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HITO0004499413 -2 NHEJ1 rs10498064 A/T T  fwd/T Y na inconsistent
HITO000155588 -1 KIAA0802 rs632423 C/G C fwd/B Y 0.497+/-0.037 inconsistent
HIT0O000414818 -1 C130rf18 C/IG G fwd/T Y na consistent
HIT00002846621 -1 IL16 rs4778639 GT T fwd/B Y 0.188+/-0.242 inconsistent
Column Name of Table S2

#1 HIT ID: H-InvDB Transcript ID

#2 Intron No: _th intron in the transcript record (.ﬁ-)

#3 SitePos: see Figure 1a

#4 GeneSybl: HUGO gene symbol field, column (%)

#5rs ID: rs SNP ID in dbSNP

#6 rsAlleles: alleles in dbSNP

#7 Ancestral Allele: ancestral allele estimated by NCBI and shown in dbSNP

#8 Ori/Str(rs): orientation and strand of the SNP, see ftp://ftp.ncbi.nih.gov/snp/database/lllumina_top bot_strand.note.txt
#9 number of locations SNP mapped: 'Y'="OneMap' or 'N'="MultiMap', see List of Abbreviation

#10 Het: heterozygosity with standard error shown in dbSNP

#11 AncAlvsGT-AG: whether estimated ancestral allele is consistent with GT-AG rule

Shimada MK et al. BMC Evol Biol, 10:122, 2010. Additinal files.
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o JEH F(operator), 5|18 (A RS2 F operand) .
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7 —)L;EE (Boolean Operation)

=t IH{EZR (Truth Table) R2B(Venn
- AHA[ASB ]| i Diagram)
A and B 0 0 0
ERIETE o 0 1 0
(AND) ANB 1 0 0
AAB 1 1 1
A or B 0 0 0
ERIEFD A+B 0 1 1 ‘
(OR) AUB 1 0 1
AV B 1 1 1
MR Arard B o i |
(NAND) L (AAB) 1 0 1
1 1 0
25 SE SR ERFN A_nor B 8 ? (1)
(NOR) At+B 1 0 0 G‘B
—(AVB)
1 1 0
= A eor B 0 0 0
H;u‘ﬂi(’.g’ﬂoﬁﬁﬂ A xor B 0 1 1 .
XOR) > A-B+A-B 1 0 1
(AVB) A—m(AAB) 1 1 0
A not B (1) g)
EE(NOT) A @
—A
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v 1- Cold Temperature CIiEbnard Links
,:Qr?nbsence of warmth or heat or a temperseamh Box with OR coustomed

Year introduced: 2000 (1563) Search Box with NOT
(2 Common Cold
A catarrhal disorder of the upper respiratory tract, which may be viral ora

mixed infection. It generally involves a runny nose, nasal congestion, and
sneezing.

[ 3 Pulmonary Disease, Chronic Obstructive Link:

2) Seach Box
with ANDZE1R

A disease of chronic diffuse irreversible airflow obstruction. Subcategories of
COPD include CHRONIC BRONCHITIS and FULKMIMNARY ERMPHYSERA,
Year introduced: 2002

[T 4- Cold Ischemia Links

The chilling of a tissue or organ during decreased ELOQD perfusion or in the
abssnce of blood supply. Cold ischemia time during ORGAN
TREANSFLANTATION begins when the organ is cocled with a cold perfusion
solution after ORGAN PROCUREMENT surgery, and ends after the tissue
reaches physiclogical temperature during implantation procedures. WARM
[SCHERIA TIME starts then and ends with completion of SURGICAL
AMASTOMO SIS,

Year introduced: 2008

5 Cold Climate Links
A climate characterized by COLD TEMPERATURE for a majority of the time

during the vear.
Year introeduced: POLAR REGIOMNS was see under COLD CLIMATE 19631577

Fg: BExtrems Cold Links

Below normal weather temperatures that may lead to serious health problems.
Extreme cold is a dangercus situation that can bring on health emergencies in
susceptible peonle.

Year introduced:; 2008

[ 7- Cryopyrin—associated Pericdic Syndromes Links lll
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M2: Common Cold Links Q cold (51)

A catarrhal disorder of the upper respiratory tract, which may be viral or a B Cold Climate

mixed infection. It generally invelves a runny nose, nasal congestion, and

sheezing. Q "Cold Climate" (1) -
[3- Pulmonary Disease, Chronic Ohstructive Links The hemoglobins of fishes living

A disease of chronic diffuse irreversible airflow obstruction. Subcategories of at polar latitudes - current

COPD include CHRONIC BRONCHITIS and FULROMARY ERPHYSERAA.

Year introduced: 2002 » See more...
" 4: Cold Ischemia Links

The chilling of a tissue or organ during decreased ELOOD perfusion or in the
absence of blood supply. Cold ischemia time during ORGAN
TRANSPLANTATION begins when the organ is cooled with a cold perfusion
solution after ORGAN PROCUREMENT surgery, and ends after the tissue
reaches physiclogical temperature during implantation procedures. WARNM
[SCHEMNA TIME starts then and ends with completion of SURGICAL
AMASTOMD SIS,

Year introduced:; 2008

V5- Cold Climate Links

A climate characterized by COLD TEMPERATURE for & majority of the time
during the vear.
Year introduced: POLAR REGIOMNS was see under COLD CLIMATE 19631977

[7§: Extremes Cold Links

Below normal weather temperatures that may lead to serious health problems.
Extreme cold is a dangerous situation that can bring on health emergencies in
susceptible people.

Year introduced: 2009
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Curr Protein Pept Sci. 2008 Dec;9(6):5758-90.

The hemoglobins of fishes living at polar latitudes - current knowledge on
structural adaptations in a changing environment.

Verde C, Vergara A, Mazzarella L, di Prisco G.

Institute of Protein Biochemistry, Naples, taly. c.verde@ibp.cor.it

Abstract

Fishes thriving in polar habitats offer many oppontunities for comparative approaches to understanding
protein adaptations to temperature. Motothenioidei, the dominant suborder in the Antarctic Ocean, have
evolved reduction of hemoglobin concentration and multiplicity, pernaps as a consequence of
temperature stability and other environmental parameters. In the icefish family, the blood pigment is
absent In contrast, similar to other acanthomoarph teleosts, Arctic fish, thriving in a more complex
oceanographic system, have maintained higher hemoglobin multiplicity and a highly diversified globin
system in response to environmental variability and/or variations in metabolic demands. This review
summarises the current knowledge on the structure, function and phylogeny of hemoglobins of fish living
in palar habitats. On the basis of crystallographic analysis, a novel guideling to the interpretation of the
Root effectin terms of a three-state model is suggested, implying the accessibility of an RIT intermediate
quaternary structure, frequently observed in Antarctic fish hemoaglobins. The occurrence of bis-histidyl and
penta-coordinate states in ferric forms of polar fish hemoglobins suggests additional redox properties.

PMID: 19075745 [PubMed - indexed for MEDLINE]
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I OMIM ®© - Online Mendelian Inheritance in Man
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Walcome to OMM® . Online Mendelian Inheritance in han B oMM is 3 comprehensive, authoritative, and timely
compendium of human genes and genetic phenotypes. The full-text, referenced cverviews in OMIM contain
information on all known mendelian disorders and over 12,000 genes, DM focuses on the relationship between
phenotype and genotype. It is updated daily, and the entries contain copious links to other genstics resources.

This database was initiated in the early 19605 by Dr. Wictor A hMcokusick as a catalog of mendelian traits and
disorders, entitled Mendelian Inheritance in Man (WM. Twelie book editions of MM were published betwean 1966
and 19892, The online version, ORMM, was created in 1983 by a collaboration hetween the Mational Library of Medicine
and the Willam H. Welch Medical Library at Johns Hopkins. It was made generally available on the internet starting in
1987, In 1885, OMMM was developed for the World Wide Webh by NCEIL the Mational Center for Biotechnology
Information.

OMR s authored and edited at the Mckusick—MNathans Institute of Genetic Medicing, Johns Hopkins University
School of Medicine, under the direction of Dr. Ada Hamosh.
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MOTE: OMM = intended for use primarihy by physicians and other professionals concerned with genetic disorders, by
genetics researchers, and by advanced students in science and medicine. While the OMM database is open to the

public, users sesking information about a personal medical or genetic condition are urged to consult with a qualified
physician for diagnosis and for answers to personal questions.

