NHGRI Current Topics in Genome Analysis 2006
Mining Genomic Sequence Data

NATIONAL HUMAN GENOME RESEARCH INSTITUTE

U.S. DEPARTMENT OF HEALTH AND HUMAN SERVICES | NATIONAL INSTITUTES OF HEALTH | genome.gov/D]

Accessing 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
* SNPs

» Homologous sequences from other organisms
+ STSs

Overview of genome sequencing strategies

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

Generate tens of milions
of sequence reads

Construct
clone map
and select
mapped
clones

Generate

thousand
sequence
reads per
clone

Assemble Assemble

Y

Nature Reviews | Genetics
Green ED. Strategies for the systematic

sequencing of complex genomes.
Nat Rev Genet. 2001. 2:573-83.
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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
Assemblies not updated concurrently by the three Genome Browsers
* “Pre-release” assemblies and annotations available at
» UCSC: http://genome-test.cse.ucsc.edu/
» prelEnsembl: http://pre.ensembl.org/

* UCSC and Ensembl provide access to older genome assemblies and
annotations; NCBI provides access only to old mouse and human data

* |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 | Yes Mar 2006/hg18/Build | Build 36.1 | Build 36
36.1
Mouse YES Feb 2006/mm8/Build | Build 36.1 | Build 36
36
Rat YES Nov 2004/rn4/RGSC | RGSC 3.4 |RGSC 3.4
34
Zebrafish | NO Mar Build Zv6
2006/danRer4/Z2v6 1.1/Zv4
Rhesus | YES Jan 2006/rheMac2/ | Build 1.1/ | Mmul_1
v.1.0, Mmul_051212 |y 1.0,
Mmul_051
212
Fugu NO Aug 2002/ fr1/v3.0 - Fugu 4.0
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NCBI Reference Sequences (RefSeqs)

manual curation

* Derived from primary GenBank submissions
* Varying levels of validation, additional annotation, and

NC_123456 Genomic Mixed Complete genomic molecules NT_123456 Genomic Automated Intermediate genomic assemblies
including genomes, of BAC and/or Whole Genome
chromosomes, organelles, Shotgun sequence data
plasmids. NW_123456 Genomic A d genomic

NG_123456 Genomic Mixed Incomplete genomic region; of BAC or Whole Genome
supplied to support the NCBI Shotgun sequence data
Genome Annotation NZ_ABCD12345678 Genomic Automated A collection of whole genome
pipeline Represents cither sholgun sequence data for a
non-transcribed pseudogenes, or project.Accessions are not
larger regions representing a gene 2

tracked between releases. The
cluster that is difficult to annotate first f h following th
Via automatic methods. st four characters following the

underscore (¢.g. 'ABCD")

NM_123456 mRNA Mixed Transcript products; Mature identifies a genome project.
RNA (mRNA) protein-coding XM_123456 aRNA Automated  Transeript products; model

PE. mRNA provided by the Genome

NM_123456789 mRNA Mixed Transcript products; 9-digit Annotation process; sequence
expansion of accession series corrcsponds to the genomic

NP_123456 Protein Mixed Protein products; primarily contig.
full-length precursor products but XP_123456 Protein Automated Protein products; model proteins
may include some partial proteins provided by the Genome
and mature peptide products. Annotation process; sequence

NP_123456789 Protein Curation Protein products; 9-digit comesponds (o the genomic
expansion of accession series 2

NR_123456 RNA Mixcd Non-coding transcripts including XR_123436 RNA Automated - Transeript products; model
structural RNAS, oAb o
pseudogenes, and others

http://www.ncbi.nlm.nih.gov/RefSeq/key.html
vs bp  omA  linesr R 17-sEp-2006 | Beta actin mRNA RefSeq
DEFINITION 5 actin, beta (ACTB}, mRNAL
InccESSTON 1
VERSION MM 001101.2 GI:5016088
[KEYWORDS
lsoURCE iens (human)
ORGANISM
Bukaryota; Hctazua, Chordata; Craniata; ; Euteleost
Mammalia lires; Primates; Haplorrhini;
Catarrhini; uomnmae, Homo.
REFERENCE 1 (bases 1 to 179
ROTHORE  Pappeaberger.c. . MeCormack E.A. and Willis
TITLE Quantitative actin folding roactions using east cCT purified via
an internal tag in the CCT3/gamma subunit
JOURNAL  J. Mol. Biol. 360 (2), 484-496 (2006)
|—BuBED 762366
REFERENCE 154 (bases 1 to 1793)
AUTHORS ~ Vandekerckhove,J. and Weber,K
TITLE Wammalian cytoplasnic actins are the products of at lesst two genes
and differ in primary structure in at least 25 identified positions
from skeletal miscle actins
JOURNAL ~ Proc. Natl. Acad. Sci. U.S.A. 75 (3), 1106-1110 (1978)
PUBMED 27470
comMENT =D REFSEQ: This record has beon curated by NCBI staff. The
reference sequence was derived from %0035
On Jun 5, 1999 this sequence version replaced g e
Summary: Beta actin is one of six different actin isoforms which
have been identified. ACTB is one of the two nonmuscle
cytoskeletal actins. Actins are highly conserved proteins that are
involved in cell motility, structure and integrity. Alpha actins
are » major constituent of the contractile apparatus.
plete on the
]
cDs
cr8"
g, ilament;
adetyien ferase comslox (pmid
7go_function
mid
- ¢
Froce-beta Cvtoskc.clal actin; PSITPS-binding protein 1"
/codon_start=
= M
/translation="HMDDDI 1
LTLKYPIEHGT PEEEP
VMDSGDGVT
HIVRI HAILRLD! MKT T TAEREIVRDIKEKLC!
DF ASSSSLEKSYEL & i
TTENS IMKCDVDI! ANTVL DRMQKEITALAPSTMKIKI IAPPE
RKYSVWIGGSILASLSTFOQMWI IVERKCE"
]
ORIGIN —
1
61 taatat
121 gt iy totteceet ccategt
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UCSC

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

866 UCSC Genome Browser Home =)

Back » Forway Reload Stop Home @ hitp://genome.ucsc.edu/ v co |Gl

UCSC Genome Bioinformatics

About the UCSC Genome Bioinformatics Site

This site contains the reference sequence and working draft ies for a large ion of It also provides a portal to the
ENCODE project.

‘We encourage you to explore these sequences with our tools. The Genome Browser zooms and scrolls over chromosomes, showing the work
of annotators worldwide. The Gene Sorter shows expression, homology and other information on groups of genes that can be related in many
ways. Blat quickly maps your sequence to the genome. The Table Browser provides convenient access to the underlying database. VisiGene
lets you browse through a large collection of in situ mouse and frog images to examine expression patterns.

News News Archives b

To receive announcements of new genome assembly releases, new software features, updates and training seminars by email, subscribe to the
genom mailing list.

8 September 2006 - O0ld Rhesus Assembly Archived

The Jan. 2005 rheMacl draft assembly has been moved from the main Genome Browser website to our archive server. The data remain
i forb ing and downloading, although blat services are no longer supported.

8 August 2006 - New Opossum Assembly Available in Genome Browser

The UCSC Genome Browser now includes the latest draft assembly of the opossum genome. The Jan. 2006 release of Monodelphis domestica
(UCSC version monDom4) was sequenced and assembled by The Broad Institute, Cambridge, MA, USA.

This draft, which has approximately 6.5X coverage, has an assembly length of nearly 3.61 billion bp including gaps (3.50 billion bp without
gaps) ined on c} 1-8, X, and Un. The N50 of the genome including gaps is 104,359 bp; the N50 without gaps is 107,990.
The N50 size is the length such that 50% of the assembled genome lies in blocks of the N50 size or longer.

The monDom4 and ion data can be di
guidelines for using the opposum assembly data.

ded from the Genome Browser FTP server or Downloads page. Please review the

Many thanks to The Broad Institute for providing these data. The UCSC opossum Genome Browser was produced by Hiram Clawson,
Archana Thakkapallayil, Ann Zweig, Kayla Smith and Donna Karolchik. The initial set of annotation tracks was generated by the UCSC
Genome Bioinformatics Group. See the Genome Browser Credits page for a detailed list of the organizations and individuals who contributed
to the release of this browser.

Done
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866 Human (Homo sapiens) Genome Browser Gateway =)
Back v Forvard - Reload Stop Home |(@ hitp://genome.ucsc.edu/cgi-bin/hgGateway v co |Gl
Home Genomes Blat Tables Gene Sort: PCR FAQ Help M
Human (Homo sapiens) Genome Browser Gateway
The UCSC Genome Browser was created by the Genome Bioinformatics Group of UC Santa Cruz.
Software Copyright (c) The Regents of the University of California. All rights reserved.
clade genome assembly position or search term image width
|Vertebrate  ~|[Human  ~|[Mar. 2006 - |ADAM2 620 submit
Human reset the browser user interface settings to their defaults.
Chimp
Rhesus tracks | configure tracks and display | clear position |
Dog
Cow
Mouse
Rat
About the Human Mar. 2006 (hg18) a:0possum llences)
Chicken
The March 2006 human reference sequence (X. tropicalis .1) was produced by the International Human Genome Sequencing Consortium.
Zebrafish
Tetraodon
Sample position queries Fagu
U
A genome position can be specified by the ion number of a d ic clone, an mRNA or EST or STS marker, or a cytological band, a
chromosomal coordinate range, or keywords from the GenBank description of an mRNA. The following list shows examples of valid position queries for the
human genome. See the User's Guide for more information.
R G Browser R
chr7 Displays all of chromosome 7
20p13 Displays region for band p13 on chr 20
chr3:1-1000000 Displays first million bases of chr 3, counting from p arm telomere
chr3:1000000+2000 Displays a region of chr3 that spans 2000 bases, starting with position 1000000
D16S3046 Displays region around STS marker D16S3046 from the Genethon/Marshfield maps. Includes 100,000 bases on each side as well.
RH18061;RH80175 Displays region between STS markers RH18061;RH80175. Includes 100 000 bases on each side as well. This syntax may also be used
for other range queries, such as between cytob ds and quely d ESTs, mRNAs, refSegs, etc.
AA205474 Displays region of EST with GenBank accession AA205474 in BRCA1 cancer gene on chr 17
AC008101 Displays region of clone with GenBank accession AC008101
AF083811 Displays region of mRNA with GenBank accession number AF083811
PRNP Displays region of genome with HUGO Gene Nomenclature Committee identifier PRNP
NM_017414 Displays the region 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
homeobox caudal Lists mRNAs for caudal homeobox genes
zinc fineer Tists manv zinc fincer mMRNAs M
Done Z
866 Human ADAM?2 - UCSC Genome Browser v141 [=)
Back v Forward  Reload Stop Home @ hup://genome.ucsc.edu/cgi-bin/hgTrac 1 hgsid=7752169 v Go | [Clr
Known Genes n
ADAM2 (NM _001464) at chr8 6 - ADAM metallopeptidase domain 2 proprotein
ADAM2 (BC064547) at chr8:39 - ADAM2 protein.
ADAM2 (BC034957) at chr8: - ADAM2 protein.
ADAM22 (NM 3 r 83 - ADAM metallopeptidase domain 22 isoform 1
ADAM22 (NM r 64 - ADAM metallopeptidase domain 22 isoform 5
ADAM22 (NM r 83 - ADAM metallopeptidase domain 22 isoform
ADAM29 (NM r 35905 - ADAM metallopeptidase domain 29 pxepzopmtem
ADAM28 (NM r 3659 - ADAM metallopeptidase domain 28 isoform 1
ADAM22 (NM r 364 - ADAM metallopeptidase domain 22 isoform 4
ADAM20 (NM r 1485 - ADAM metallopeptidase domain 20 preproprotein
ADAM21 (NM r 6374 - ADAM metallopeptidase domain 21 preproprotein
ADAM23 (NM 90922 - ADAM metallopeptidase domain 23 preproprotein
ADAM20 (AF029899) at chrl4:700588 255 - ADAM metallopeptidase domain 20
ADAM22 (BC036029) at chr7:87401502-8 49 - RADAM22 protein.
ADAM22 (AF155381) at chr7:87401671-8 91 - Hypothetical protein ADAM22 (Fraqlnsnt)
ADAM18 (AY358321) at chr8:39561257-3 40 - ADAM metallopeptidase domain
RefSeq Genes
ADAM2 at chr8:39720414-39. —NM_001464) ADAM metallopeptidase domain 2 proprotein
ADAM20 at chrl4:70058832- 5 - (NM_003814) ADAM metallopeptidase domain 20 preproprotein L
ADAM21 at chrld 3970 4 - (NM_003813) ADAM metallopeptidase domain 21 preproprotein
ADAM22 at chr7: - - (NM_004194) ADAM metallopeptidase domain 22 isoform 4
ADAM22 at chr7: — - (NM_021721) ADAM metallopeptidase domain 22 isoform 5
BDAM22 at chr7: - - (NM_021722) ADAM metallopeptidase domain 22 isoform 2
ADAM22 at chr7: - - (NM_021723) ADAM metallopeptidase domain 22 isoform 1
ADAM22 at chri: -87664383 - (NM_016351) ADAM metallopeptidase domain 22 isoform 3
ADAM23 at chr2: 6613-207190922 - (NM_003812) ADAM metallopeptidase domain 23 preproprotein
ADAM28 at chrB: 5 424 - (NM_021777) ADAM metallopeptidase domain 28 isoform 3
ADAM28 at chr8: 5 426 - (NM_014265) ADAM metallopeptidase domain 28 isoform 1
ADAM29 at chrd: 76134-176 05 - (NM_014269) ADAM metallopeptidase domain 29 preproprotein

