFFY HG U133A:

AFFY HG U133A 2: 207664 at

AFFY HG U9SAv2: 32208 at

AFFY U133 X3P: Q11497606 3p at

EMBL: AJ133005 [aion] BCO34957 (aian] U38805 [alan] US2370 [atian]
X99374 [align]

HUGO: Search GeneCards for ADAM2

LocusLink: 2515 [align]

MIM: 60

Protein ID: AAC51110.1 [alon] AADO4206.1 (align] AAH34957.1 [alian] CAAG7753.1 [alan]
CAB40813.1 [align]

RefSeq: INM 001464 [Target %id: 99; Query %id: 89] [alian]

NP_001455 [Target %id: 99: Query %id: 99] [alan]
UniprotSWISSPROT:  ADOZ HUMAN [Target %id: 100; Query %id: 100] [aian)]

GO terms have been mapped to this entry via UniProt:
G0:0004222 [metall jase activity] IEA

GO:0005178 [integrin binding] TAS

GO:0005515 [protein binding] IEA

G0:0005887 [integral to plasma membrane] TAS

GO:0006508 [proteolysis and peptidolysis] IEA

GO0 5 [cell adhesion] TER

2 [fusion of sperm to eqq plasma membrane] TAS

GO0
IPRO02870 Metalloendopeptidase M12B - [View other EnsEMBL genes with this domain]
IPRO01762 Disintegrin - [View other EnsEMBL genes with this domain]

IPR001590 protease ADAM/reprolysin M12B - [View other EnsEMBL genes with this domain]

ENSF00000000082 : ADAM PRECURSOR A DISINTEGRIN AND METALLOPROTEINASE DOMAIN
This cluster contains 23 Ensembl gene member(s)

MWAAAAN A A A A A

o4.52 kb

Online resources

UCSC Human Genome Browser User Guide
http://genome.ucsc.edu/goldenPath/help/hg TracksHelp.html

NCBI Genomic Biology
http://www.ncbi.nih.gov/Genomes/

NCBI MapViewer Help
http://www.ncbi.nlm.nih.gov/mapview/static/Map ViewerHelp.html

Ensembl Tour
http://www.ensembl.org/Docs/enstour/

The NCBI Handbook
http://www.ncbi.nlm.nih.gov/books/bv.fcgi?call=bv.View.. ShowSection&rid=handbook
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