OMM® ard Online Mendelian Inheritance in Man ® are registered trademarks of the Johns Hopking University,
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LOCUS AK307560 1114 bp mRNA linear HTC 12-JAN-2008
— sH DEFINITION Homo sapiens cDNA, FLJ97508.
T—g*ﬁln ACCESSION AK307560
VERSTON AK307560.1 GI:164692527
1;# ﬁf&DB KEYWORDS HTC; HTC FLI; oligo capping.
x & SOURCE Homo sapiens (human)
— ORGANISM Homo sapiens
77\‘}'\ = 77 Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini;
Catarrhini; Hominidae; Homo.
J4—ILF
22U IT7AILD
2 X (ZEMBLT: (T
{J/\Litiéo COMMENT Human cDNA sequencing project focused on splicing variants of mRNA
in NEDO functional analysis of protein and research application
project supported by Ministry of Economy, Trade and Industry,
Japan; cDNA selection for complete cds sequencing: Reverse
Proteomics Research Institute (REPRORI), Hitachi, Ltd., Japan
Eﬁhﬂ”:?: (Hitachi) and Japan Biological Informatics Consortium, Japan
R (JBIC); cDNA complete cds sequencing: JBIC; cDNA library
construction: Helix Research Institute supported by Japan Key
Technology Center, Japan (HRI); cDNA 5'- & 3'-end sequencing:
Research Association for Biotechnology, Japan, Biotechnology
i Center, National Institute of Technology and Evaluation, Japan and
IjQ1Er HRI; cDNA mapping to human genome: Central Research Laboratory,
Hitachi; evaluation and annotation: REPRORI.
FEATURES Location/Qualifiers
=y 3 —_ source 1..1114
Eﬁk%”%'iDBW—G%}E /organism="Homo sapiens"
— —_ /mol type="mRNA"
;;>f &L’—CEE /db_xref="taxon:9606"
—_— /clone="NETRP2000337"
*,(E&DB@?#L (j: /cell type="neutrophils"
77'&“/?3/ /clone_lib="NETRP2"
/note="cloning vector: pME18SFL3;
primary culture, neutrophils"
ORIGIN

1 agtgtcgacg gcagcggcgg cggcgggtgg gaaatggcgg agtatctgge

ctccatcttc
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=7 LOCUS AK307560 1114 bp mRNA linear HTC 12-JAN-2008
0) El Eﬂ DEFINITION Homo sapiens cDNA, FLJ97508.
ACCESSION AK307560

" VERSTON AK307560.1 GI:164692527 4\ s8E | B4k /\
LOCUS fleld KEYWORDS HTC; HTC FLI; oligo capping. 7] ¥ﬁéﬁ£" Xﬁg‘L‘EﬁE
SOURCE Homo sapiens (human)
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini;
Catarrhini; Hominidae; Homo.

sLocus4 :
« EDBATAZ=—Y754&HI. DB EICMB Ddn&iE%E LS, DDBJTIEX 199647 A LAET
JtyiavBESER—IT
NFRAT:
« DNA, RNA, mRNA, rRNA, tRNA, cRNA DOLYd Iuhy,
- DDBJT&£%9 5154 . source feature @ /mol_type qualifier [Z52&3 5.

N FREE
o #24K (linear) A, 4K (circular) hv, 1=1=L. circularlZ TR MNTEER DG S
edivision:

o FRAIBEEFREMNESDDTIEALY,
- EMFEICE D division

o T—ARRIZED<division

« T—ARRKELTRUEDNDIEEEA divisionTIIHELMEEELHID TEE
 WGS(whole genome shotgun),
 TPA(Third Party Annotation),
« MGA(Mass sequence for Genome Annotation)
« SRA (Sequence Read Archive, Rt —I T H—DreadDR7FADB
 Trace Archive, itk E L —o T Y —MDreadD R 7FFHADB

« INLDIEEIZHEBIMERZEDER. 3—7 yhEikA=OIZEH>THLELLY,

HOME > 18 & FE25| D& Fk > DDBJ DT —42 G (flat file) MEREA > LOCUS
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STS
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synthetic constructs

A&BICER SN T-EE T

expressed sequence tags

transcriptome shotgun assemblies, 3 TIZ& SN 1-8x
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genome survey sequences short single pass D47/ L

B 51l

high throughput cDNA sequences, BEHIAY finish L1
%, £EWIEICELS division (TSN BIBEEHY.

high throughput genomic sequences, /L 7AY Tk
[ZEHXE, LLT® 3 phase [T FESNKEYWORD 171252
B finish LI=RIFEMIEICK S division 1ZFH 5,
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TE D B 5|
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RefSeq. H-InvDBIZH [T HIDD T+ A

*RefSeq®ID
« PILITFRYRXF+TUE—N—+#F
« TILIF7RYMXFH:
« A: Alternate assembly or annotation
e N: kNown (AL DT / LEEH|EFaL—2IZKY LT 12— T-RNA&protein)
« X: predictiction(predixXon)
« Z: NZ_accession(WGS)_EI[ZDUL\f=protein®D 7 /T— 3>
« TILI7RYR2XFH:
M: mRNA
R: noncoding RNA
P: protein
Z: genomic, whole genome shotgun (WGS) sequence data
W: genomic, Intermediate assemblies of BAC or WGS sequence data
T. genomic, Intermediate assemblies of BAC and/or WGS sequence data
S: genomic, unplaced scaffolds, etc
G: genomic, incomplete
« C: genomic, complete

*H-InvDB®ID
« HIT (H-Invitational transcript):HIT + QOHT D%+ + version&F=S 15])HITO00000001.1
 HIX (H-Invitational cluster): HIX + 7HT D #=F + version&= {5]) HIX0000001.1
« HIP (H-Invitational protein): HIP + 9#TM %4 + version&= 45l)HIPO00000001.1
« HIF (H-Invitational gene family/group): HIF + 7#1®D %= 45l) HIFO000001

http://hinv.jp/hinv/help/help_index_jp.html  http://www.ncbi.nim.nih.gov/RefSeq/key.html#accessions
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2§ UniProt - Gooels 83 % UniPrat

UniProt —

C M O wwwuniprotorg ﬁ X,
£7 HotMail QBB -2, [ Windows Media [ Windows [ U0 ZEE (0 2Ot whe—4

Cownloads « CGontact + Documentations He lp
Search Blazt Alien Fetriewve I Mappine

Search in Query

|F'r|:|tein Knowledgebase (UniProtkB) V| | | [ =earch ] [ Clear] Fields »
WELCOME

NEWS E)

The migzion of UniProt iz to provide the scientific community with a
comprehensive, high-gquality and freely accezzible rezource of protein zequence UniProt release 2010 09 — Aug 10, 2010
and functional information. ‘De-merge’ of multi-eene entries derived from a single species

in UniProtk B/ Swiss—Prot

What we provide » Statistics for UniProtKB:
Swizz-Prot « TrEMBL

. . . . > i
niProth B Protein khowledeebasze, caonsistz of two zections: Periinliliz ez

* News archives

1 awigz-Prot, which iz manually annotated and reviewed.

U TrEMBL, which iz automatically annotated and iz not SITE TOUR
reviewed.

hcludes Complete Proteome Sets

niRet Sequence clusters, used to speed up sequence similarity
zearches.

niParc Sequence archive, used to keep track of zequences and their
identifiers.

Supparting data | Literature citations, taxonomy, keywords and more.

Getting started

-

o Text zearch Learn how to make best uze of the tools and data on thiz zite.

e Sequence similarity searches (BLAST)

& Sequence alienmentsz
& Bateh rrtripwval PROTEIN SPOTLIGHT
I

hs
£ 2




2§ UniPrat . =/ % UZAF in. “genewZa. % 4 U2AF ta. =\ Splicing .