Non-Human RefSeq Genes

AD 9723146-39814902 - (NM_213957) fertilin beta
AD 9721536-39813888 - (NM_174228) a disintegrin and metalloproteinase domain 2
A 9723147-39801 - (NM_009618) a disintegrin and metalloprotease domain 2
A 9723147-39813877 - (NM_020077) a disintegrin and metalloprotease domain 2
Adam21 at chril4: 54 - (NM_020330) a disintegrin and metalloprotease domain 21
Adam21 at chr 7 - (NM_020330) a disintegrin and metalloprotease domain 21
Adam22 at chri: - (NM_001007220) a disintegrin and metalloprotease domain 22
Adam22 at chr7: - 001007221) a disintegrin and metalloprotease domain 22
Adam23 at chr2: 16503-207 (NM_011780) a disintegrin and metallopeptidase domain 23
Adam23_predicted at chr2:207 59 207190724 - (NM_001029899) a disintegrin and metalloprotease domain 23
Adam24 at chr8:17371373-17373360 - (NM_010086) a disintegrin and metalloproteinase domain 24
am24 at chr4:188904672-188906353 - (NM_010086) a disintegrin and metalloproteinase domain 24
Adan24 at chrl4:70059197-70060969 - (M| 010086) a disintegrin and metalloproteinase domain 24
Adam25 at chrd:l - 8 - (NM_011781) a disintegrin and metalloprotease domain 25
Adam25 at chrd:1 - (NM 011781) a disintegrin and metalloprotease domain 25
Adam25 at chrild: - (NM_011781) a disintegrin and metalloprotease domain 25
Adam25 at chrild: - (NM_011781) a disintegrin and metalloprotease domain 25
Adan26a_at chrf:17371523-173 - (NM_010085) a disintegrin and metalloprotease domain 26 .
< 3 >
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®606 Human chr8:39,720,414-39,814,936 - UCSC Genome Browser vi41 o
Back » Forward  Reload Stop Home (@ hup://genome.ucsc. gi- g hr8:39720414-398 77522 .matche v Go |G|
Home Genomes Blat Tables Gene Sorter PCR DNA Convert PDF/PS Help
UCSC Genome Browser on Human Mar. 2006 Assembly [
g |
move <<< | << | <|>|>> | >>>|zoomin 1.5x | 3x | 10x | base |zoomout 15x | 3x | 10x |
|
position/search |chr8:39.720.414—39.814.936 jump | clear |size 94,523 bp. configure :
(e cor1 22> R T MR U R TR | 1
= chra 39750008 355000000 |
STS Markers on Genetic CBlue) and RadiStion Hubrid (BIACK) MaPS

575 Markers| |
Ussc knoun senes gssed on niPrat, Rersea, sna Gensank mENR |
|
RefSeq Genes |
Mammalian Gene Collection Full ORF mWRNAS |
|
] Human WRNAS from GenBank |
|
| sevicsaestsi 1 § g M ESTE T neve seen Setieeq L 1l |
Vertephate itz Ationmh ¢ conservation (17 Speces) |
Conservat ion |
padl b L bl Sl by |
e == i il |
ey i e |
g i |
heren |
TR ~

o T iy lmmngenaurmuu T uu||nn|gmuu| T |

Repeatwaser. I |IIBILYNN IIVNMIIVN 1V T -\l- L -

Click on a feature for details. Click o
move start base position to zoom in around cursor move end

<[20 > |  Click on left mini-buttons for <o >|

track-specific options.
default tracks | hide all | add custom tracks | configure | refresh |

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 Sequencing Tracks

Base Position  SMOMOSOME  STS Marers  FISH ngngg Recomb Rate

dense | f;‘,:—J dense =] - [HEE=] |EEEE~]

Map Contigs Assembly Gap Covera e BAC End Pairs
hide  ~| hide  ~| hide -/ hide hide -/
Fosmid End Restr
Pairs  GCPercent Short Match
Pairs = = Enzymes
m hide ~| hide -/ m
Genes and Gene Prediction Tracks

Known Genes RefSeq Genes Other RefSeq MGC Genes Ensembl Genes
pack -/ pack -/ hide -/ pack -/ hide -/ -

866 Human Gene ADAM?2 Description and Page Index [

TN T sl erome bescRduIc ere o547, rov o o UCSC Known Gene details

Home Genomes Genome Browser Blat Tables Gene Sorter PCR FAQ Help !
Human Gene ADAM?2 Description and Page Index :

Description: ADAM2 protein.

Alternate Gene Symbols: NM_001464

Representative mRNA: BC064547 Protein: Q6P2G0

RefSeq Summary This gene encodes a member of the ADAM (a disintegrin and metalloprotease domam) family. Members of this family are

pmlel.ns related to snake venom disintegrins, and have been i d in a variety of b involving cell-cell and
cell-matrix i di ization, muscle deve and is. This member is a subunit of an integral sperm membrane glycoprotein
called fertilin, which plays an important role in sperm-egg interactions.
Position: chr8:39720414-30814886

Strand: -

Genomic Size: 94473

Exon Count: 17 CDS Exon Count: 16

) 7773 10 59l Quick Links Seq ‘ i ‘RNA S }Protein }
Other Species| GO Annotations mRNA Descriptions‘Merhods ‘

Quick Links to Tools and Databases

Genome Browser Gene Sorter VisiGene | Proteome Browser| Table Schema|UniProt
Entrez Gene PubMed OMIM GeneLynx GeneCards |HGNC
CGAP Stanford SOURCE | ExonPrimer Ensembl Jackson Labs 'H-INV
Allen Brain Atlas

Sequence

[Genomic (chr8:39,720,414-39,814,886) mRNA (may differ from genome)|Protein (579 aa)|

Microarray Expression Data
Expression ratio colors: | red high/green low  ~| Submit
GNF Expression Atlas 2 Data from U133A and GNF1H Chips

22
g
(

pladns
1a0-Wa
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66

Back v

Human Gene ADAM2 Description and Page Index

Forward -~ Reload  Stop

Home @ http://genome.ucsc.edu/cgi-bin/hgGene?hgg_gene=BCO64547&hgg_prot=Q6P2G0_HUMAI

! UCSC Known Gene details

Microarray Expression Data

Expression ratio colors: | red high/green low  ~| Submit
GNF Expression Atlas 2 Data from U133A and GNF1H Chips
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66 Human protein Q6P2GO - UCSC Proteore Browser |
ok Fonard a5 Home @ i genome s sduica B PP TG proaMO-0672C0 UCSC Proteome Browser
UCSC Proteome Browser B
Human protein: Q6P2G0 ADAM?2 protein.
Move <<<| <<| <|>|>> | >>>| Currentscale: FULL Rescaleto 1/6 | 1/2 | FULL | DNA
o seate [T = Tree =
AR Secuence  MHRVLFLLSGLOGLRUDSNFDSLPVQITVP e row NEKDIESROLSFKLGSVERPRTISLESLAVILAGLLSLSH
oty A A RN e -
tugropnoniciry Sl e e g ——— e i
] . b -
e Aromaties
sete L so 1100 150
xplanation of Protein Tracks
U
o1 worecuar uesont numeer of Exons fmino acia Freauencies
s 4736 0a
. .|I|‘”|||I||H|"
3 s 7 = 11 13 @ SKK 1ew IS0 200K® S 10 15 20 25 WCHHYNFIDGKRTVPGEASL
Interero Domains Huropnon i<ty Numver or custe ines fmino acia Anons1ies
=
I
©12345678310-2.0 <10 0.0 1.0 200 19 2 90 40 WCHHYNFIDQKRTVPGERSL
xplanation of Protein Property Histograms
UCSC Links:
» Genome Browser - BC064547
» Gene Details Page - BC064547 v
0 = ) S
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®606 Human chr8:39,720,414-39,814,936 - UCSC Genome Browser v141 o
Back v Forward - Reload Stop Home (@ hup://genome.ucsc.edu/cgi-bin/hgTr hr8:39720414-398 77522 .matche v Go ' [G
Home Genomes Blat Tables Sorter DNA Convert PDF/I Help [y
UCSC Genome Browser on Human Mar. 2006 Assembly [
move <<< | << | <|>|>>|>>>|zoomin 1.5x | 3x | 10x | base |zoomout 1.5x | 3x | 10x | |
position/search |chr8:39.720.414—39.814.936 jump | clear |size 94,523 bp. configure |
[erwe itee N EE NEED NN W T W | |
= chra: Sa7se0a8] 355000000 |
STS Markers on Genetic CBlue) and RadiStion Hubrid (BIACK) MaPS

575 Markers| |
Uese knoun Genes Based on uniFror, Rerssd, and Genbank et |
RefSeq Genes |
Mammalian ion Full ORF WRNAS |
severey |
J ma - Human WRNAS from GenBank !
| sevceassTsi 0| § g M ESTE T neve seen Setieeq L 1l |
Vertephats mi1tiz Alisnment & Conservation (17 Speciesy |
Conservat ion !
ool it Add L g Sl b w
m oL il |

Tt i 5
chicken |
[ A ¥

] Swes N0 R0 IHII\IIVBIEILI{HI\IIIEI\IEE u|5|||nn|r!|n|uu| T |

Remeatwaser. I |IIBILYNE VUMM 1V T w1 1 1

Click on a feature for details. Click on
move start base position to zoom in around cursor. move end

<[20 > |  Click on left mini-buttons for <o >|

track-specific options.
default tracks | hide all | add custom tracks | configure | refresh |

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 Sequencing Tracks

Base Position  SIIOMOSOME  STS Markers FISH ngngs Recomb Rate

dense | ,;“de—J dense =] - [HEE=] |EEEE~]

Map Contigs Assembly Gap Covm e BAC End Pairs
hide  ~| hide  ~| hide -/ hide hide -/
Fosmid End Restr
L GC Percent Short Match 2
Pﬂ.us hide  ~| hide ~| En e
hide | hide  ~|
Genes and Gene Prediction Tracks

Known Genes RefSeq Genes Other RefSeq MGC Genes Ensembl Genes
pack -/ pack -/ hide -/ pack -/ hide -/

800 RefSeq Gene
Back v Forward  Reload Stop Home (@ hutp://genome.ucsc.edu/cgi-bin/hgc?hgsid=77523841&0=39720413&t=39814936&g= Yi UCSC Refseq Gene detalls

RefSeq Gene
RefSeq Gene ADAM2

RefSeq: NM 0014643 Status: Reviewed

CDS: 3' complete

OMIM: 601533

Entrez Gene: 2515

PubMed on Gene: ADAM2

PubMed on Product: ADAM 1 idase domain 2
GeneLynx ADAM?2

GeneCards: ADAM2

AceView: ADAM2

Stanford SOURCE: NM 001464

Summary of ADAM2

This gene encodes a member of the ADAM (a disintegrin and metalloprotease domain) family. Members of this family are membrane-anchored proteins
structurally related to snake venom disintegrins, and have been implicated in a variety of biological processes involving cell-cell and cell-matrix interactions,
including fertilization, muscle development, and neurogenesis. 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: 8p11.22

Genomic Size: 94523

Strand: -

Alternate Name: ADAM2

CDS Start: complete

CDS End: complete

Links to sequence:

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

« Genomic from

o
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66 Genomic Sequence Near Gene

ek fonrd - Reload Siop Home @ hup gsnome uesc edu/cg-bin/hochgsd—7752384 18g-eGerel 1' UCSC RefSeq Gene details

Home Genomes Genome Browser Blat Tables G
Genomic Sequence Near Gene

Sorter PCR FAQ Help

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:

v Promoter/Upstream by [1000 bases
[~5'UTR Exons

[~ CDS Exons

[~3'UTR Exons

[Z/Introns

[~ Downstream by [1000 bases

“ One FASTA record per gene.

¢ One FASTA record per region (exon, intron, etc.) with |0 extra bases upstream (5') and |0 extra downstream (3')

[~ Split UTR and CDS parts of an exon into separate FASTA records

Note: if a feature is close to the beginning or end of a ch and
past the edge of the chromosome.

bases are added, they may be truncated in order to avoid extending

Seq For ing Opti

1000 nt upstream of ADAM2

« Exons in upper case, everything else in lower case.
¢ CDS in upper case, UTR in lower case.

¢ All upper case.

¢ All lower case.