= C f O wwwuniprotorg/ uniprot/?gue n=12 AF&s0 t=scome
A7 HotMail MEEH —FL [ Windows Media [ Windows [ UshOEE

b '"‘.1 > UniFrotkB Diown ntact + Documentation, Help
Search Blazt Blign Retrigve ID Mapping *
Search in Query
| Protein Knowledgebase (UniProtkB) v | |U2AF | | Search | [ Clear| Fields »

1 - 25 0f 629 results for UZAFE in UniProtKB zorted by score dezcending (#

ow Browse by taxonomy, kevword, eene ontology, enzvme clazs or pathway |;: Feduce sequence redundancy to T00% 90% or 50% |

e Pake s Lot e e e

Results

* Show only reviewed G366 0 (UniFrotK B/ Swizs-Frot) or unreviewed 263 77 (UniProtK B/ TrEMEL? entries

* Restrict term “u2af” th gene name (l ]',Ipru:utein name 1423

7_‘_‘ hCceszzion - Eniry name oSlatus - Prolein names oo & GENe names reanism Leneth 3
_ g ic . omo zapiens (Human
[ Pzaass UZ AF2 HUMAN gg';&;’;‘si‘:f::t U2AF o ar2 UzaFsS H {Human} 475
_ g ici b omo zapiens (Human
}7{: ] @o1ost L2 &F1_HUMANM gg';&;’;ﬁsﬂfﬂ U2AF o aF1 UzaFas UzAFEP H {Human) 240
- g ici - prp2 miz . : ..
kO ressco U2 AF2 SGHPO gg'f[;gﬁsf‘ﬁ::lft U2AF 09 mis11 SPECT46.07 ?Fﬁgs'zl;fa;;aﬁ;”mms pombe £17
;S: [ QswUEs  UZAF4 HUMAN o gﬁ"':f[;';gsfﬁﬂrf{t U2AF s AF1L4 UZAFI-RS3 UZAFI LS Homa sapiens (Human) 220
AN Splicine factor U2 AF Schizogaccharomyoes pombe
- [ Q09176 U2 AF1_SGHPO y  Fhlieine factor SPAPEAZ.O6 et 216
4 [ 08BGUS  U2AF4 MOUSE g gﬁ"';f[;';gsf‘ﬁf:i; UZAF  yoaft 14 Uzafzs Mug musculs (Mause) 250
™ O rosace uzaF2 MOUSE oy Dplicine factor UZAF 15405 1124065 Mus musculis (Mouse) 475
— _ 4 ici - | . .
02 [ az4582 UZ 4F2 DROME gg';f[;';ﬁsfj;‘*rflft U2AF o650 coooos E‘Frr'juﬁfpfﬁ;':!a melanogaster 416
=] o
\ [ Pangrs L2 AFZ GAEEL y Spelicine factor UZAF ¢ 4 voocapy Gaenarhabditis elegans 496
69 kDa subunit
Splicine factor U2af Drozophila melanogaster
1", [ 004535 L2 AF1_DROME y oplicine factor U2af38 CG35a2 e 264 |




tgenenZa..

DA —
~
Gene(1)THOTRT
C f O wwwuniprotorg/uniprt’/?guen=gens u?aflsort=score o A
E7 HotMail MBS -, [ Windows Media [ Windows [ Vo h0EE 0 Z@itdFvhe—5

* UniProt .. | UZAF in. ~

Lok ;-.1 > UniProtkB Downloads - CGontact - Decumentation/Help
Search Blazt Blign Retrigve ID Mapping *
Search in Query.
| Protein Knowledgebase (UniProtkB) v | |gene:uzaf | | Search | [ Clear| Fields »

1 - 25 0f 11 results for gene:u2af# in UniProtKB sorted by score descending

ow Browse by taxonomy, kevword, eene ontology, enzvme clazs or pathway |;: Feduce sequence redundancy to T00% 90% or 50% |

ﬁ

Results

* Show only reviewed (300 ©7 (UniProtk B/ Swizs-Prot) or unreviewed @12 70 (UniProtK B/ TrEMEL) entries

¥ Show only exact matches for u2af

Accession Entry name Status Protein names Gene names Organism Length B

[] @otos1 U2 BF1 HUMAN ;  Splicine factor UZAF 35 U2 AF1 U2AF3E U2 AFBP Homo zapiens (Human) 240
kDa subunit

O] pzaass U2 4F2_HUMAN +  Splicing factor UZAF 65 UZAF2 U2 AFGS Homo sapiens (Human) 475
kDa subunit

] P26ass U2 4F2 MOUSE +  Splicing factor U2AF 65 U2af2 1U2af65 Mus musculus (Mouse) 475
kDa subunit

(] Q2BGJI  UZAF4 MOUSE . Splicing factor U2AF 26 UZafl 14 UZai2f Mus muszculus (Mouse) 220
kDa subunit

] oswuss U2 4F4 HUMAN +  Splicine factor UZAF 26 UZAF1LE UZAF1-RS3 UPAFILE Homo =apiens (Human) 220
kDa subunit
U2 zmall nuclear _

[l 215698 2aFM_HUMAM | ribonucleoprotein auxiliary ﬁEREFﬁzRSUEEHF-I R52 2AFTL2 Homo zapiens (Human) 432

[ co4535 U2 4F1_DROME . Splicir_lg factor U2af 38 kDa UZaf38 CEI5ET Drn:ns“:n:nphila melanogaster 264
subunit (Fruit fly

] @opass U2 &F1 MOUSE . Splicing factor UZAF 35 UZafl Mus musculus (Mouse) 239
kDa subunit
Splicing factor U2AF b0 Drogophila melanogaster

0 @24a562 U2 AF2 DROME K| Eanns e U2afs0 C39993 Fruft fly) 416

T e s U2 small nuclear ZRSR1 U2 AF1-RS1 L2 AF1 L1 3 o -

[




Hearch

Search in

Blazt

Retrizve

ID Mapping *

Frotein Knowledgebase (UniFratk<B)

V| |gene:u23ftaxnnnmy:95[l5

| [ =earch ] [ Clear] Fields »

IL;\"

Downloads « Gontact -

11 resultz for geene:u2af = AND taxonomy:" Homo sapiens (Human) [9606]1° = in UniProtKB sorted by score dezscending [

uw Browse by taxonamy, keyvword, gene ontology, enzyme class or pathway | ;ﬁ Feduce sequence redundancy to 100% 0% or 50% |

Results

¥ Show only reviewed &)

T iUniProtK B Swiss—Protd or unreviewed &)

¥ Show only entries from a complete prateome =zet )

Accession

MIIRRILEY

F26368

CIEW LGS

L5696

L5695

CIAHEES

LrEvan

Q01 P4

71 RA

BaELOS

OoO0Ooooooo0ogdgd

BRELZ2E

Entry name

L2 AF1 _HUM AR
L2 AF2_HUM AR
L2 AF4_HUM AN
U2AFM_HUMAM
L2 AFL_HUM AR
Tr149_ HUMAN
LTE780_HUMAN
Q701 P4 _HUMAMN
LG RF_HUMAN
BEBELOS _HLIM AN

BEBUZ25_HUMAN

Status

o

o

o

Protein names
Splicing factor UZ2AF 35 kDa
subunit

Splicineg factor U2AF 65 kDa
subunit

Splicineg factor UZAF 26 kDa
subunit

U2 small nuclear
ribonucleoprotein auxiliary ..

U2 small nuclear
ribonucleoprotein auxiliary ...
Transmembrane protein 149

U2 zmall nuclear RMA auxiliary
factor 1

U2 snRMP auxiliary factor small
subunit

FP?93

U2 small nuclear RHA auxillary
factor 1 isofo...

U2 zmall nuclear RMA auxiliary
factor 2 isofo_ .

D UniProtKBATFEMBLY entries

Gene names

U2AF1 U2ZAF35 LZAFBP

U2AF2 UZAFGE

[UzariLe IJEF'.F1 -R53 U2aF1L3

ZR5R2 UZAFT-R32 U2ZAF L2 U2AF RS2

ZRSR1 UZAFT-R31 U2ZAF LT U2ZARF
L2AF1RST L2AFEPL

THMEM144 UE GFTL4

u2AF1
U2AF1 hG 401287
U2AF1 hCG_ 401287
u2AaF1

u2AF2

Oreganism
Homo sapiens
(Human?

Homo sapiens
tHuman

Homo zapiens
{Human

Homo zapiens
(Human?

Homo sapiens
(Humand

Homo sapiens
tHuman

Homo zapiens
{Human

Homo zapiens
(Human?