>hgl8_refGene NM_001464 range=chr8:39814937-39815936

[~ Mask repeats: ¢ to lower case < to N g agaaga
submit t
g g
gtattttt g
tgttg

UCSC

Add tracks to the Genome Browser
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Genomes

Blat les Gene Sorter PCR DNA Convert Ensembl NCBI
Ul enome Browser on Human May 2004 Assembly

move <<<| <<| <|>|>> | >>>|zoomin 1.5x | 3x | 10x | base |zoomout 1.5x | 3x | 10x

[ere cpss.22)

ELd

BCo54547
‘AoRMz

Rerseq cenes

b Repeatiasker

| repeatwasker. I UBINI UM 10NN 110 A | 111
ick on a feature for details. Click on
base position to zoom in around cursor. move end

move start

<[20 > |  Click on left mini-buttons for <o > |
track-specific options.
default tracks | hide all | add custom tracks | configure | refresh |
Use drop down controls below and press refresh to alter tracks dxsp],ay
Tracks with lots of items will be disp in more p
Expression and Regulation

Allen Brain GNF Atlas 2 Atlas 2 GNFRatio Affy HuEx 1.0 Affy U133
hide - hide. hide  ~| hide hide
Affy GNF1H Uﬁl 33Plus2 Affy U95 EBLEE
hide - Pide <] hide - hnde hide
Sx Reg TEBS Affy Txn SGMO/EIO NHGRI
Potential Conserved Phase2 CD34 HS HS DNasel-HS
hide ~| full  ~ hide ~| hide hide -/
Reg Potential 7 ' hide PicTar

pecies dense miRNA

hide  ~| :‘;;‘;(’“ hide  ~|

full omparaf

Conservation Cserv o Fugu Blat Fugu Chain Fugu Net Ne
pack | G B hide ~| hide | hide
Tetraodon  Tetraodon  etraodon Net Zebrafish Chain Zebrafish Net

Ecores hain = = =

hide <] hide <] hide ~| hide -/ hide ~|
X. tropicalis X. tropicalis  Chicken Chicked Nt Opossum
Chain Chai t=———  Chain

hi:em <] Jhidedl -] hidend <]

PDF/PS Help
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Human chr8:39,720,414-39,814,936 - UCSC Genome Browser v141

Back v Forward v

Reload Stop  Home '@ htp://genome.ucsc

Genomes

gl g =77541763&hgt.

Blat Tables Gene Sorter PCR Convert Ensembl NCBI
UCSC Genome Browser on Human May 2004 Assembly

move <<< | << | <|>|>> | >>>|zoomin 1.5x | 3x | 10x | base |zoomout 15x | 3x | 10x

jump | clear |size 94,523 bp. configure
l:w«s pi1.22) mmpﬂmmJ

= i 5800008 3585880

position/search |chrs:39. 765,312-39,859,834

-l ucsc TFBS Track

ST Markers

STS Markers on Genstic (blue) and Radiation Hubrid (B1ack) Maps

UGSC Knoun Genes (June, §5) Based on UniFrot, RefSed, and GenBank mRNA

Ecos4se7
FoAme |
R
Rersea Genes
Hanna11an Gana Cotlaction Full ORF RHAS
5 Soninm Human fHouse /Rat /003
Exoniphu |
Exoriialk AlE-Splicing Transcr ipts
Hunan mRNAS fron GenBank
| tmen
Human ESTs That Have Been Spiiced
| soricea ests) | I i
HIR Conserved Transcr iption Factor Binding §ites
sHEr2_os 1
sHORA4 G2 |
vsiive_os_o1 |
siive_as

I
Vertebrate MUIEiz Alisnnent & l:onser\/at-nn

_ AJUL]MJLJ Iy

[ -
n' '"H
e = ] \'l '...'

x_tropicalis
tetrioden .
Simple Nucleatide Polunorbnisns (dbSNP build
o stes U HIMETTIE | EITE JHIIIII\ 1t Wil Te 1|
-

conservat ion

eam 0!
moyve start base posmou to zoom in around cursor.  move end
<f20 >|  Click on left mini-buttons for <20 >
track-specific options.
default tracks | hide all | add custom tracks | configure | refresh
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 Sequencing Tracks

Base Position Band STS Markers FISH Clones  Recomb Rate
dense ~| [hide =] dense ~| hide ~| hide ~|
Map Contigs ~ Assembly Gap Coverage lB’aAus End
hide ~| hide -/ hide -/ hide ~| hide T <]
m‘uﬂ GC Percent TWSSD Short Match Restr Enzymes

PDF/
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CXaXe) HMR Conserved Transcription Factor Binding Sites [VSHMEFZ_l

Back v Forward  Reload Stop  Home Qhun//genemems:.euu/cgw—b.n/ngangs\d:77541763&o=395¢416S&t=39844181&g=tfbsc1 UCSC TFBS Track detallS

Home Genomes Genome Browser Blat Tables Gene Sorter PCR FAQ Help
HMR Conserved Transcription Factor Binding Sites (VSHMEF2_Q6)

Transcription Factor Binding Site information:

Item: VSHMEF2_Q6
Transfac matrix link: M00406
Score: 874

zScore: 3.50

Stran
Position: chr8:39844166-39844181
Band: 8p11.22

Genomic Size: 16

View DNA for this feature

Transcription Factors known to bind to this site:

Factor: MEF-2A
Species: human
SwissProt ID: Q02078
Proteome Browser Entry

View table schema

Data last updated: 2004-12-14

Description

This track contains the location and score of transcription factor binding sites conserved in the human/mouse/rat alignment. A binding site is considered to be
conserved across the alignment if its score meets the threshold score for its binding matrix in all 3 species. The score and threshold are computed with the
Transfac Matrix Database (v8.3) created by Biobase. The data are purely computational, and as such not all binding sites listed here are biologically functional
binding sites.

In the graphical display, each box represents one conserved tfbs. Clicking on a box brings up detailed information on the binding site, namely its Transfac L.D., a
link to its Transfac Matrix (free registration with Transfac required), its location in the human genome (chromosome, start, end, and strand), its length in bases, its
raw score, and its Z score.

All binding factors that are known to bind to the particular binding matrix of the binding site are listed along with their species, SwissProt ID, and a link to that
factor's page on the UCSC Protein Browser if such an entry exists.

UCSC

View features by changing the color of the genome sequence

12
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866 Human chr8:39,720,414-39,814,936 - UCSC Genome Browser v141 o

Back v Forward v Reload Stop  Home @ http://genome.ucsc.edu/cgi-bin/hgTracks?hgsid=77541763&hgt 20414-39814936 v e (G

Blat Ensembl NCBI PDF/PS

Home Genomes

move <<<| <<| <|>|>> | >>>|zoomin 15x | 3x

position/search |chr8:39.765.312—39.859.834 jump 3 ge 94,523 bp. configure

[enre certee0 I EE WEED T W T WY W |

E] et 5800008 3385880
STS Markers on Genstic (blue) and Radiation Hubrid (B1ack) Maps
ST Markers I
UGSC Knoun Genes (June, §5) Based on UniFrot, RefSed, and GenBank mRNA

R

Rerseq Genes

Wanmal1an Gene Collection Full ORF WRNAS

| Jon oy Human Mouse /Rat /Dos
Exeniphy
Exonualk AIt-Sp1icing Transcripts

1 Wuinan WRNAE From GenBank
Hunan
Human ESTs That Have Been Spiiced
| soricea ests) | | |
HIR Conserved Transcr iption Factor Binding §ites

sHEr2_os 1

sHORA4 G2 |

vsiive_os_o1 |

I
Vertebrate Mu1tiz Alignnent & Conservation

conservat ion

]

. S=/ = B

B | =
|||I.:

x_tropicalis
tetrioden n
Simple Nucleatide Polunorpnisns (dbSNP build 125>
T

Wl ool bl
5

Rt UL RRUAT R T UL R L UL
Eencat ing Elenents by Repeatiasier
Repeatmasker HN 1NN I RNRTL T |
Click on a feature for details. Click on

moyve start base position to zoom in around cursor. ~ move end

<f20 >|  Click on left mini-buttons for <20 >

track-specific options.
default tracks | hide all | add custom tracks | configure | refresh
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 Sequencing Tracks

Base Position B:n dm STS Markers FISH Clones  Recomb Rate
dense ~| P dense ~| hide ~| hide ~|
Map Contigs ~ Assembly Gap Coverage E:US&
hide ~| hide -/ hide ~| hide ~| [hide =]
Fp—gisrx:ud End  GC percent TWSSD . Short Match Restr Enzymes
.
Extended DNA Case/Color Options
Use this page to highlight features in genomic DNA text. DNA covered by a particular track
below for details about color, and for examples. Tracks in "hide" display mode are not show:
Position [chr8:39,765,312-39,859,834 Reverse complement [~
Letters per line 60  Default case: < Upper © Lower _submit
Track Toggle Under- . [
Name Case |line Bold [Ttalic Red |Green iBlue
Chromosome Band (Ideogram) [~ r r |r o 0 o
STS Markers r r rr o 0 o
Known Genes ~ r - | |2ss5 jjo 0
RefSeq Genes ~ r r [T 255 fo o
MGC Genes r r o |r o 0 o
Vega Genes r r r o o |
'Vega Pseudogenes r r r (o 0 o
Exoniphy r r - |\r jo (] 0
Human mRNAs ~ r r | |2ss [o 0
Spliced ESTs r r r |r o 0 o
ExonWalk G 2 O 29929 S
TFBS Conserved r [ r [ o [zss [o CCTGGGTCCCAGCCGGAATAAT GGTTACA GARGCGCGAGAT
Conservation r r r o jo 0 0 ? ?t
SNPs r r r|\r jo 0 o b af
RepeatMasker r r r (r o 0 o tegttecangeate 2
Red: mRNA sequences
Green: Transfac TFBS
Yellow: mRNA + TFBS
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Change the color of items in a track

€66

Human chr8:39,720,414-39,814,936 - UCSC Genome Browser v142

Back v Forward -~ Reload Stop Home (@ hutp://genome.ucsc.edu/cgi-bin/hgTracks

UCSC Genome Browser on Human Mar. 2006 Assembly

v oGl

move <<<| <<| <|>|>> | >>>|zoomin 15x | 3x | 10x | base |zoomout 1.5x | 3x | 10x |

posiﬁon/search[chra:39.720.414739.814.936 jump | clear |size 94,523 bp. configure
[ore coitee> T WEED GOSN T |

Ean EELCTT) 33588000
USSE Knoun Genes Based on UniFrot, RefSeq, and GenBank meiA

FoRz,

Rerseq Genes

Human WRNAS From GenBank
Hunan

Human ESTS That Have Been Spliced
sericed EsTSI L I | [ e 1 [ [l
Vertebrate MuIEiz Alignnent & Conservation (17 Species)

R PITERTRERTIY W N Sy by

= I ———u—|

(= i

DlimomniEe o putio 4
TR

pear

26
o annm

ona 5
move start base position to zoom in around cursor. move end

<[20 > |  Click on left mini-buttons for <o > |

track-specific options.
default tracks | hide all | add custom tracks | configure | refresh |

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 Sequencing Tracks
Base Position W STS Markers FISH Clones Recomb Rate

dense ~| m hide  ~| hide - hide ~/

Map Contigs ~ Assembly

Coverage ~ BAC End Pairs

G:
hide  ~| hide | Tiaxi ~| hide  ~| hide -/

Variation and Repea

SNPs Segmental Dups RepeatMasker %gelfs Microsatellite
dense | hide -/ dense ~| hid‘e 5 hide -
Self Chain
hide |

refresh |
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SNPs Track Settings
Back v+ Forward v Reload Sto

op  Home @ http://genome.ucsc.edu/cgi-bin/hgTrackUi?hgsid=78240810&g=snp126&c= (hr&&snpl?SCD\orSol UCSC SNP Track detalls
Home Genomes Genome Browser Blat Tables Gene Sorter PCR FAQ Help
SNPs Track Settings

Simple Nucleotide Polymorphisms (dbSNP build 126)
Display mode: [full  ~| [Submit]

Minimum Average Heterozygosity: 0
Maximum Weight: |3

Any type of data can be excluded from view by desel the checkbox below. Not all assemblies include values in all categories
Location Type:

E Unknown ~ Range[v Exacts Between R

~ R

[+ RangeDeletion
I3 Unknown  Single Nucleotide Polymorphism - In/Del v Heterozygous - Microsatellite ~ Named ~ No Variation .~ Mixed ~ Mnp [ Insertion &
Deletion
Validation:
~ Unknown ~ By Cluster = By Frequency ~ By Submitter ~ By 2 Hit /2 Allele~ By HapMap
Function:

[~ Unknown v Locus [~ Coding - Synonymous Coding - Non-Synonymous [~ Untranslated & Intron = Splice Site > Reference (coding)
Molecule Type:
~ Unknown ~ Genomic+ cDNA

SNP Feature for Color Specification: | Function |

The selected feature above has the following values below. For each value, a selection of colors is available.

Unknown: |black +| Locus: |black ~| Coding - Synonymous: |green ~| Coding - Non-Sy
Splice Site: |black ~| Reference (coding): | black ~|

y slred v U black ~| Intron: |black ~|

View table schema

Description

This track contains dbSNP build 126, available from ftp.ncbi.nih.gov/snp

Interpreting and Configuring the Graphical Display

Human chr8:39,720,414-39,814,936 - UCSC Genome Browser v142
| http: / /genome..ucsc.edujcgi-bin/hgTracks

| UCSC SNP Track

UCSC Genome Browser on Human Mar. 2006 Assembly

<<<| <<| <|>|>> | >>>|zoomin 1.5x | 3x | 10x | base |zoom out 1.5x | 3x |

position/search ‘chrB: 39,720,414-39,814,936

jump | clear |size 94,523 bp. _configure

Sa7sassel Sszessssl
USSE Knolin Genes Based on UniFrot, FefSed, and GenBank mENm

Rerseq Genes

Ction FUT1 ORF nRNAS

Human RNAS

Human WRNAS From GenBank

Human ESTS That Have Been Spliced

sericed eS| 0| | il [ [
Vertebrate MItiz Alignnent & Conservation (17 Speciesy

Gonservat ion

ool ol L L_LJ o 4 aafin by
ravézgl. " '

i ad 1 bl o
o s T = s

Feetraedon

p1e Nucleot ide POTUNOTPNiSnS (ABSNE build 126)

rei1o0ass | rszaonsea| rsasisis] Te7aNeors| FaSsssbea] raieiaell rivasedas| revaseass|
refizesea| reasouses| revsiss| veissstss: peii

rs2i22988 | rs4e33602|

212;

e Qe e A Red: non-synonymous SNPs
rs2122989 | rsaesaeol rsvaasszs\ raL 47319 | rS34177020|  rs6474175| rs34130723| -
2| e ) il ) (i) Green: synonymous SNPs
rs201976 | rs7017903| rszazws\ rs1349546 | rs35912924| rs12674843|  rs6415698|
Sosizee | restoteasi| rovesyia) reaeicl reteriosss| reteavics| resiissa) Black: other SNPs
rs3035055 | rsaassss:n rs34005773 | rs:wssnsu\ rs2ss73149|  rs724482|  rs35423977|
rs7013380 | rs411671 | sAeﬂulI rs35401818|  rs34557303| rs10106763| rs7004860 |
1 | 03322 | rsl:&zsstsxl rsnsﬁ 1] 5696 | rs11750484
rs7013399 | rs6e382s | rsmsaeszsl rs:suase\ rs3se16419 | dsaaaoa |
T | e o) m) ez
rs7013202 | rsse91670| rsxzeeﬂ«l rs6991836 | rs113854265 | rsx:ces::wﬂ
rs35355670 | rsieseseas| rs19106478| rsie1e16ez| rs11776245|  rs34800519 |
T el ememlomamel mes
mem | NEEl niems) s el
W\ amsl Eamsmmhal )
e Sae R
rs18702566 | rsis4ssss| rs28564326 |
mae | s gl
5201968 | rsizese27s| rs10557426 |
mmw o \TEEn e
rs661832 | rs7838189| rs28490434 |
R )
rs673382 | rs7sssess| rs35500783 |
M| EEs
rs674299 | rss4721913]
aEm | s
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UCSC

Find a chicken homolog of a human protein

[@66

Entrez Protein

Back v Forward + Reload Stop Home &2 hitp://www.ncbi.nlm.nih.gov/entrez/query.fcgi?CMD=Display&DB=protein

About Entrez.

Entrez Protein
Help | FAQ

Entrez Tools.

Check sequence
revision history

LinkOut
My NCBI

Related resources
BLAST

Reference sequence
project

‘Search for Genes
Clusters of
orthologous groups.

Protein reviews on the
web.

Search for full length
cDNAs

i NCBI Entrez Protein

[ Limits | Preview/index | History | Clipboard | Details |

Display | Summary | Show| 20 ~][Sort by Relevance ~[[Sendto |
f Brief i \
| Atz 1 Summary yiated Structures: 1[5
ASN.1
7 1: NFASTA jports.
AXML 1 2 proprotein [Homo sapiens]
2 GenPept 5743080]
Gl List
Graphics
TinySeq XML
INSDSeq XML
LinkOut

Related Sequences
Conserved Domain Links

3D Domain Links

Gene Links

Genome Links

Genome Project Links
HomoloGene Links

Nucleotide Links

NIH cDNA clone links v

Display | FASTA ~| Show| 20 ~[[Sendto  ~|
Range: from |begin to lend Refresh

[71: NP _001455. Repors ADAM metallopepti...[gi:55743080]
>gi[55743080 | ref|NP_001455.3| ADAM metallopeptidase domain 2

TRSIIKEGIESQASYKIVI

IEME!
LTNAIFVSFNITIILSSLELWIDEN!
B

PRTISLESLAVILA TMNPEAIHFSCVKI

1CIDGVCH
KL VGKFLLQIPRA

TIIYANISGHLC

VLIAT

My NCBI
Sign In] [Registe

BLink, Conserved Domains, Links|

Puoied Prtan
Search | Protein ~| for|jnp_001455 Go | Clear

Limits Preview/Index History q

[Homo sapiens)
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66 Chicken BLAT Search

[
Back + Forward v Reload Stop  Home @ http://genome.ucsc.edu/cgi-bin/hgBlat | UCSC BLAT Seal'ch

Home omes Tables Gene Sol FAQ Help

Chicken BLAT Search

BLAT Search Genome

Genome: Assembly: Query type: Sort output: Output type:

[ Chicken ~| [Feb.2004]~| |[BLATs guess | [queryscore -| [hyperlink -]

Pgi[55743080|re£[NP_001455.3] ADAM metallopeptidase domain 2 proprotein [Homo

sapiens

MWRVLFLLSGLGGLRMDSNFDSLPVQITVPEKIRSTTKEGIESQASYKIVIEGKPYTVNLMOKNFLPENF

RV I RGVLQFEN 'EHVI
TESRDLSFKLQSVEPQQDFAKYTEMHVT T 16

[LTNAIFVSFNITIILSSLELWIDENKIATTGEANELLHTFLRWKTSYLVLRPEDVAFLLVYREKSNYVGA
TFQGKMCDANYAGGVVLHPRTISLESLAVILAQLLSLSMGITYDDINKCQCSGAVCIMNPEATHFSGVKI

[FSNCSFEDFAHFISKQKSQCLENQPRLDPFFKQQAV( L LIGETCCDIATCR
F SFEECDLP! ENHYVQTGHPCGLNQWICIDGVCH

GKI VSGNCGT (QCGKLICKYVGKFLLQIPRA
TITYANISGHLCL I

1 T
KHCHCSASYLPPDCSVQSDLWPGGS IDSGNFPPVATPARLPERRY IENIYHSKPMRWPFFLFIPFFIIFC
VLIAIMVKVNF

submit | I'm feeling lucky | clear

Paste in a query sequence to find its location in the the genome. Multiple sequences may be
searched if separated by lines starting with '>' followed by the sequence name.

File Upload: Rather than pasting a sequence, you can choose to upload a text file containing the
Upload sequence: | Browse... | submit file
Only DNA sequences of 25,000 or fewer bases and protein or translated sequence of 10000 or

fewer letters will be p d. Up to 25 can be i at the same time. The total
limit for multiple sequence submissions is 50,000 bases or 25,000 letters.

For locating PCR primers, use In-Silico PCR for best results instead of BLAT.

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 20 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.

M

66 Chicken BLAT Results

|
Back v forward  Reload Stop  Home (@ hitp://genome.ucsc.edu/cgi-bin/hgBlat | UCSC BLAT Seal'ch

Home Genomes Tables GeneSorter PCR FAQ Help

Chicken BLAT Results
BLAT Search Results
ACTIONS QUERY SCORE START END QSIZE IDENTITY CHRO STRAND START END SPAN
browser Jdetails 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
details NP_001455.3 12 437 440 735 100.0% 1 ++ 67660117 67660128 12
browser details NP_001455.3 12 385 390 735 83.4% 1 ++ 67659961 67659978 18

UCSC Genome Browser on Chicken Feb. 2004 Assembly

move <<< | <<| <|>|>> | >>>|zoomin 15x | 3x | 10x | base |zoomout 1.5x | 3x | 10x |

position/search [chrUn:635,370-635,555 jump | clear | size 186 bp. configure |

35500 ==

i o) &
ron giat Search

NP_oo1455 —
Rerseq Genes
Chicken mRNAZ fron Gensank

Chicken nRNAS
] Chicken ESTS That Have Been Spiiced
Seiicea EsTS

Ch i Cen /Hunan Touse /0poSSUN/Fro3/ 22Br af 5 /Tetraodon M1t 12 A11SANENts & Cons.

conservat ion

human

Eetracdon
Fusu (Rus, 2062/Fr1) Translated B1at A1ismments

Human (ar. 2886/h918) Alignuent Net

Fugu B1at

Human Net
SHPS From Beising Genomics Institute

o eor snes
il Repeat ing Elenents by Repestussker
Click on a feature for details. Click on
move start base position to zoom in around cursor. move end
<f20 > |  Click on left mini-buttons for <o > |
track-specific options.
default tracks | hide all | add custom tracks | configure | refresh |
hromosome Color Key:
1]20814(5] 910 11 12 [EIFEN15 16 17 18 [RIBO21PAX| Y M Ui

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.

Base Position Supercontigs Assembly  Gap BAC End Pairs
dense ~| hide  ~/ hide  ~/ hide - hide ~|
GC Percent Quality Scores Isochores Contamination ~ Short Match

hide ~| hide ~| hide -/ hide -/ hide ~/
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Chicken BLAT Results

Back v Forward  Reload Stop Hor

Chicken BLAT Results

ACTIONS QUERY

Home Genomes Tables Gel

me @ hup: / /genome.ucsc.edu/cgi-bin/hgBlat

Sol

BLAT Search Results

PCR FAQ Help

SCORE START END QSIZE IDENTITY CHRO STRAND START END

SPAN

browser] details N 0014
browser X
browser details NP_0014

55.3 44
e 12
55.3 12

539 600 735 71.6
301 304 735 100.0
437 440 735 100.0

$ Un ++ 635370
't 1 ++ 67659709
$ 1 ++ 67660117

635555 186
67659720
67660128

12
12

| UCSC BLAT search

browser details NP_001

Alignment of
NP_001455.3

NP 0014553
Chicken.chrUn

sequence.
NP_001455.3

mwrvlfllsg
£

lgglrmdsnf dslpvgitvp ekirsiikeg iesgasykiv
i mkpldgdf i

envsygiepl essvgfehvi ygvkhkkadv slynekdies rdlsfklgsv
emhvivekql ynhmgsdttv vagkviqlig ltnaifvsfn itiilssiel
geanellhtf lrwktsylvl rphdvafllv yreksnyvga tfgqgkmcdan
tisleslavi lagllsl i

hfiskgksqc lhngprldpf
fkagsncaeg pccenclins kermerpsfe ecdlpeycng ssascpenhy
£ gkevefgpse cyshlnsktd vsgncgisds

GCGKLICK v gkfllgipra ~IIYAnisgH L iavefasd hadsgkmwi
ylgydcttdk

gwicidgvem sgdkgetdt

ityddinkeg
X

eaihfsgvki
dc gtegdcali

Alignment of NP_001455.3 and chrUn:635370-635555

Click on links in the frame to the left to navigate through the alignment. Matching bases are colored blue an

iegkpytvnl
ctglrgvigf

yaggvvlhpr
fsncsfedfa

vqtghpegln
gytacead L
DGTSCGSNK

yssdegpese sepkg

Chicken.chrUn :

ATCTGggeT GTGC)

AAAACT CATCTGCaca TA ccaaaac
aagggt CCA TCATCTATCC Tcaagtgcaa gaaCATCTCT G gtgtcttt
catgeaccct cogggacaga tcctctectg gbt AGGATG GCACCaaaTC Ci

1
fppvaiparl perryieniy hskpmrwpff lfipffiifc vliaimvkvn

gagttccott

farkkwrted

caccaaatta
tgatgtaatg
CeTecegga

635429
635489
635549

>>>55> |
635523 aaggatggcacga:

| P |

Side by Side Alignment*

001615 N L Q@ C G K L I C K Y 001647
S3555> | ¢ | | | T S5355>
635370 635402
001681 T I I Y A N I S G E L C 001716
>335 | | Q Vo E | [ >>>>>>
635436 635471
001768 K D G T S C G S N K V 001800

>>>>>>

X G
aatgcggteccggaaaggta 635555

UCSC

Add your own custom tracks
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866 Human chrX:151,073,054-151,383,976 - UCSC Genome Browser v142
Back v v Reload Stop  Home @ hup://genome.ucsc.edu/cgi-bin/hgTrack: 1

Add Your Own Custom Track

hrX%3A151%2C073%2C054-151% v Go ' (Gl

Display your own custom annotation tracks in the browser using the procedure described in the custom tracks user's guide. For information on upload procedures and
supported formats, see the "Loading Custom Annotation Tracks" section below.

Annotation File: Browse... | Submit |

browser position chr22:38496887-39496866

browser hide cytoBan

browser hide stsMap

browser hide gap

browser hide clonePos

browser full refGene

browser dense mrna

track name="scale' description="our peak’

chr22 38996887 38996888 peak

track name="Microsatellites’ description='Microsatellites" color=0,128,0
chr22 38627059 38627060 D225276
chr22 39005417 39005418 D22S307
track name="Genotyped SNPs" description="Genotyped SNPs" c
chr22 38518342 38518343 55146131 = ]
chr22 38705963 38705964 $52941443 Base Fosieion] 3900 8eR be.

scate
Reset | Submit

Click here to view a collection of custom annotation tracks contribute]

0lor=0,0,255

ak

e11ites
Microsatellites

Genotuped SiPs
Genotuped SNPs | | ! | !