Homo sapiens
tHuman

Homo sapiens
tHuman

Homo zapiens
{Human

B0

Documentations Help

Leneth

240

475

220

482

474

365

167

240

167

240

471

|




Rl T—2 (T2 &RR) HI -

C N O wwwuniprotorg/uniprot/DBWIUES kAl W N D) www.uniprot.org Luniom t/G09 HAGS

- - A A
Hames and origm

Protein names Racormmendsd name. Ragommendad nams:
Splicing factor U2 AF 26 kDa subunit Transmembrane protein 149
Afarnative namalst Afaraatiee nemelst
U2 ausdliary factor 26 112 small nuclear RRA susdiary factor 1-like 4
U2 zmall nucle ar RMNA ausliary factor 1 -like protein 4
U2 (RMLIZ ) small nuclear RMA ausdliary factor 1 -like protein 3 Mame:  TMEMI 49
Shart name=_ small nuclear R4 ausdliary factor 1-fike pratein SymonymsLZAFTL4
Shoet name=_2AF1 Hike protein 2 Homo sapiens (Human)[Complete proteome]
Gene names Marme: UZAF1 L4 9606 [MCEl]

Synonym=LI2AFT =RE3, UZAFILS Eukaryota > Metazoa > Chordata > Craniata > Wertebrata > BEuteleostomi >

Organism Homo sapiens (Humand[Complete proteome] hammalia > Eutheria » Evarchontoglires > Primates > Haplarrhini =
Catarrhini > Hominidae » Homo

Taxonomic identifier 9606 [MEEI]
Taxonomic lineage Eukaryota > Metazoa * Chordata > Craniata > Wertebrata > Euteleostomi > k
Mammalia > Eutheria > Euarchontoglires > Primates > Haplorrhini »
Catarrhini » Hominidae > Homo 355 Ak
; . Complete.
Protein attributes The displayed sequence iz further processed into a mature form.
Sequence length 220 Ah Ewidence at transcript lewal.
Sequence status Complete.
Sequence processing The displayed sequence is further processedinto a mature form. n (Comments)
Frotein existence Evidence at protein lewel. Membrane; Single-pass type | membrane protein (Potential

General annotation (Comments)

Function RMA-binding protein that function as a pre—-mRMA splicing factor. Plays a
critical role in both constitutive and enhancer—dependent splicing by
mediating protein—protein interactions and protein—RkA interactions

required for accurate 3'-splice site selection. Acts by enhancing the Membrane

binding of U2AF? to weak pyrimidine tracts. Also participates in the =ity Alternative splicing

regulation of alternative pre—mRRA splicing. Activates exon 5 skipping of Falymarphizm

FTPRC during T cell activation; an event rewersed by GFH . Binds to RiMNA at Sienal

the AG dinucleotide at the 3'-zplice site (B zimilarity Transme mbrane field (IE E )
Subunit structure Interacts with GFI1 and UZAFZ (B similarity - Transmembrane heliz
Subcellular location Mucleus By similarity + Mucleus speckle (B zimilarity Complete proteome
Tizsue specificity Isoform 2 is widely expressed. [soform 3 is highly expressedin heart, brain

and lune, lower expressed in thymus and much lower expressed in periphearal

blood leukocytes | Fefl integral to membrane
Cromain The second zinc finger in necessary for interaction with GFI1 and Inferred from electronic annotation. Sourse: LniFrothE-ke
alternative pre—mRMNA splicing events (B similarity L

M b




AC
DT
DT
DT
DE
DE
DE
DE
DE
DE
GN
OS
OC
OC
OC
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RN
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RA
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RT
RT
RL

TFXANK an]

ID U2AF4_HUMAN Reviewed,; 220 AA. ( ﬁB )

Q8WUG6G8; A6NKI8; Q56UU3;

13-NOV-2007, integrated into UniPr

13-NOV-2007, sequence version 2.

10-AUG-2010, entry version 81.

RecName: Full=Splicing factor U2AF 26 kDa s

AltName: Full=U2 auxiliary factor 26;

AltName: Full=U2 small nuclear RNA auxiliary factor 1-like protein 4;

AltName: Full=U2(RNUZ2) small nuclear RNA auxiliary factor 1-like protein 3;
Short=U2 small nuclear RNA auxiliary factor 1-like protein 3;
Short=U2AF1-like protein 3;

Name=U2AF1L4; Synonyms=U2AF1-RS3, U2AF1L3;

Homo sapiens (Human).

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini;

Catarrhini; Hominidae; Homo.

NCBI_TaxID=9606;

[1]

NUCLEOTIDE SEQUENCE [MRNA] (ISOFORM 2), AND TISSUE SPECIFICITY.

PubMed=17312947; DOI=10.1080/10425170600807744;

Chen F., Ji C., Dou T., Zheng N., Qiu R., Peng J., Fang W., Feng C.,

XieY., Mao Y.

"Cloning and characterization of a novel splice variant of human

U2AF1L3 gene.";

DNA Seq. 17:282-286(2006).
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Q9H665-1 TBLASTL . $£B %tk

B9 E8TM149
EF DisoformIEk
HHH. U2AF4 1%
;LY

& XES Tl
HEBERZR,

WHOTERR

L1
Search EBlast ¥ Alien Retriewe ICr Mapping ¥

Sequence or UniProt identifier

>RAHEE S5~ 1 r S

MEPGRELLTALLLL ALARPPEASOYE GRLE YWHRDHKCCSSCLORFGPPRCPOYEFRENE For a sequence similarity search, enter:

GLWDHGOFYTPPFRKCSSE0CHPDGAEL CSPCEGGAYTPTPARGEERT PURCRERPYPAK +a protein or nucleotide sequence
GHCPLTPGHPGAPSSRERSSPASS | AWRTPEPYPORAWPNFLPLYWLYLLLTLAVIAILL »& UniProt identifier, e £,
FILLWHLCWPKEKADPYPYPGLMCGYPHNTHTPSSSHLSSPGALETGOTWREASLLPLLER POOPS0 oF Ad_HUKAN o UP T 0000000001
ELSSLASHPLERLLDELEVLEELI YLLDPEPGPGGGMAHGTTRHLARRYGLPAAWSTFAY - Opti More._..
- ptions >
B hits for blastp blast on UNIPROTKE =zorted by score descending
ou Browse by taxonomy, keyword, gene ontology, enzyme class or pathway | 55 Map to UniProtkE, UniRefor UniParc
Page 1 of 1
Filter
Dataset Taxonomy
UniProtE (6] % | | Homo sapiens (Human) () % | | Fiter | [ Resst |
Graphic overview
Color code for identity D-— —
100% =
Accession Entryname OQuery hit355 OMatch hit (sqrt scale1 314 Mame (Organism)
[ouery1zur
DG!EIHEEE Thal 49_HURARM Transmembrane protein 149 (Homo sapiens)
DG!EIHEEE—E Thil 49 HUBRAR] [ lzoform £ (Homo sapiens)
DEMDELS E4DELS _HURAR] -] e - - cOMA FLJS0454, maoderately similar to .. (Homo sapiens)
DEMDELIE B4DEUG _HIR AR - S - | - cDMA FLJS56T5, highly similar to Ster... (Homo sapiens)
DA.'Z\-‘EDEI—E SSPO_HUMARM |zoform £ (Homo sapiens)
DQQEUKE _3MSTD1 _HUMM\J .................................... A |SDfDrI'I'| 3 []_hij SEFIIEI'IS:I
Detailed BLAST results
Alignments Accession Entry name Status Protein Names =] Organism Length Identity E—Value
Homo
7 €3 DUHEES ThA 49 HUMAN :r';::i':.‘el";';"“ sapiens 355 100.0% 00
Human]
Homo
@) QOHEEE-2 Tk 49 HUMAR Isoform 2 sapiens 167 100.0% 20x10-57
(Human
cDMA FLJ50454, Homo

1 - - i Bd4DELZ E4DELZ HUR AR moderatelv similar to  sapiens 510 2RON 1H=104




nl'l interpro - Gooele 1835

y E InterPro protein sequence .

= |nterProHome
- Advanced Search
InterFroScan
Binhlart 8

- Help i
Diocumentation

Ahout InterPro
Felease Motes
Biomart Manual
Tutorial
Fublications
Contributors
Weh Semices
Downloads
- Protein Focus
Collagen
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InterPro F

InterPro protein sequence analysis & classification

InterPro is an integrated database of predictive protein "signatures” used for the classification and
automatic annotation of prateins and genomes. InterPra classifies sequences at superfamily, family and
subfamily levels, predicting the occurrence of functional domaing, repeats and impoaortant sites. InterPro
adds in-depth annotation, including GO termes, to the protein signatures.