Knoun Genes (Nov 22, 94) Based on SHISS-PROT, TRrEMBL, WRNA, and RefSsat
AE025016 f———tHHH-HH 1Lt i
ADSL il

GRAP2 1+===HH GPR24 |
sLeasA17 |
Refseq Genes
FLU2S421
GRAP2 L |
Loc113828
ADSL
RUTBCS
MKLL
GPR24 I
sLcasA1?

Ensenbl Genes ——HHh  HEl HH
Genscan Genes——H  H-H—HHHH
Human mRNAS ——H—HH H——HIH HH H—H— ' HE— A ———— 1
Human e Been Spliced

L L N T 11 JURTICONL TR W] L )
Hu/Ch inp /MGLise /RST /008 /Ch i CK/Fuau/ 2F ish Multiz Alisnnents & conservation

Spliced ESTs

conservat ion

Nature Genetics: A user’s guide to the human genome,
Question 7 il 181 1
[T
Translated &
Fugu Blat

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 transcription factor binding sites that overlap (intersect) with a
SNP
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Table Browser

See Using the Table Browser for a description of the controls in this form.

group: |Genes and Gene Prediction Tracks »| track: |RefSeq Genes |

table: | refGene ~| describe table schema

identifiers / paste list | upload list |

intersection: create
correlation: _create

output format: [all fields from selected table |

output file: | (leave blank to keep outp
file type returned: ¢ plain text ¢ gzip compressed

get output | summary/statistics |

To reset all user cart settings (including custom tracks), click here.

region: © genome ¢ position |chr22:38496887-39496866 lookup

clade: [Vertebrate  ~|  gemome: [Human ~| assembly: |Mar. 2006 -

Use this program to get the data associated with a track in text format, to calculate intersectic

UCSC Table Browser:
RefSeq genes that
contain only one exon

Filter on Fields from hg18.refGene

bin is[ignored ~[ |

name [does  ~| match [* AND
chrom [does  ~| match [* AND
strand [does  ~| match [+ AND
txStart is[ignored ~| | AND
txEnd is[ignored ~[ | AND
cdsStart s [ignored ¥ | AND
cdsEnd is [ignored ~| | AND
exonCount is|= B AND I
CXOnStarts |does .~ Match |

exonEnds |does | match [

id is [ignored -] | AND
name2 |does  ~| match [+ AND
cdsStartStat |does  ~| match | * k| AND
cdsEndStat [does  ~| match[* - AND

exonFrames | does

AND | Free-form query: |
submit | cancel
J K

~| match [

A B c D E F G H 1 L M N o

1 #filter: refGene.exonCount = 1

2 #bin  name chrom strand txstart  txEnd cdsStart  cdsEnd  exonCount exonStarts exonEnds id name2 cdsStartstat cdsEndstat exonFrames
388 NM_D0BSI1  chrl - 5858950 15860803 15858950 15860803 15858950, 15860803, 0 RSCIAL  cmpl incmpl o,
4 178 NM 002232 ehrl - 111015832 111019178 111017226 111018954 1 111015832, 111019178, 0 KCNA3 empl cmpl [
5 1301 NM 001821 ehrl - 239858790 239865855 239863720 239865691 1 239858790, 239865855, 0 CHML cmpl cmpl

6 s8s NM 001005484 chrl = 871 58953 59871 1 8953, 59871, 0 OR4FS cmpl cmpl

7 587 NM 001005221 chrl = 357521  3584s8 357521 358458 1 357521, 358458, 0 OR4F29  cmpl incmp! o,
8 587 NM 001005224 chrl = 357521 358458 357521 358458 1 357521, 358458, 0 OR4F3 cmpl incmp! o,
9 587 NM 001005277 chrl = 357521 358458 357521 358458 1 357521, 358458, 0 OR4F16  cmpl incmp! o,
10 589 NM 001005221 chrl - 610960 611897 610960 611897 1 610960, 611897, 0 OR4F29 incmpl cmpl o,
11589 NM_001005224 chrl - 610960 611897 610960 611897 1 610960, 611897, 0 ORA4F3 incmpl cmpl 0,
12 589 NM_001005277 chrl - 610960 611897 610960 611897 1 610960, 611897, 0 OR4F16 incmpl cmpl

13 593 NM 080605 chrl = 1157507 1160281 1157521 1158511 1 1157507, 1160281, 0 B3GALT6  cmpl cmpl

14 607 NM 080431 chri = 2927905 2929325 2028110 2929244 1 2927905, 2929325, 0 ACTRT2 __cmpl cmpl

NCBI

View a genomic region between two STS markers
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®66 NCBI HomePage =)
Back v Forward - Reload Stop Home £ http://www.ncbi.nlm.nih.gov/ v o [Gl 3
i
< y o N
Pt NCBI National Center for Biotechnology Information
- National Library of Medicine National Institutes of Health
PubMed _All Databases  BLAST OMIM Books TaxBrowser _Structure
Search | All Databases > for Go
= » What does NCBI do? Hot Spots
Alphabetical List
Resource Guide Established in 1988 as a national resource for » Assembly Archive
About NCBI molecular biology information, NCBI creates
An introduction fo public databases, conducts research in ¥ Clusters of
NCBI computational biology, develops software orthologous groups
tools for analyzing genome data, and »
GenBank disseminates biomedical information - all for . Coffee Break,
Sequence the better understanding of molecular gé’;‘H:n?"s””’
Ll LD processes affecting human health and
CHCiIm disease. More
- More... » Electronic PCR
Literature
[al5 Gl Aocaeiiem. D\ > Entrez Home
Books, and PubMed The IAlCEI Whole thﬂlll:lkso iation (WGA) resource » Entrez Tools
= provides researchers with access to genotype and
associated phenotype information that will help | .
Molecul elucidate the link between genes and disease. For mr:::;’z‘é’;’gf‘""
olecular more information, click here to see the the WGA
databases resource page and click here to read the press
87888 bress » Human genome
Ll resources
> Influenza Virus
100 Gigabases Resource
GenBank and its collaborating databases, the » Map Viewer I
European Molecular Biology Laboratory and L
the DNA Data Bank of Japan, have reached a » dbMHC
milestone of 100 billion bases from over
165,000 organisms. See the press release or find » Mouse genome
more. on GenBank. resources
Data mining
PubMed Central > My NeBl
Research at =l
An archive of li urnals "\ | » ORF finder
® Free fulltext
@ Over 500,000 articles from over 200 journals || » Rat genome
® Linked to Publded and fully searchable resources
Use of PubM ed Central requires no registration or fee.
engineering Access it from any computer with an Intemet connection. || » Reference
Tools, R&D, and sequence project
- SAGH
» SAGEmap
SIS | NCBI News |
Teaching resources » SKY/CGH
e DI Summer 2006 News available online ~ d2t#base
FTP site > dbSNP |
®66 Map Viewer =)
Back v Forward - Reload Stop  Home | http://www.ncbi.nim.nih.gov/mapview/ v co([GF

NCBI Map Viewer

Genomic Biology Genome Taxonamy Entrez BLAST Help

for ||d551170 OR d8594 I Got
Switch to Graphical View

Plants BLAST Search all plant maps

Arabidopsis thaliana (thale cress)
Avena sativa (oat)

Beta vulgaris (beet)

Glycine max (soybean)

Hordeum vulgare (barley)

Lotus japonicus (Iotus)
Lycopersicon esculentum (tomato)
Manihot esculenta (cassava)
Oryza sativa (rice)

Triticum aestivum (wheat)

Search [ Homo sapiens (human) Build 36

BLAST  Bos taurus (cow)

BL Canis familiaris (dog)

BLAST  Felis catus (cat)

BLAST Homo sapiens (human) Build 36
BLAST Homo sapiens (human) Build 35

BLAST  Macaca mulatta (thesus macaque)

BLAST  Mus musculus (mouse) Build 36
BLAST Mus musculus (mouse) Build 35

BLAST  Ovis aries (sheep)

4

BLAST Pan troglodytes (chimpanzee) BLAST  Zea mays (corn)
BLAST  Rattus norvegicus (rat)
BLAST  Sus scrofa (pig) Fungi BLAST Search all funai maps
Other Vertebrates
BLAST  Danio rerio (zebrafish) Aspergilus fumigatus
BLAST  Gallus gallus (chicken) Candida gl
Cryptococcus neoformans
Invertebrates Debaryomyces hansenii
Encephalitozoon cuniculi
Insects  BLAST Eremothecium gossypii
BLAST  Anopheles gambiae (mosquito) Gibberella zeae
AST  Apis mellifera (honey bee) Amel_4.0 Kiluyveromyces lactis
45T Apis mellfera (honey bee) Amel_2.0 Magnaporthe grisea

L
BLAST  Drosophila melanogaster (fruit fly)
BLAST  Tribolium castaneum (red flour beetle)

Nematode BLAST
Caenorhabitis elegans (nematode)
Echinoderms  BLAST
Strongylocentrotus purpuratus (purple sea urchin)

Neurospora crassa

Saccharomyces cerevisiae (baker's yeast)
Schizosaccharomyces pombe (fission yeast)
Ustilago maydis

Yarrowia lipolytica

Protozoa _pLast.

BLAST  Cryptosporidium parvum
BLAST  Dictyostelium discoideum
BLAST  Plasmodium falciparum

See more about Bacteria (siast), Organelles (siast), Viruses (siast)

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,

o 13
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66

Entrez Genome view

Back v Forward -~ Reload Stop Home & http://www.ncbi.nlm.nih.

Build 36.2 statistics  Switch to previous build

i ——

8 U
| ] m
[ O O R R
I 10 b .
4 15 16 17 18 13 2@ 2 2 ¥ ¥ u

[l Search results for query "d8s1170 OR d8s94": 4 hits

Chr Assembly Match  May ps
8  reference all matches
D8S1170 D 1S
D8S94  D8S! STS STS
8  Celera all matches
D8S1170 D8S1170 STS STS
D8S94  D8S9%4 STS STS

-search. y=d8s1l

NCBI Map Viewer

Pubbled Nuceotido Protein Genome Siructure PopSot
Search for |d8s1170 OR d8s94 on chromosomef(s) assembly | Al Find

I Show related entries Help Map Viewer home
Homo i ) view

vl (Gl

Taxonomy

Holp

anced Searcl

BLAST search the human genome

Disclaimer | Wite to the Help Desk
NCBI | NLM | NIH

NCBI Map Viewer

Entroz

Human genome M Build 36.2 (Current]

overview page (Bulld
LR Chromosome: 1234567(819101112131415
WG Query: dBs1170 OR d8s94  [clar

381) Master Map: STS
Region Displayed: 32M-44400K bp

Map Viewer Home )

Map Viewer Help

Find in This View

Hs UniG2X] Genes_seq21X] STSX] Marker o
Human Maps Help ! + i &
s i 15 RHDOSE o
LT = wesssest [Fowest STS-N33323 ©O- -
fiaps &oviions | |l I e
Compress Map W I RNE PRI <~ G2%216 ©
Reglon Shown: o S D8S1170 o
ausre o RH36053 o
SHGC-110285 @
SHGC-156087 ©
| M RHIZIET O
3 F B AFMB283XF1 O -
Ideogran 36H- RCP 3679 Q-
e RH35988 - T >
{ e WI-17448 0 -0 -0 »
i N
500 SHGC-79887 ©- - - - - - o »
it
@ default e CHRNB3 23270+~ + =+« « - >
# master : Tl gim210 O >
. D8so4 Qs >
RH67241 -ERI »
ol v
Summary of Maps:
Map 1: Homo sapiens UniGene Clusters Table View

Download/View Sequence/Evidence

10
UniGene Clusters Labeled: 50 Total Transcript alignments in Region: 702

Histogram Data: Tick Width=16, Max

Map 2: Genes On Sequence
Region Displayed: 32M-44,400K bp

Region Displayed: 32M-44,400K bp
Total STSs On Chromosome: 8517 l] 1 not locahmd]
STSs Labeled: 30 Total STSs in Regio

ithmic scale)
Table View
Download/View Sequence/Evidence

Table View
Download/View Sequence/Evidence

Advanced Search

BLAST The Human Genome

Download/View Sequence/Evidence
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NCBI
Change the maps displayed on the Map Viewer

Back v Forward  Relo

Human genome
overview page (Bulld
362)

Human genome

overview page (Build
35.1)

Map Viewer Home
Map Viewer Help

Human Maps Help

FTP

Data As Table View
Haps & Options

Compress Map Ml
Region Shown:

@ default
# master

NCBI Maps & Options

"6 6 http:/ /www.ncbi.nlm.nih.gov - Map Viewer =)
Organism: Homo sapiens Help
Chromosome: [8 Region Shown: [31998795.31 [44415851.6:

Available Maps: Maps Displayed (left to right):
K Assembly:
Org: [human ~| e — Change Assembly

—--Sequence Maps--- |+ [] Phenotype
Ab initio [R] STS Move UP
Assembly

[GERe Move DOWN
Make Master/Move to Bottom

Toggle Ruler

{IRTbefore map means ‘ruler set))