Current release: 28.0 11th August 2010 {(see Eeleasze Motes for further details)

You can access our data programmatically, wia Web Services
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Search IlrterF'ro

a sequence search of InterPro, via InterProScan

wtract large datasets by querving our Biohdar =5

h y
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(InterPro release 28.0)
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Give us
ck

: ::' . EB‘I‘E [All Databases ~ |=|| Enter Text Here Go Reset @

Advanced Search

Databases | Tools

=z Groups Tralnlng ' Industry | About Us | Help Site Index [

Search & InterPro:

dopamine il

“dopamine”

EREREIC

Jump to:  InterProScan
Advanced search

Databases Documentation FETP site Help &

Search for: dopamine

« Advanced search options
« Search for Gene Onfology terms in QuickGO
» Submit a sequence for automatic InterProScan Analysis (sequence search)

BRRERD—IL,
:®¢#BEM®I
V) EER,

|[PRO00945 Dopamine-beta-monooxygenase

IPRO00497 Dopamine 1B receptor

IPRO09431 D1 dopamine receptor-interacting, calcyon
IPRO01620 Dopamine D3 receptor

IPRO00929 Dopamine receptor

IPRO01922 Dopamine D2 receptor

IPRO02185 Dopamine D4 receptor

IPRO01413 Dopamine 1A receptor

IPRO02436 Sodium:neurotransmitter symporter, dopamine
IPRO15670 Dopamine-/cAMP-Regulated Neuronal Phosphoprotein

- IPRO13050 DOMON

Contents and coverage of the current release

BRERFEROR—T
TERZIZ. DBLEIA
DI REE S VAE TN

InterPro protein matches are now calculated for all UniProtkB and UniParc proteins. The following statistics are for all UniProtkKB proteins.
InterPro release 258.0 contains 20837 entries, representing:

Active site 89

2';:;2?\,2;85% %s Member database information E‘:TL'C L \ %)
Domain 5608 . - - . °
Family 13023 Signature Database|Version|Signatures|Integrated Signatures
BPTM 16 PANTHER 6.1 30128 2260
Region 1188 Pfam 240 11912 11431
Repeat 263 PIRSF 272 [3221 2751
PRINTS 40.0 2000 1962
Last entry: [PRO22869 ProDom 2006.1 [1894 1008
32320 publications in PUBMED are referenced from InterPro. PROSITE patterns | 20.52  |1308 1292
PROSITE profiles 2052 |860 837
SMART 6.0 809 804
TIGRFAMs 9.0 3808 3795
GEME3D 3.00 2147 1025
SUPERFAMILY 1.69 1538 1094
HAMARP 180510 (1656 7a3
PfamB 240 142303 1]




K3 Search . « | KATPRO0DA. ~ ' KA 1PRoond. -« | KBTPRoo0s. - | KBTPROD2T. « | KAPROoI4. | KA1PRon2e. | KB TPRO1ES. [ KB PROIZ0.

I
I y p e — C O wwwehiacuk/interpro/IEntn ac=IPROT 3050

EMBL-EBI ::. S‘é‘?& All Databases ~ || Enter Text Here Go Reset @ Giveus,

[ ]
DOl I Ial l l @ Databases | Tools | EBI Groups | Training | Industry | Aboutus | Help Site Index [
I ﬁ o o : Search ¢, InterPro:
=
n Jump to: |nterProScan Databases Documentation FTP site Help & Advanced >|
search

IPR013050 DOMON

Protein matches &)

Overview: sorted by AC, sorted by name, of known structure, proteins with splice variants
Detalled sorted by AC, sorted by name, of known structure proteins with splice variants

For all matching proteins, of known structure

rchitectures
Accession List

/Help(?)€CI|CkL/_C75N ik Matches in BioMart

~ . ? Accession & |IPR0O13050 DOMON
b, %fleld% wﬂﬁl( )€ secondad\Q |[IPRO0S018

click, Type @ |Domain

';ﬁ%*‘:\\%*‘/_@flled 0) Signatures &/ gbage :EF03351 ;ZT:ON Z;c:ems
_EREANRIRSND,

i Signatures in BioMart
InterPro Relationships &)
Parent|IPRO05018 DOMON related
Found in||PRO00245 Dopamine-beta-monooxygenase
GO Term annotation &)
Process|GO 0006548 histidine catabolic process
Function|GO:0004500 dopamine beta-monooxygenase activity
InterPro annotation
i Entry Detfails in BioMart

The DOMON domain is an 110-125 residue long domain which has been identified in the physiologically important enzyme dopamine
beta-monooxygenase and in several other secreted and transmembrane proteins from both plants and animals. It has been named
after DOpamine beta-MOnooxygenase N-terminal domain. The DOMON domain can be found in one to four copies and in association
with other domains, such as the Cu-ascorbate dependent monooxygenase domain, the epidermal growth factor domain, the trypsin
inhibitor-like domain (TIL), the SEA domain and the Reelin domain. The architectures of the DOMON domain proteins strongly suggest
a function in extracellular adhesion [1].

Abstract &)
The sequence conservation is predominantly centred around patches of hydrophobic residues. The secondary structure prediction of

the DOMON domain points o an all-beta-strand fold with seven or eight core strands supported by a buried core of conserved
hydrophobic residues. There is a chraracteristic motif with two small positions (Gly or Ser) corresponding to a conserved turn
immediately C-terminal to strand three. It has been proposed that the DOMOMN domain might form a beta-sandwich structure, with the
strands distributed into two beta sheets as is seen in many extracellular adhesion domains such as the immunoglobulin, fibronectin
type Ill, cadherin and PKD domains [1].

Database links & |PANDIT: PEO3351

Taxonomic coverage &)
Saccharomvces cerevisiaes Alnclassified |




K Search .. x | A PRO00S... » | EA1PRO004.. x '\ KA IPRO00S.. x |\ KA IPRO0AN.. x

" B2 PRO014. « | KA TPRODRL. =

C O wwwebiac.uk/inte o/ IEntny?ac=IPROT 3050

Taxonomic coverage &)

=

[~ |~
O |y |

=

Saccharomyces cerevisiae - nclassified
16 Fungi Sy irus
17 Caenorhabditis elegans "P -Arche
35 Nematoda Bacteria
299 Metazoa .s ‘,:'4"“ yanmokacteria
11 Fruit Fly % yhechocystis-PCC 6803
150 Arthropoda “1‘))) Oryza sativa (Rice 2
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field v Fl—field N C24T L £ IS BEE TR B A DTS,

HEADER ~ RNA BINDING PROTEIN 08-AUG-06  2HZC |
 TITLE CRYSTAL STRUCTURE OF THE N-TERMINAL RRM OF THE U2AF LARGE |
TITLE 2 SUBUNIT

COMPND ~ MOL_ID: 1;

COMPND 2 MOLECULE: SPLICING FACTOR U2AF 65 KDA SUBUNIT;

COMPND 3 CHAIN: A; |
COMPND 4 FRAGMENT: RRM 1;

COMPND 5 SYNONYM: U2 AUXILIARY FACTOR 65 KDA SUBUNIT, U2 SNRNP |
COMPND 6 AUXILIARY FACTOR LARGE SUBUNIT, HU2AF65; |
COMPND 7 ENGINEERED: YES

‘SOURCE MOL ID: 1;

SOURCE 2 ORGANISM SCIENTIFIC: HOMO SAPIENS;

' SOURCE 3 ORGANISM COMMON: HUMAN; |
SOURCE 4 ORGANISM TAXID: 9606;

| SOURCE 5 GENE: U2AF2, U2AFG65; |
\ B —fieldN C21T A LIZA S EEZITITITEENDLITLVS,
- _ _ ¥ _ _ _wEanNLalYIdecel-iimEA AT 0
| JRNT AUTH K.R.THICKMAN,E.A.SICKMIER,C.L.KIELKOPF
JRNL TITL  ALTERNATIVE CONFORMATIONS AT THE RNA-BINDING |
| JRNL TITL, 2 SURFACE OF THE N-TERMINAL U2AF (65) RNA RECOGNITION
JRNL TITL 3 MOTIF.

‘REMARK 1 REFERENCE 1

REMARK 1 AUTH E.A.SICKMIER,K.E.FRATO, S.PARANAWITHANA, H. SHEN, |
‘REMARK 1 AUTH 2 M.R.GREEN,C.L.KIELKOPF

REMARK 1 REF MOL.CELL V. 23 49 2006 |
| REMARK 2 RESOLUTION. 1.477 ANGSTROMS.

'REMARK 27" T—field#L»
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ATOM
 ANISOU
ATOM
| ANISOU

HETATM

ANISOU
| HETATM
ANISOU
| HETATM
ANISOU
 HETATM
ANISOU
| CONECT
| CONECT
CONECT

MASTER
| END

‘ NFOFJH“<

925
925
926
926
927
927
928
928
163
174
207

OOOOOOOO‘ ‘OOZZ
> |

NI
=
oy U

716

324

TI/BRES

GLY A 143 1.397 10.715 63.542 1.00 79.91
GLY A 143 17305 4118 8949 3151 -2891 -
GLY A 143 0.525 10.204 62.474 1.00 76.48
GLY A 143 14905 5306 8858 3443 -2947 -
HOH A 492 21.491 -8.6460 ©69.133 1.00 45.06
HOH A 492 5806 4899 6418 309 -542

HOH A 493 11.582 -0.505 36.484 1.00 38.57
HOH A 493 5534 4232 4885 -492 -1658

HOH A 494 28.316 -8.557 58.005 1.00 54.25
HOH A 494 12477 5534 71837 2015 1449 -
HOH A 495 27.091 -6.522 50.635 1.00 41.14
HOH A 495 5567 4645 5421 851 1342

0 3 4 6 0 7 6 927 1 28

3871

2851

-847

1110

163

The ATOM records present the atomic coordinates for standard amino acids and
nucleotides.
The ANISOU records present the anisotropic temperature factors
#A 1 http://www.wwpdb.org/docs.html
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%%s I:II:Is *E‘En_.\ \-}HEJ‘E“S(:FSE]T%
T—H3NR—2X

Gene Ontology (GO):
http://www.geneontology.org/
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GO

geneontoly.org

G0 The Gene Ontology

| .l" gehe antolog

C M O wwwoeneontologyorg

gene or protein name |

gene or protein name

Downloads Tools Documentation Projects About Contact

GO term or ID

Welcome to the Gene Ontology website!