BES Clone

ADD>>
Clone 4
Component <<REMOVE

Ensembl Genes v

More Options:

[ Show Connections ¥ Verbose Mode

Compress Map: |off  ~| Auto Compress if >|350 px
Page Length: [30

Thumbnail View: & default (ideogram) ¢ master

OK Apply Close
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6 6 Map Viewer I
Back v forward - Reload Stop Home & hup://www.n(bn.nlm,nm.gov/mapviewlmaps.cgl?TAXID=9606&CHR=B&BEG=31995795,BB&END=444155|

S22 NUBI LY NCBI Map Viewer

Find Find in This View
e 8GR Homo sapiens Build 36.2 (Current

overview page (Bulld
2)

S Chromosome: 1234567[819101112131415161718192021 22X Y
ST Query: d8s1170 OR d8s94  [clear]
€40) Master Map: Genes On Sequence Summary of Maps
Region Displayed: 32M-44,400K bp

Map Viewer Help PhenodlX]  sTSX]  Genes.seaX] Symbol

Human Maps Help a2mq L -

Map Viewer Home

E Cyto

NRG1 prdlevmmhmsts bestRefSeq 8p21-pl2
patAsIabiaVieY FUTI10 bestRefSeq  8pl2
[Maps & Options
Compress Map Bl ;§§§§§i27 ; . CB8orf41 bestRefSeq  8p12
P~ Skl o RNF122 bestRefSeq  8p12
= LOC728024 + protein 8p12
'SFRP1] | co | RAB1IFIP1 + OMIM bestRefSeq  8p11.22
=1 e ADRB3  + OMIM bestRefSeq  8p12-pl12
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ossseoE g

# master
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NCBI Phenotype Map

Taxonomy Structure

Advanced Search

BLAST The Human Genome

Description
neuregulin 1

10 (alpha (1,3)
chromosome 8 open reading frame 41
ring finger protein 122
similar to CG16865-PA
RABI11 family interacting protein 1 (class T)
adrenergic, beta-3-, receptor
ash2 (absent, small, or homeotic)-like (Drosophila)
steroidogenic acute regulator
leucine zipper-EF-hand containing transmembrane pro
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acidic coiled-coil containing protein 1
HurA serine peptidase 4
ADAM metallopeptidase domain 9 (meltrin gamma)
ADAM metallopeptidase domain 3a (cyritestin 1)
ADAM metallopeptidase domain 18
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NKG6 transcription factor related, locus 3 (Drosophila)
hypothetical protein LOC728445
plasminogen activator, tissue
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overview page (Bulld
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Human genome
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Description

HtrA serine peptidase 4

TM2 domain containing 2

ADAM metallopeptidase domain 9 (meltrin gamma)
ADAM metallopeptidase domain 32

™DC I

ADAM metallopeptidase domain 3a (cyritestin 1)

ADAM metallopeptidase domain 18
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chromosome 8 open reading frame 4

zinc finger, matrin type 4
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NCBI

View additional information about a gene
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Description

HtrA serine peptidase 4

TM2 domain containing 2

ADAM metallopeptidase domain 9 (meltrin gamma)
ADAM metallopeptidase domain 32

™DC I

ADAM metallopeptidase domain 3a (cyritestin 1)

ADAM metallopeptidase domain 18
ADAM metallopeptidase domain 2 (fertilin beta)

indoleamine-pyrrole 2,3 dioxygenase
i pyrrole 2,3 di like 1

chromosome 8 open reading frame 4

zinc finger, matrin type 4

hypothetical protein LOC727725

secreted frizzled-related protein 1
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000 Gene I
Back v Forward - Reload Stop Home |2 hutp://www.ncbi.nim.nin. y.fe _report&list_uids=2515 | EntreZ Gene
< — f
> NCBI Entrez Gene ==
Publied Nuciotida Protain Gerame
Search | Gene | for| Go | Clear
Limits | Preview/index | History | Clipboard | Details |
Display | Full Report | show|5  ~l[Sendto ]
All:1 | Curent Only: 1_|_Genes Genomes: 1_| SNP GeneView: 1
"1: ADAM2 ADAM metallopeptidase domain 2 (fertilin beta) [Homo sapiens] f) Entrez Gene Home
GenelID: 2515 Primary source: HGNC:198 updated 17-Sep-2006 = Table Of Contents
5
Summary 28 g:x‘r‘uﬂ\rcyveg\rns, transctipts.
enarnic context
Official Symbol: ADAM2 and Name: ADAM metallopeptidase domain 2 (fertilin beta) provided by HUGO Gene Nomenclature Committee Bibliography
See related: HPRD:03322, MIM:601533 (et
s gene nfomation
Gene type: protein coding General protein nfomnation
Gene name: ADAM2 Reference Sequences
Gene description: ADAM metallopeptidase domain 2 (fertilin beta) ekled Senice L
RefSeq status: Reviewed .
Organism: Homo sapiens 4k
Lineage: Eukaryota; Metazoa; Chordata; Craniata; 3 i ia; Eutheria; ires; Primates; ini; Catarrhini; ini Canserved Domains
lomo
Gene aliases: FTNB; PH30; CRYN1; CRYN2; PH-30b gsﬁnﬁzl:’e
Summary: This gene encodes a member of the ADAM (a disintegrin and metalloprotease domain) family. Members of this family are membrane-anchored proteins T oy
structurally related to snake venom disintegrins, and have been implicated in a variety of biological processes involving cell-cell and cell-matrix interactions, including Nudlatds
ilization, muscle and is. This member is a subunit of an integral sperm membrane glycoprotein called fertilin, which plays an important role in o
sperm-egg interactions. [Erre R
Frotein
Genomic regions, transcripts, and products 2 @  PubMed
PubMed (GeneRIF)
(minus strand) RefSeq below SHE
NC_000008.9 SNb-Coneew
o496 ] wssr0s1] Taxonormy
5 3 UrisTS
W onga6s.s Ne_001455 _proprotein View
B - coting resion 1 - untranslated resion Evidence Viever
DB
HD
H
Genomic context Seec ADAM? in MapViewer 2P s
chromosome: 8; Location: 8p11.2 ModelMaker
UniGene
[aoszrran b [s9sszaneh tnkou
+__Entroz Gene Info
fomman somnse = oo w0 j —— !
Bibliography Gene References into Function (GeneRIF):  Submit 24
PubMed links
Interactions 2P
Description ..
AADAM2 Product Interactant Other Gene Complex Source Pubs
Done Z
000 Gene I
Back v Forward - Reload Stop Home |2 hutp://www.ncbi.nim.nin. y.fe _report&list_uids=2515 | EntreZ Gene
General gene information 24 =
Markers
RH70674(c-PCR) (Links: UniSTS:33582
Aliernate name: U52370
SHGC-111659(c-PCR) (Links: UniSTS:168466)
ADAM2_2713(c-PCR) (Links: UniSTS:462012
GeneOntology
Provided by GOA
Function Evidence
integrin binding TAS PubMed
metalloendopeptidase activity IEA
protein binding IEA
Process
cell adhesion IEA
fusion of sperm to egg plasma membrane TAS PubMed
proteolysis IEA
Component
integral to plasma membrane TAS PubMed
membrane IEA
Homology:
Mouse, Rat
Map Viewer .
General protein information 24e
Names: ADAM metallopeptidase domain 2
fertilin beta; a disintegrin and i domain 2; a disintegrin and i domain 2 (fertilin beta)
NCBI Reference Sequences (RefSeq) 2¢
mRNA Sequence NM 001464
Source Sequence BG719616,B1460477,U38805
Product NP 001455 ADAM metallopeptidase domain 2 proprotein
Conserved Domains (4) summary
pfam01421: Reprolysin: Reprolysin (M12B) family zinc metalloprotease
Location: 178 - 375 Blast Score: 626
pfam01562: Pep M12B propep: Reprolysin family propeptide
Location: 62 - 174 Blast Score: 362
smart00050: DISIN: Homologues of snake disintegrins : Snake disintegrins inhibit the binding of ligands to integrin receptors
Location: 393 - 470 Blast Score: 281
smart00608: ACR: ADAM Cysteine-Rich Domain;
Location: 472 - 609 Blast Score: 375
U
Related Sequences 24
Protein
C136365 None
05902 (96106..113980, complement) None
3005 CAB40813
4957 AAH34957
4 AAH64547
719616 None
460477 None A
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OMIM - A DISINTEGRIN AND METALLOPROTEINASE DOMAIN 2; ADAM2 I

Back v Forward -~ Reload Stop Home & http://www.ncbi

Im.nih, gid=601533 v col[Gl

< MIM
SN | OMIM

‘Al Dotabeses

RIMASIIESS Search | OMIM

Publded Nockot Genomo
| for Go | Clear

Limits | Preview/Index | History | Clipboard | Details

oA Johns
+ Hopkins
in Man BESEEEC Uniarsicy

Detailed

*601533

Alternative titles; symbols
FERTILIN, BETA; FTNB
PH30

Gene map locus 8p11.2
TEXT

DESCRIPTION

Primakoff and Myles (2000). g

CLONING

human fertilin-beta which detected

GENE FUNCTION

| show|20 ~[[Sendto  ~]

All:1 | OMIM doSNP: 0| OMIM UniSTS: 0[5

Links.

A DISINTEGRIN AND METALLOPROTEINASE DOMAIN 2; ADAM2

The ADAMs (a disintegrin and metalloprotease domain) are a family of type I ransmembrane glycoproteins that share homology with snake venom metalloprotease/disintegrins

and sperm surface proteins. They are important in diverse biologic processes such as cell adhesion and proteolytic shedding of cell surface receptors. Structurally, ADAMs consist
of a prodomain that blocks protease activity; a zinc-binding domain; disintegrin and cysteine-rich domains with adhesion activity; an epidermal growth factor

(EGF 131530)-like domain with cell fusion activity; a

domain; and a phosp ic regulatory domain. For a review of the ADAM gene family, see

Gupta et al. (1996) cloned human fertilin-beta (ADAM?2). Using a guinea pig fertilin-beta cDNA as a probe to screen a human testis cDNA library, they obtained the 5-prime end
of the human fertilin-beta cDNA using RACE PCR. The complete human fertilin-beta cDNA contains an open reading frame of 2,199 bp and a 380-bp 3-prime untranslated
region. Gupta et al. (1996) compared the sequence of human fertilin-beta to related proteins and found metalloprotease, disintegrin, cysteine-rich, EGF-like repeat and
transmembrane domains, a structural organization consistent with other members of the metalloprotease/disintegrin ly.
fertilin-beta is 90% |dcnncal to monkey fertilin and 56 to 59% identical to mature mouse and guinea pig fertilin-betas. Gupta et al. (1996) performed Northern blot analysis of

¢ amino acid sequence of the mature human

a 3.2-kb transcript only in testis RNA, suggesting that human fertilin-beta may be specific to the testis. @

Independently, Burkin et al. (1997) cloned a human FTNB cDNA. They stated that the cDNA encodes a predicted 735-amino acid precursor protein from which the signal
sequence (amino acids 1 to 16) and metalloprotease domain (amino acids 17 to 382) arc cleaved during maturation.

Gupta et al. (1996) stated that most snake venom disintegrins contain the consensus integrin-binding sequence RGD. They noted that guinea pig, mouse, monkey, and human
fertilin-betas contain tripeptide sequences TDE,
surface of the egg and thus mediate sperm/egg bmdmg (]

E, FDE, and FEE at this location, respectively. These tripeptides are believed to mediate interaction with an integrin on the

e

S| H.sapiens ADAM2
ADAM metallopeptidase domain 2 (fertiin beta)

P.troglodytes ADAM2
ADAM metallopeptidase domain 2

31| C.familiaris LOC475576
Simlar s ADAM 2 procursor (& disintogrin and
metaloprotoinasa comain 2 (Fartin b suburi)
(PH-30) (PH30)

3 M muscu\us Adam;
¥ Gaintegtin and metallopeptidase domain 2

2

s Rnorvegicus Adam2
a disintegrin and metalloprotease domain 2

Alignment Scores
Various evolutionary parameters derived from pairwise
aligments have baeh saved

Show Table of Pairwise Scores

Alignments can be regenerated using BLAST for any
selected pair of proteins.