The Gene Ontology project is a major bioinformatics initiative with the aim of standardizing the

the Gene Ontology...

O website

Quick Links

Tools

AMIGO browser
OBO-Edit ontolagy editor
Cntology downloads

Annotation downloads

Search the Gene Ontology Database

Search for genes, proteins ar GO terms using AmiGo :

Database downloads

Cocurnentation

A

BROP sarvicas down

aver the weekend [LBL

The Gene Ontology project very much encourages input from the community into both the content of the
GO and annotation using GO, We are very happy to work with others to ensure that the GO is both
complete and accurate, and we also very much encourage communities to submit GO annotations for
inclusion in the GO database. Please contact us,

The Gene Ontology Consortium is supported by a P41 grant fram the Mational Human Genorme Research Institute (MHGRI)
[grant SP41HG002273-09 3 ], See the full list of funding sourcesz, The Gene Cntology Consortium would like to acknowledge

power outage) (7 days

G FAQ

G2 on SourceForge )
Contack GO

MNewrs

G0 on Twitker E]

Two positions available
at Wirginia
Bicinformatics Institute

Announcing the new
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C N @ amigo.geneontology.org/cgi-bin/amigo/term-details.cgi?term=G0:0015030&session_id=70amigo1285210575& i §

| »

m

_:'?-_ the Gene Ontology AmiGO-

Search Browse BLAST More Tools Help

earc @ terms (' genes or proteins exact match %5
Search GO @ t g prot [[Jexact match |i%{5

Cajal body

Term information # Term lineage # External references # 135 gene product associations =

Term Information

Accession G0:0015030
Ontology cellular component

Synonyms exact: coiled body
exact: Gems

Definition A dass of nuclear body, first seen after silver staining by Cajal in 1903, enriched in small nuclear ribonucleoproteins, and certain general RNA
polymerase II transcription factors; ultrastructurally, they appear as a tangle of coiled, electron-dense threads roughly 0.5 micrometers in
diameter; involved in aspects of snRNP biogenesis; the protein coilin serves as a marker for Cajal bodies. Some argue that Cajal bodies are the
sites for preassembly of transcriptosomes, unitary particles involved in transcription and processing of RNA. [source: PMID:10944589,
PMID:11031238, PMID:7559785, http://genetics.cwru.edu/matera3.html ]

Comment Mone

Subset None

Community  There have been 0 comments for this term. If you would like to view or participate in the community annotation, please continue to the

RIS Lul=Ta =}
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C # © amigo.geneontology.org/cgi-bin/amigo/term-details.cgi?term=G0:0015030&session_id=70amigo1285210575&

Term Lineage

Switch to viewing term parents, siblings and children

¥ Filter tree view ‘

Filter Gene Product Counts View Options
Data source Species ’7Tree view @ Full ) Compact
= | |Candida albicans -
ASAP £l |Carboxydothermus ... [£]
AspGD Clostridium perfr...
CGD = | |Colwellia psychra. .. -
(1 all : all [447732 gene products] EETTEL
GO:0005575 : cellular_component [309658 gene products] Last action: Reset
B G0:0005623 : cell [219966 gene products] tge”he_e i
rapnical view
@ G0:0044464 : cell part [219929 gene products] View in tree browser
B G0:0005622 : intracellular [159346 gene products) Download...
@ c0:0044424 : intracellular part [150601 gene products] OBO
H G0:0043229 : intracellular organelle [122505 gene products] 2?;:2; dot
H G0:0043231 : intracellular membrane-bounded organelle [102549 gene products]

B G0:0005634 : nucleus [38516 gene products]
@ (0:0044428 : nuclear part [12329 gene products]
GO0:0031981 : nuclear lumen [7717 gene products]
@ G0:0005654 : nucleoplasm [5126 gene products]
@ G0:0044451 : nuceoplasm part [3933 gene products]
B G0:0016604 : nuclear body [672 gene products]
] B GO:0015030 : Cajal body [135 gene producis]
GO0:0005654 : nucleoplasm [5126 gene products]

@ G0:0044451 : nucleoplasm part [3933 gene products]
[+] E = NN1AA04 - nnclear bodw [A77 aene nrodncts] Y




HGEMC Home Page
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- Gene Search '

HGNC

HUGO Gene
Nomenclature Committee

Guidelines ) - Downloads

Giving unique and meaningful names to every human gene

T

HGMC Activities
Uzeful Links
HCOP Search Tool

Fublic Engagerment of Science

FALS

International Advisory Committee

Gene FamiliesfGroupings

Biokdar

Current Staff

Project coordinator
Dr Elspeth Brufard (on maternity leave)

Gene nomenclature advigors:
Or Matt YWright
Or Sugan Gordon
Or Buth Seal

Bininformatics support:
Dr Michael Lush

M MLJSELJRL

FEEDBACK - we welcome your feedback, please click here to leave your camments andfor suggestions.

/7 Advanced Gene Search

WWe have approved ower 259 000 human gene symbols and names. Each symbal is unique and we ensure
that each gene is only given one approved gene symbol. Search the HGMC database for your gene.

CAOCTTEART

coecrece Reguest a Gene Symbal - online request form

Obtaining & gene symbal before publication will avoid any possible conflicts with existing symbals and will
ensure that your gene is promptly recorded in our database and others. Any information that you provide
will be treated in the strictest confidence. For bulk data submissions please email us at
hgnci@genenarmes. arg prior to submission.

A‘Q Gene Farmilies and Groupings

We strongly encourage the use of a stem (or root) symbol as a basis for a hierarchical series that allows
the easy identification of other related members in both database searches and the literature. Please
contact us as soon as possible with new mermbers of gene families, as some symbols may be reserved in
our database.

0 Mewy on gENENSMES O
Cur Gene Search page now includes a "list search” option,

Cur Downloads page has been reformatted to include statistics.

B




PP HGNG - G~ J HMGAT - h. < G MGT-Mouse.. S 7y RGD - Rat.. = 1 [ HUG

= C f © wwwgenenamesorg/data/hegnc data php?hgnc id=5010
.S

Approved Symbol + HMGA1 RefSeq IDs +
Approved Hame + high mokility group AT-hook 1 Mhi_145299 GenBank EmBL (=N UCEC
HGHC 1D + HGMC:S010 Accession Humbers +
Status + Approved AF17E039 GenBank EmBL (=N UCEC
Chromosome + Ep Mouse Genome Database 1D +
Previous Symbols + HWGIY MG 96160 MGD 1D
Previous Hames + "higgh-makility group (nonkistone chromosamal) protein izoforms | | Rat Genome Database 1D (mapped data supplied by RGD) +
and v
Aliases + RGD 628699 RGO D
Hame Aliases + Entrez Gene ID +
Locus Type + gene with protein product 31549 Gene hap Viewer
CCDS IDs +

Gene Symbol Links CCDE47E3 .1 CCDS D

Pubmed IDs +

GEHATLAS GeneCards GeneClinics/'GeneTests GoPubmed
3414950, 11406267 Pl CiteXplore
HCOP H-InwDB Treefam wikigenes VEGA IDs +
OTTHUMGDO0O001 4539 WEGA Genetiew

Specialist Database Links Ensembl ID {mapped data supplied by Ensembl) +

COSMIC EMSG000001 37309 Enzembl Genetisw UCSE

OMIM ID {mapped data supplied by HCBI) +

Locug Specific Database Links 00701 bl

UCSC ID {mapped data supplied by UCSC) +

ucO030iz.2 UCEC Index

UniProt ID (mapped data supplied by UniProt) +

P17036 UniProt UCSE

See Column definitions for descriptions of the various data fields. Also see our custom downloads page for bulk access to our data Z




HGMG Gomparizon of Orth.. H ( O P
« .

C f @ wwwgenenamesorg/data/humot_documentation html

Mig,
?ﬁ’(ﬁ‘ﬁ HGNC Comparison of Orthology Predictions m

Uy Y

Gene Search Guidelines Downloads
RN Gansisesron)) LIS Gane submission) Damaivadc) LU

Giving unigque and meaningfuf names to every human gene

HGMC Comparizon of Orhology Predictions Search

Overview

The HGMC Comparison of Ortholagy Predictions (HCOP) search is a tool that integrates and displays the arthology assertions predicted for a specified human
gene, or set of hurman genes, by Ensembl, Evala, HGMC, Homologene, [nparanaid, MGl OMA, OPTIC, Treefam, UCSC and ZEIN. An indication of the reliabilty
of a prediction is provided by the number of databases which concur and by the presence or absence of synteny between the relevant chromosaomes, where
known. HCOP was ariginally designed to show orthology predictions between huran and mouse, but now with the addition of rat, cow, chicken, dog, platypus,
fruitfly, chimp, zebrafish, C. elegans and 5. cerevisiae data there are currently 12 genomes available for comparison in HCOP.

Using the search

Orthology assertions can be obtained for a gene by searching with either its approved symbaol, Entrez Gene ID, HGNC or MGD 1D, or RefSeq ID. The species of
the query gene and of the predicted orthologs can optionally be specified. The results provide basic data about the query and its predicted homologs as well as
a list of databases that support the assertion and links to further information.

The consensus artholagy assertions for multiple genes can be viewed simulaneously by searching with a list of query terms, separated by commas, newlines or
Spaces.

Searches are case insensitive. The HGRMC: or MGI: prefix, and the version number of a RefSeq ID (the last . and following digits) are not required. Only approved
nomenclature is shown. Where no name ar symbaol is given, the relevant nomenclature committee has nat yet named this gene.

Synteny

Synteny is assessed on a whole-chromosome basis using the MGl version of the Oxfard Grid. A human and a mouse chromosome are stated as syntenic if
homology between them would not create a singleton. According to this method the following chromosomes are syntenic:

Human Chromosome Synmtenic Mouse Chromosomes Human Chromosome |Syntenic Mouse Chromosomes

1 134381 2 125610111217 18
3 369141617 4 3568

3 11113131718 G 149101317

v 269111213 g 13451415

] 2413189 10 2BT7E10131415149
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 Model Maker (mm)

Ensembl

e Ensembl Genome browser
 BioMart

UCSC
« UCSC genome browser
» J.Craig Venter Institute (JCVI) HuRef
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NCBI
home

8 Mational Center for Biotec..

‘:—j Map Wiewer

¥ (D) weww nobinlm.nih.gow

[l -
S NCBI

= NCBI

Naticnal Center for

Resources [v] How To [v]

Bictechnology Information

Resources
HCBI Home

[l Databases

Search |A
|

All Resources (A-Z)

Chemicals & Bioassays

Data & Software

DMNA & RNA

Domains & Structures

Genes & Expression

Genetics & Medicine

Genomes & Maps

Homology

Literature

Proteins

Sequence Analysis

Taxonomy

Training & Tutorials

Wariation

Welcome to NCBI

The Mational Center for Biotechnology Information advances science and
health by providing access to biomedical and genomic informatian.

More about the NCBI | Mission | Organization | Research | RSS

PubMed Central :

Free Full Text. Ower 1,500,000 articles
from over 450 journals. Linked to PubMed
and fully searchable.

How To...

Determine consernved synteny between the genomes of two organisms
Find a homolog for a gene in another arganism

Obtain the full text of an article

Design PCR primers and check them for specificity

w A

My NCBI Sign In

Popular Resources

BLAST
Bookshelf
Gene
Genome
Mucleotide
OMIM
Protein
PubChem
PubMed
PubMed Central
SMP

e

HCBI Hews

MyMCBI supports OpenlD and
InCommaons IDs

22 Sep 2010
Alist of supported organizations
can be found on the MyNCEBI

Personalized settings in My NCBI
20 Aug 2010

Personalized preferences such as
record format and results display

Seeall ...
Mare...
-
<
“ou are here: NCBI Write to the Help Desk
GETTING STARTED RESOURCES POPULAR FEATURED NCBI INFORMATION
NCBI Help Manual Literature PubMed GenBank About NCBI
NCBI Handbook DNA & RNA Nucleotide Reference Seguences Research at NCBI
Training & Tutorials. Proteins BLAST Map Viewer NCBI Newsletter
Segquence Analysis PubMed Central Genome Projects NCBIFTP Site
Genes & Expression Gene Human Geneme
Genomes & Maps Bookshelf Mouse Genome
Domaing & Structures Protein Influenza Virus
Genetics & Medicine oMM Primer-BLAST
v richi mlmnikgoy EFFREL TS L Genome Sequence Read Archive




2 Genome Home = Map Viewer X

w A

€ =2 C O wwwnchinlmnihgow sites g2 nome

_ o0 i S _u__ XXe3 MyNCBI
NLBI Add < asoor @ i, s 1 L—Genome Sign In] [Register

PubMed Nucleatide Protein Journals Books

j for ||

| Limits | Previewindex | History | Clipboard | Details |

The Genome database provides views for a varnety of genomes, complete b Related resources
Entrez Genome chromosomes, sequence maps with contigs, and integrated genetic and Entrez Genomes

Help physical maps. The database is organized in six major organism groups: Froject complete and
Archasa, Bacteria, Eukarvotas, Wiruses Viroids and Plasmids and incomplete large-scale
includes complete chromosomes, crganelles and plasmids as well as draft sequencing projects
genome assembhblies. Entrez Protein
Clusters a collection of

Structure OMIM PMC

All Databases Genome

Search | Genome

About Entrez

NCBI >
genome

Submiting
Genome Project
GEenome sequence

Total species (6596)

related protein sequences

Microbial Eukarvotic

Genome Projects _‘ genome projects and
sequences

Genomic BLAST ' - - Genomes of Bacillus

Microbial Viruses Eukaryota Archaga  Plasmids anthracis

Eukaryotic

2425 2455 . 102 -
Bacteria Viroids
1534 41

reference genome and
related sequences

RESUUFE Total records (12475) Vircids Plasmids Influenza Virus

Organelles 41 40 Resource

\fi ———

" - _| ravses
analyses

Archaea .

Chromosome

Viruses Eukaryota

Microbial Genomes

Bacteria Archaea reference sequences and
3682 1314 chromosomes 2520 c.hrom_cﬁomea 103 t.hrDr_nc\aomaa resources
3;4;:5:&:”5& 2180 plasmids 95 plazmids Organelie
Bacteria reference sequences and
Chromosome tools
Genome Sequencing Milestone Reached! There are now Elant Genomes
1000 complete Prokaryotic Genomes available in Entrez M
Genome. See the full list of complete bacterial and major plant genome
archaeal genomes. Microbial Resources are available for projects )
Chromosome search, retrieval, and analysis of all genomes. SARS Coronavirus
Plasmid Resource
Crganelles sequence data and
Microbial Genomes Resources presents public data analyses

from prokaryotic genome sequencing projects. The
sequence collection contains data from finished
genomes as well as draft assemblies. The analytical tools

Salmonella SNPs
3MP data in two
Salmonella enterica

Viroids include specialized BLAST with microbial genomes, newly pathotypes
developed Concise Protein BLAST, annotation tools and Viruses
All Plasmids many more. reference sequences and
tools

Identification of SNPs in two Salmonella enterica
serovar Enteritidis PT13a pathotypes that point to
epidemiological trends.