Regenerate Alignments

[NP_001455.3(H sapiens. ADAM2)  ~|
|XP_519722.1(P.troglodytes. ADAM2)  ~|

_auast |

® 606 HomoloGene [
Back v Forward - Reload Stop Home |2 hutp://www.ncbi.nim.nih. y.fe _ulds=1127| H0m0|OGene (hm)
<5 My NCBI
> NCBI rJ HomoloGene feln Sian In] [Reaiste
[ Limits | Preview/index | History | Clipboard | Details |
Display | HomoloGene ~|show|20  ~[[Sendto  ~]
‘AII:I Fungi: 0 | Mammals: 1 |%]
i 127. Download, Links
g:nes i o por Proteins o
nes igeniled as putatye homolegs of one anot Proteins used in sequence comparisons and their
G 56 Coreacton of romoi e o0 dormain ArHGCTnEe

s NP_001455.3
735 aa

s XP_519722.1
679 aa

31| XP_532795.2
881aa

a1 NP_033748.1
735 aa

HHI

a1 NP_064462.1
739 aa

Conserved Domains
wserved Domains from COD found in protein sequences
by msblast searching.

smart00050
= DISIN. DISIN
smart00608
ACR. ACR
pfam01562
== Pep_M128_propep. Pep_M12B_propep
pfam01421
= Reprolysin. Reprolysin

2

=

©

2

Related Homology Resources
Links to cwaledand -omputed homology information found

in other databases.
s MGI:1340894
Phenotypes rthology group for M.musculus Adam2 includes
Phena'mc /"/Wallv%g ;:Je egeﬂes in this entry imported H.sapiens ADAM2 and R.norvegicus Adam2. .
ode v
Done -~

— ¥
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NCBI

Zoom in to view finer detail

@66 Map Viewer I
Back v Forward  Reload Stop Home = http://www.ncbi.nlm.nih.gov/mapview/maps.cgi7TAXID=9606&CHR = 8&QSTR=d851170%200R%20d 8594 &QUERY=uid(1277] N C BI S N P map

NCBI Map Viewer

Structure

Find Find in This View Advanced Search
Human genome Homo sapiens Build 36.2 (Current) BLAST The Human Genome
overview page (Build
E‘s.z) Chromosome: 12
o::\:!]:\g';r:;:“?su]m Query: d8s1170 OR d8s94 - not in this view, click here to see results  [clear]

A Master Map: Variation Summary of Maps
Region Displayed: 38,950K-41,290K bp

Map Viewer Help Pheno2lX]  sTS2IX| Genes_seq2]X] variationX] Map Gene  Het Validation Genotypes Avail
Human Maps Help 1 & 4 ot w0 Linkout Avail
P

Map Viewer Home

Fumas
i

o i 188 variations

Data As Table View L
Haps 8 Options. o, ThE e 170 variations
Compress Map Ml wad 8 oz 200 variations
[T ’ i 175 variations
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o
41,200 || Go | 237 variations

SHGC-a4485

Ll

e

=g 20.5n] 005550 270 variations
159 variations

e 189 variations

sie-192.. i
s0.7m] Loassis b Recenter 226 variations
HOAR2 2715

SHaeTiE

> .
oo Zoom inx2 176 variations
" Lonsserss LTI -
ozt + Zoom in x8 226 variations
ERE
g |'> Zoom out x2 300 variations
soes 155 » Show 10M
o o » Show 1M 535 variations
o 2:Show 100K 305 variations
L » Show 10K
0.2n] TooG32E » Show Sequence 320 variations
J; tem——" 252 variations
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= 486 variations
so-on] B, =
Des1817 E 261 variations
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s0.7m -
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vestens i
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Map Viewer

Human genome
overview page (Bulld
362)

Human genome
overview page (Bulld
35.1)

Map Viewer Home

Back v Forward -~ Reload Stop Home & http:/ /) ncbi.nim.nih.

_OM_LPEE Build 36.2 (Current)

Query: d8s1 170 OR d8s94 - not in this view, click here to see results clc

Master Map: Variation Summary of Maps
Region Displayed: 39,611,400-39,621,400 bp

[
GI7TAXID=9606&CHR= =pheno, sts-r,genes, snp(389! 0854.00%3A4l2| NCBI SNP map

Taps & Options | [
Download/View Sequen idence

Map Viewer Help Pheno2|X] STS21X] Genes_seq2]X] variationX] Map Gene Het Validation Genotypes Avail
Human Maps Help 1 i * 0 toos wos08n  Linkout Avail
FTP
Data As Table View sooinc
[Maps & Options
Compress Map ll
Reglon Shown: 157460073 ¥ v I |
2167467 ¥ L7 b
511785546 ¥ L e fuwiil %
12 variations
—_ 1510093794 ¥ LT & hnluinl
510112294 ¥ LT & hinluinl
3824144 ¥ Loc bt % T
. 12708194 ¥ LTe Lol
1513278646 ¥ niwinivl F
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P 1s3852338 ¥ I I ¥
153852339 ¥ L e il ¥
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153864654 ¥ L Lol K
o 154532566 ¥ Lo bl % T
1511998440
@ default T
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- 12198202 ¥ L bl
54297011 ¥ L e fuid T o
7016021 ¥ L e bl K
P
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oo 7009101 ¥ woe bl % T
7820447 ¥ L7 b ¥
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38621k 1578429019 ¥ I I ¥
\ & IS2060802 ¥ wve pwn k0
I
3 : . -
Single Nucleotide Polymorphism o dbSNP
PubMed Nucleotide Protein Genome Structure PopSet Taxonomy OMIM Books SNP|
Search Entrez | SNP | for Go
BUILD 126 Reference SNP(refSNP)
Have a question
‘about dbSNP? Try refSNP ID: rs10093794 Al]de Links
posrciing o SHE Organism: human (Homo sapiens)
e Molecule Type: Genomic M smglc nucleotide polymorphism
Created/Updated in build: 119/126 Alleles: G/T
Map to Genome Build: 36.1 A= G
SNP Details are organized in the following sections:
[ Fasia | Resoure | GeneView | [ Validaton |
WFasta sequence (Legend) 4 A

SEARCH
Entrez SNP
EUtls API
Blast SNP

Baich Query
Genotype I3
By Submiter
New Batches
Method
Population Detil

STS Markers
Mouse Strains

HAPLOTYPE
Submission 3%

>gnlidbSNPIrs10093794lallelePos=501ltotalLen='

lalleles='G/T'lmol=Gi iclbuild=126
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TGGCTGTAAC ACAAAAMATT
K
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B GeneView
GeneView via analysis of cont ADAMIS a disi i i domain 18

tig
Click to see [all] [cSNP] [has frequency] [double hit] [haplogc mggod] vanauons associated with this gene.
‘Gene Model (contig mRNA transcript) Color Legend

Group  Contig>mRNA

reference NT 007995->NM 014237 §
sv function
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NCBI

Find a chicken homolog of a human protein

66

BLAST Chicken Sequences.

BlastGen/Bl <

Back + Forvard + Reload Stop Home |2 hitp:/ /www.ncbinim.nh

NCBI Home> Genomic Biology

Chicken Genome Resources »BLAST
earch [ Map Viewer v |

1 | NCBI BLAST search

Go
Clear

BLAST -

Overvien BLAST Chicken Sequences.
FAQs

News & _Enter an accession, gi, or a sequence in FASTA format:
Manual Inp_001455

References

Retrieve results

Genome Project

€ or, choose a file to upload

Set subsequence: _(optiona;
From: To:

Database:
genome (reference only) ] 40216 sequences

Program.
TBLASTN: Compare a protein sequence against  nucleotioe Gatabase

Optional parameters

Expect  Filter Descriptions Alignments

001 =] [low complexity =] [100 =] 100 ]

Advanced options:
Begin Search Clear Input

Get the URL with preset values? _Get URL
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Show positions of the BLAST hits in the chicken genome
using the Entrez Genomes MapViewer

| Query= gi|55743080|ref|NP_001455.3| ADAM metal i domain 2
[Homo sapiens]
Length=735

Distribution of 40 Blast Hits on the Query

| NCBI BLAST search

[

Mouse over to see the defline, click to show alignments

Color key for alignment scores

<40 40-50
Query " ]
| o 100 200 300 400 500 600 700
score 5

Sequences producing significant alignments: (Bits) value
Gallus gallus chromosome Un 59 le-97

Gallus gallus chromosome 15 ge 89 2e-46

Gallus gallus chromosome Un ge 4e-18

Gallus gallus chromosome 6 geno le-10

ref NW_060253.1 Ggal WGA62_I Gallus gallus chromosome 1 genom 5e-10

sequenc
Length=35588

Score = 359 bits (922),
Identities - 215/681 (31%
Frame = +1

>ref|NW_096640.1/CaaUn_wcn3desss_1 I3 Gallus gallus chromosome Un genomic contig, whole genome shotgun
s

Expect = le-97
), Positives = 345/681 (50%), Caps = 36/681 (5%)

Query 4 VLFLLSGLGGL PVQT IRSIIKEGIESQASYKIVIEGKPYTV 58
VL 4L GL G + 48 P+ 4T VP 4+ S+ sy +

Sbjct 19795 VL 19971

Query 59 NLM-QKNFLI 1EC 116
L 4K R Q+ C YQG +4G P S+V + TC GLRG

Sbict 19972 RLRPRK F 20151

Query 117  VLQFENVSYGI 1 ESRDLSFKLQSVEP 172
VL E +Y IEP+ PHES Y + L E+ 4+  LQ+

Sbjct 20152 VLWMEGSTYEIEPT TPEELQYQKTVLPWLOAPRT 20331

Query 173 QODF. TEMEVT IGLTNAIFVSFNITII 224
o FYas VUS4 R A R

sbict 20332 20511

Query 225  LSSLELWIDENKIAT' 283
L LE4W + NI T A4 L FRWF SL R EDAL 4+ 4G+

Sbjct 20512 LVGLEIWTNSNP! LAYL 20691

Gallus gallus (chicken) genome view

Build 1.1 statistics

2
[l ]
H 1)
II ﬂ i 4 0 0
1 E 4 H & 1 g 2 19 1 1z 13
' ' 2 1 s
3 i s i H
0 - o o s s 0 & o o o .
14 15 16 17 18 13 2 21 2z p<3 24 25 26
Wit o1t ' 1
Hitss 2 H
2z 28 29 ) 31 32 33 34 35 36 37 38 I}
2 =
i . . - e .
E LGE2PCIONZS LGEG4 LGEZECI3 LCESOCZI MT not placed
Hit o1 s
Hits: =
Color key for scores: [T<40 " 40-50 WEIE)

| NCBI BLAST search

Gallus gallus (chicken) Build 1.1

Chromosome: Unknown
Contig: NW_096640 (not localized on the chromosome)
123

Query: BLAST: gi|55743080|ref[NP_001455.3]| ADAM metallopeptidase domain 2
Color Key for Alignment Scores: RZIIENE(1] 50-80 EIFIES]

Master Map: Contig Summary of Maps
Region Displayed: 19,550-22,050 bp
todel21X) RNAX] Genessead] cont

X accession O

1.
10700
1380
1930
pr
o
pr
o
2uane
o
P
2u7ae
e NW _096640.1 ?
arioo | posaezre, | fociooms
o
e Blast hit Identity=31% 662.4
21200

poon
o
21500
po

21700

21800
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Ensembl

Identify genes that overlap with an oligo tag

66

Ensembl Genome Browser

o

Back v Fo

vard  Reload Stop  Home & http://www.ensembl.org/index.html

e ) Ensembl
.

vl (Gl

‘Aug 2006 =
Use Ensembl to... What's New in Ensembl 40 Mammalian genomes Other species
= Runa BLAST search ew low-coverage genomes (L. africana, < 4| Homo sapiens Gallus gallus
S e novemcinctus, E. telfairi, O. cuniculus) LA nee1 36 | Vega WASHUC 1

Stickleback assembly and genebuild
(Gasterosteus aculeatus)

# Data mining [BioMart]

= Export data
) e » New species - Aedes aegypti (Aedes
aegypti)
Docs and downloads » New Macaque assembly and genebuild
(Macaca mulatta)
© Information » New genebuild on Rat assembly (Rattus
O What's New norvegicus)
L] More news...
© Ensembl data
© Software About Ensembl
Other links Ensembl is a joint project between EMBL - EBI and
the Sanger Institute to develop a software system
=T which produces and maintains automatic
T annotation on selected eukaryotic genomes.
Ensembl is primarily funded by the Wellcome
* Vega Trust.
ol Pre Ensembl

" " This site provides free access to all the data and
€/ View previous release of software from the Ensembl project. Click on a

page in Archive! species name to browse the data.

Access to all the data produced by the project,

and to the software used to analyse and present
it, is provided free and without constraints. Some
= Trace server data and software may be subject to third-party

constrans
Gerll : 7Y

For all enquiries, please contact the Ensembl
HelpDesk (helpdesk@ensembl.org).

Other sites using the Ensembl system

» EBI Genome Reviews database - mainly
archaea and bacteria.
» VEGA - Vertebrate Genome Annotation

More..

© 2006 WTSI /

Pan troglodytes
‘e pantro 10| NEWE pre!

Macaca mulatta
UPDATED! 1001 0

Mus musculus

nesim3s | Vega

Rattus norvegicus
UPDATED! rosc s

Oryctolagus cuniculus
NEW! giceir

BN Canis famifiaris
\ev Canfam 10| Vega | UPDATED! pre!

k’ Bos taurus
L Btauzo

) Sus scrofa
Pre] Newr (clone status map)

Dasypus novemcinctus
NEW! ssiin

Loxodonta africana
NEW! croio €1

Echinops telfairi
NEW! Tengec

h Monodelphis domestica
Monern 4

| Omithorhynchus anatinus
Prel newr oues

’ Xenopus tropicalis

Danio rerio
B e

Takifugu rul

e

Tetraodon nigroviridis

Gasterosteus aculeatus
S NEW! eroio s

Oryzias latipes
Pre., MEDAKA 1

Ciona intestinalis
sz
Y Gona savignyi
csav20
Drosophila melanogaster
UPDATED! eoce &
Anopheles gambiae

AgumP3

Aedes aegypti
NEW oeq 1

Caenorhabditis elegans
e 150

.

@Sacdmycsmv'm'ae
5601

EBI. Ensembl is available to download for public use - please see the code licence for details.
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666 BlastView I
ke rorrs st s Worme Gl e el crg s | Ensembl BLAST search
. Search all Ensembl: [Anything = g
Ensembl Mul| .
6! UITI Blastview
Aug 2006 m
Use Ensembi to.. oo Casires N onio i
Summas
™ Run a BLAST search Enter the Query Sequence ry
Search Enser Either P 30 FASTA : ’
Data mining [BioMart] H:;zse slequences (max 30 sequences) in or plain text:
Export data IAAAAATGTCCGCCTGAAGAG
= Download data » configure
Docs and downloads @ Not yet initialised
Or Upload a file containing one or more FASTA sequences
© Information _Browse... | > resuits
© What's New Or Enter a sequence ID or accession (EMBL, UniProt, RefSeq) B
© About Ensembl Retrieve > disph
isplay
O Ensembl data Or Enter an existing ticket ID: © Not yet inital
O Software [—q; Retrieve e
Other links @ dna queries
€ peptide queries
= Home
= Sitemap Select the databases to search against
iz Select species:
ect species: Gallus gallus A
ol Pre Ensembl e ey st mile | CostereSteus. aculeatus ()
€! View previous release of Homo_sapiens Y
page in Archive!
€/ Stable Archive! link for this (@ dna database | Genomic sequence ~l
page € peptide database | Known Consensus CDS Peptides (CCDS peptides) +|
<! Archive! sites
=== Select the Search Tool
BLASTN (Configurer TRUNK
SSAHA2
sangerll {7 TBLASTX
Search sensitivity: =
Rattus sorchsmaons. ., [Near-emact matches o) 11
norvegicus the following alignments xact matches
Near-exact matches
New genebuild Near-exact matches (oligo)
g - About BlastView Allow some local missmatch
Blsstiew provides an intearated piz Distant homologies Ensembl databases,
affering scoes to both BLAST 3nd S No optimisation
e would like o hear your impressions of BlastView, especilly ragarding functionality tat you would like to
see provided in the future. Many thanks for your time. [Feedback
Now in Ensembl! Ll
© 2006 WTSI / £81_Ensemblis available to download for public use - ol the code I for detail /
666 BlastView I
Bk o Rdosd sopHome £ e ersemlarg WlG olsniew/BLA bp8TGS | Ensembl BLAST search
: A ¥ Alignment Locations vs. Karyotype (click arrow to hide) Goneie T
sequence
Docs and downloads BLASTN
* BLAS
O Information * Oligo sensitivity
O What's New
© About Ensembl » configure
© Ensembl data *-E: 10
© Software .
*-B: 100 -l
Other links * filter: none
e lrons * -RepeatMasker
T 7
= Sitemap o -W: 11
* Vega g *-M:1
vo! Pre Ensembl 3
.
€! View previous release of N:
page in Archive! Q3
€l Stable Archive! link for this oR:3
, page b T T
<! Archive! sites > resuits
= Trace server
» display
@ Not yet initialised
0B 2 =
LQJ 5 "
¥ lignment Locations vs. Query (click arrow to hide)
+hsps
coverage
>MPSS_1
¥ Alignment Summary (click arrow to hide)
Select rows to include in table, and type of sort
(Use the “ctrl” key to select multiples)
Supercontig  Clone
100% identity over y Chromosome Chromosome
o Stort £od Ori_Nome _Start ___ £nd ari_Nome__start 2 Fio__tensts
100% of the query Chr 15 54998168 54996187 +___Chr 15 54998168 54998187 +__20_0.0065 100.00 20
length E B E - : g
© 2006 WTS! / EBI. Ensembi s available to download for public use - please see the code licence for details. -
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Ensembl v40: Homo sapiens Features on Chromosome 15 54996168-55000187 I

Back v Forward  Reload  Stop

Home &l http:// ensembl.org/Homo_: _bottom=off;|=1 87

e! Ensembl Human ContigView

| Ensembl ContigView

Aug 2006

Chromosome 15
54,996,168 - 55,000,187

View of Chromosome 15
Graphical view

Graphical overview

Export information about
region

Export sequence as FASTA
Export EMBL file

Export Gene info in region
Export SNP info in region
Export Vega info in region
View alignment with ..
View alongside
View Syntenic regions ...
View region in NCBI
browser

View region in UCSC
browser

Use Ensembl to...

= Run a BLAST search

Search Ensembl

Data mining [BioMart]

= Upload and view data on
chromosome

= Export data

= Download data

Docs and downloads

© Information
© What's New
© About Ensembl
© Ensembl data
© Software

Other links

= Home
= Sitemap
* Vega

El Chromosome 15

B Overview

Detailed view

Basepair view

e.g. AL138722.15.1.44776, AL355340.17.1.112442 ||
|
=1
|
|
|
X {
|
|
|
|
Chr. 15 band |
b 5470 Wb, Sraotib %5 10Mb Somb |
DNA(contigs) 5 B B |
[ i ] |
Markers DISS®4  AFME21ziS DI5SE48  DISSTIEY |
- piss1225 | Diss1127 |
Ensembl Genes  “TEXY YSUHWA_HUMAN  'XP_945054 1 Lcan |
LNt “TcFi2 |
|
nCRNA Genes |
I — — . . |
EESTgene |
Gene legend RNA Pszudogene |
I Ensembl Known Protein Coding M Ensembl Novel Protein Coding |
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Genes were annotated by the Ensembl automatic analysis pipeline using either a GeneWise/Exonerate model from a database protein or a set of
aligned cDNAS followed by an ORF prediction. GeneWise/Exonerate models are further combined with available aligned cDNAS to annotate UTRs (For

more information see V.Curwen et al. , me Res. 2004 14:942-50.)

ENST00000267811 7811 TCF12 [Transcript info]
ENST00000333725 00331057 NP_996919.1 [Transcript info]
ENST00000343827 ENSP00000342459 NP_996923.1 [Transcript info]

factor HTF-4) (E-box-binding protein) (DNA-binding protein HTF4). Source: Uniprot/SWISSPROT 29081

[Exon info] [Peptide info]
[Exon info] [Peptide info]
[Exon info] [Peptide info]

Fealures ¥

————— —
Chr.15 E500Mb 5505 Mb S515Mb  S520Mb  5525Mb | 550 Mb 55:5Mn|
Length
[SAe A
NP_966523.1 >
Ensembl Known
Ensembl trans, TCF12 >
Ensembl Known Profein Cading
NP_296919.1 >
Ensembl Known Protein Cading
DNA(contigs) ACO10998.6.1.221985 > “ACO0532.1.1.168862 >

Length
e

S500Mb__ 5505 Mb

—
S515Mb S520Mb  5525Mb  S5OMb 5535 M)

The following gene(s) have been identified as putative orthologues:

Species Type Gene identifier
Ciona savignyi 1 tomany ENSCSAVGO0000011705 (Novel Ensembl prediction) [Mutticentiqview] [Alian)
o deseription
Canis famiiiaris Tto1 ENSCAFG00000016200 (TCF12) (vutticontiaview] [Alian]
PREDICTED: similar to transeription factor 12 izoform o [Sou ea_peptide (xp_S35451)]
Aedes aegypti 1tomany AAELO10226 (Novel Ensembl prediction) [vuticontiaview] [Alian]
aughtertess
Bos taurus Tto1 ENSBTAGO0000002586 (TCF12) fvuiticentiaview] [atas]

Transoription faotor 12 (Transoription factor HTF-4) (E-box-binding protein) (DNA-binding protein HTF4).
1

{Source Uniprot/SWISSPROT kcc 039081 ] [from hurman gens ENSG00000140262

Mus musculus Tto1 ENSMUSG00000032228 (Tef12) {tin)
ranseription fator 12 [Source HMarker Symbol ce 1M61:101877)

Pan troglodytes 1101 ENSPTRG00000007109 (TCF12) [uticonti

No deseription

ew] [Alian]

38



NHGRI Current Topics in Genome Analysis 2006

Mining Genomic Sequence Data

66 Ensembl v40: Homo sapiens Gene report for 140262 [ .

e T T s T w0z, A Ensembl GeneView
B Transcript ENST00000343827 R
Transcript NP_996923.1 (RefSeq peptide ID) . To view all Ensembl genes linked to the name click here.

Transcript information Exons: 13 Transcript length: 3,973 bps Protein length: 530 residues

[Further Transcript info] [Exon information] [Protein information]

Similarity Matches This Ensembl entry corre the following database identifiers:

RefSeq peptide: 996923.1 [Target id: 96; Query %id: 100] [alian]
NM_207040.1 [Target %id: 100; Query %id: 99] [align]
Q7230D9_HUMAN (Target %id: 100; Query %id: 100] [align]
QINQY1_HUMAN [Target %id: 7; Query %id: 100] [alian]
QINQY2_HUMAN [Target %id: 13; Query %id: 100] [align]
QINQY4_HUMAN [Target %id: 4; Query %id: 100] [align]

UniProtKB/TrEMBI

QINQYS_HUMAN [Target id: 4; Query %id: 100] [alian]
QINQYE_HUMAN [Target Sid: 9; Query id: 100] [alian]
QINQY7_HUMAN [Target %id: &; Query %id: 100] [alian]

EntrezGene: 6938

Agilent CGH: A_14_P120408 [Target %id: 1 Query id: 100]

Agilent Probe: A_23_P151930 (Target %id: 1; Query id: 100]
A_24_PB2142 [Target id: 1; Qusry %id: 100]

EMBL: AF271611 [align] AF271612 [align] AF271613 [align] AF271614 [align]
AF271616 [align] AF271617 [align] BX537967 [align]

L IPI00384979.2 [Target %id: 96, Qusry %id: 100]

Protein ID: AAF82571.1 [align] ~ AAF82572.1 [align] ~ AAF82573.1 [align] ~ AAF82575.1 [align]
AAF82576.1 [align] ~ AAF82578.1 [align] ~ CAD97931.1 [align]

UniGene: Hs.595728 [Target %id: 9; Query %id: 551

Hs.608843 [Target %id: 12; Query %id: 991
Affymx Microarray Focus: 208986_at
Affymx Microarray HuGeneFL:  M83233_at

Affymx Microarray U133: 208986_at 208986 _at 208986 _at 238041 at
238041_at Hs.21704.0.52_3p_at Hs.82572.0.A1 3p_at
Affymx Microarray U95: 33348 at 33348 at 54311_at
Hlumina: GI_45B5865 [Target %id: 1; Query Bid: 100]
G0 The following GO terms have been mapped to this entry via UniProt and/or RefSeq:
60:0005634 [nucleus] TEA
60:0030528 [ requlator activity] TEA

60:0045449 [regulation of transcription] TEA

InterPro IPRO01092 Basic helix-loop-helix dimerisation region bHLH - [View other genes with this domain]
Protein Family ENSE0000000830 : TRANSCRIPTION FACTOR TRANSCRIPTION FACTOR

This cluster contains 3 Ensembl gene member(s) in this species.

franserpt stcture “/\m/\f/\“/\ﬂ/\l/\l/\i]

—Forward

Protein features [Pepiae l

<t
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Ensembl v40: Homo sapiens Exon Report for ENST00000343827

Back v vard - Reload  Stop

! Archive! sites
= Trace server

B

=ENST00000343827;db=core

Home | &l ntp:/ /www.ensembl.org/Homo..

Ensembl ExonView

10 ENSEO0001126370 15 1 55,342,602 55,342,764 1 2 163 H
Intron 10-11 15 1 55,342,765 55,352,519 9,755 gtatttgttageatccaggttttaa. .on...

11 ENSEQOQ01126365 15 1 3. 0 55,352,752 2 1 233
Intron 11-12 15 1 55,352,753 55,361,934 9,182 gtaagtaggttcagecgagatgtat. ... . ...

12 ENSE00001103528 15 1 55,361,935 55,362,088 1 - 154

CCAACCCTATGGGTCATATGTAAACATCAGCCAG

Intron 12-13 15 1 55,362,089 55,365,646 3,558 ££ga8aagaRACE. L ruunns tet

13 ENSEO0001405489 15 1 55,365,647 55,368,004 - - 2,358

TCTTTTTTTTAACACAGT

3' downstream sequence

B Supporting Evidence

The supporting evidence below consists of the sequence matches on which the exon predictions were based and are sorted by alignment score.

There are a large number of supporting evidence hits for this transcript. Only the top ten 10 hits have been shown. Click to view all 16 supporting evidence hits.

Score: <=5 NO EVIDENCE
0w o 12 1
NM_207040.1
\_207040.1] fachr 12 (HTF4, ranscripfion.
NM_207037.1
\_207037.4| fachr 12 (HTF4, ‘ranscription.
NM_20703%.1

<t
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Additional 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 Worked Example
http://www.ensembl.org/info/worked_example.pdf

ppl lement to

ggnet lCS

_volume 32 September 2002

A user’s
guide to

the human
genome

www.nature.com/naturegenetics

http://www.nature.com/ng/supplements/
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