There has been an increasing number of infections
leading to salmonellosis by Salmonella enterica serovar
Enteritidis in the United States. Using preliminary
genomic sequence data of Salmonella enterica subsp. |
serovar Enteritidis PT4 from the Sanger Institute as a
starting point, researchers at The Egg Safety and Quality
Research Linit (FSORLN of the L] S Nenardment of

b

WGES Projects

Whole Genome Shotgun
sequencing

Tools and Analysis

aMap C :
comparative analysis of IICk!

microbial genomes
Map Viewer
genome browser for
eukaryotic genomes
TaxPlot

|

=l




= Map Viewer X

= Map Viewer

*

€« c

() wewew nchi.nlm.nih.gow pro e ot mapvisw,

-
I NCB] Home GenBank BLAST

| Map Viewer Home | Help
The Map Viewer provides a wide variety of genome mapping and sequencing data. More.. =l
Search - ¥ Vertebrates (19)
¥ Mammals (15)
Search: | Select Group or Organism =l ¥ Primates (3)
for: | Scientific name Common name Build Tools
Go | Homo sapiens human |:> Build 37.1 @ B B c @
Build 36.3 @ B ® G
Tools Legend - Macaca mulaita rhesus macague Build 1.1 .Q} Q Q Q
Pan troglodytes chimpanzee Build 2.1 @ B B @
Q Search or Browse the Genome ¥ Rodents i2)
Q BLAST ] Scientific name Common name Build Tools
©f  Clone Finder Mus musculus laboratory mouse Build 37.1 @ B B C @
(B Gotoregion on a chromosome Build 26.1 @ B ®
@  Genome Resources page Rattus norvegicus rat RGSCv34 @B®R @
News - »  Monotremes (1)
» Marsupials )
Human build 37 released Aug 3, 2009 » Other Mammals (&)
An update to the human genome assembly and » Other Vertebrates ()
annotation is now... more » Invertebrat 14
Annotation update released for Mar24 2008 nvertehral es.. (a4
human genome build 36 > Protozoa (B (18}
An annotation update for the human genome » Plants Q (46)
(MCBI Build 36.3) ... more B P
Show all v Fungi @ an
Scientific name Commaon name Build Tools
Related Resources M Aspergillus clavatus Build 1.1 @ | @
Aspergillus furmigatus Build 2.1 a8 @
:ggm‘;"ggeamh Aspergillus niger Build 11 @8R @
NCBI Site map Candida glabrata Build 1.1 ,g} Q Q
Genome Browser agreement Cryptococcus neoformans Build 21 @ B ®
Genome Biology Debaryomyces hansenii Build 1.1 @ B B
Taxonomy Encephalitozoon cuniculi Build 1.1 i@ B @
Entrez (Global Qluery) ] = - '9} Q 5‘
BLAST Eremaothecium gossypii Build 3.1 @ B B
Map Viewer FTP Gibberella zeae Build 1.2 ,g} Q Q
Kluyveromyces lactis Build 1.1 @ B B
Small Genomes v Magnaporthe oryzae rice blastfungus Build 3.1 a8 8
Meurospora crassa Build 2.1 98
Bacteria (B Saccharomyces cerevisiae bakers yeast Build 2.1 a9 8 8 @
Organelles (B Scheffersomyces stipitis Build 1.1 98
Viruses (B Schizesaccharomyces pombe fission yeast Build 1.1 a9 8 8
Ustilago maydis Build 1.1 98 @
Yarrowia lipolytica Build 1.1 a9 8 8
Contact | Copyright | Disclaimer | Privacy | Accessibility g*"‘“‘e% v e
National Center for Biotechnology Information, US National Library of Medicine é - t l ]EA.QO\"
8600 Rockville Pike, Bethesda, MD USA 20894 G AN NS ey
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= Entrez Genome view = Map Wiewer B
« C' | O www nchinlm.nihgow oo B otsd mapviews map search o ?taxid=0606 o A
Ma = X
2 - A .
"> NCBI "'\g NCBI Map Viewer
. PubMed MNucleotide Protein Genome Gene Structure PopSet Taxonommy Help
V I ewe r Search for I on chromesomels) I assemblhy |AII j Find | Advanced Search
WE[ELED Homo sapiens (human) genome view BLAST search the human genome
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Lineage: Eukarvota; Metazoa: Chordata; Craniata; VYertebrata; Euteleostomi; Mammalia; Eutheria;
Euvarchentoglires; Primates; Haplerrhini Catarrhini Hominidae; Home; Heme sapiens

August 2009: NCBI released an updated version of the human genome reference genome assembly and updated annotation
for all available assemblies. The reference assembly update includes modifications to all chromosomes and adds 9 alternate loci
to the reference assembly definition; the updated assembly, named GRCh37, was provided by the Genome Reference
Consortium (GRC). The previous version of the reference genome assembly, NCBI Build 36.3, can still be accessed for Map
Viewer display and for BLAST. For additional information about changes, stafistics, and the status of the CCDS project please
refer to:

+ Release Notes
« Statistics

« CCDS Project

Data in The NCBI Map Viewer provides graphical displays of features on the human genome sequence assembly as well as cytogenetic,
genetic, physical, and radiation hybrid maps. Extensive documentation is provided to describe the resource features and

EsT methods used, tutorials, and statistics.

CGenomic Map features that can be seen along the sequence include genes, transcripts, NCBI contigs (the 'Contig' map), the BAC tiling
path (the 'Component' map), STSs, FISH mapped clones, ESTs and transcripts from several different organisms, Gnomon
mRNA predicted gene models, and more.

Protein

You can find genes or markers of interest by submitting a query against the whole genome, or a chromosome at a time. Use the
Advanced Search form for more complex queries. Results are indicated both graphically, as tick marks on the ideogram, and in
a tabular format. The results table includes links to a chromosome graphical view where the gene or marker can be seen in the
context of additional data. For genes, a particularly useful display includes the Gene, Ab initio (e.g.. the Gnomon predicted
models), and UniGene seqguence maps. You can also browse a chromosome by clicking on a chromosome link in the ideogram
above. Use the "Maps & Options" window, available on individual chromosome displays, to configure your display.

Please note that other genomes can also be viewed in the NCBI Map Viewer resource. The Map Viewer Home Page provides a
current list. Additional organism-specific web pages are listed on the Genomic Biology site.

Available Documentation: Lll
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PubMed Nucleotide Taxonomy

reference
All

T
Search for |U2AF1 on chromosomels

Advanced Search |

BLAST search the human genome

\

Homo sapiens (human) genome view
Build 37.1 statistics Switch to previous build

1 2

ALT REF LOCI 1
ALT REF_LOCI_2
ALT_REF_LOCI_3
ALT REF LOCI 4
ALT REF LOCI 5
ALT REF LOCI 6
ALT_REF_LOCI_7
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Hits:

1] 1}
ﬂ II [I ] tl [I ] ] ]
I 1 [I 01 == 0 [
4 15 & 17 18 12 2@ w2 o ¥ M \ /
Hits=: 47
. Search results for query “U2AF17: 56 hits
ﬁ —Quick Filter—
Chr Assembly Match Map element Tvpe haps M Gene
11 reference all matches Transcript :
Gallus gallus U2 small nuclear. U2AF1), mRMNA M 204655 2 TRANSCRIFT Gza BMA I all
Gallus gallus mRMNA for U2snRMF.U2AF1 gene) AJ281765 1 TRANSCRIFT G=a BMNA I RefSeq
Gallus gallus mRMNA for U2snRMNF.U2AF1 gene) AJ2O1764 1 TRANSCRIFT Gga EMNA
11 Celers all rmatches ,:”te,l
Gallus gallus U2 small nuclear. U2AF1), mRMNA M 204655 2 TRANSCRIFT Gza BMA
Gallus gallus mRMNA for U2snRMF.U2AF1 gene) AJ281763 1 TRANSCRIFT G=a BMNA
Gallus gallus mRMNA for U2snRMF.U2AF1 gene) AJ2O1764 1 TRANSCRIFT Gga BMNA
11 HuRef all matches
Gallus gallus U2 small nuclear. U2AF1), mRMNA M 204655 2 TRANSCRIFT Gga BMA
Gallus gallus mRNA for U2snRNP._U2AF1 gere) AJ2B1765 1 TRANSCRIPT Gza ERNA
Gallus gallus mRMA for U2enRMF. U2AF1 gene) AJ281764 1 TRANSCRIFT Gga RMNA
21 reference all matches
EMNSTOO000457178 EMSTOO000457178 TRANSCRIPT ansREMNA
EMNSTO0000393137 EMSTOO000398137 TRANSCRIPT ensREMA
EMNSTOOOO0320278 ENSTOO000320278 TRANSCRIFT ensREMNA
ENSTOOOO0291552 ENSTOODO0291552 TRANSCRIPT ansBEMNA
Mus musculus U2 small nuclear. U2afl), mRMA M 024187 3 TRANSCRIFT Mm BMA
Gallus gallus mRNA for U2snRNP._U2AF1 gene) AJ2E1765 1 TRANSCRIFT Gza BMA
Gallus gallus mRMNA for U2snRMF. U2AF1 gene) AJ281763 1 TRANSCRIFT G=a BMNA
Bos taurus U2 small nuclear...U2AF1:‘, mBRMNA [shA 001 020262 1 TRANSCRIFT Bt BMNA
EF"e[;LLJ";erC[QQHH Porcine testis. U2AF1), mRNA, mRMNA CVBETEO2 1 TRAMNSCRIPT Ssc RMA
TC1159911 Human adult wheole, U2 AF1), mRNA sequence DHa944701 TRANSCRIFT Hs BMA
| H?Tciisaplens mRMNA for U2 enRNP.U2AF1 gene), splice AJB270978.1 TRANSCRIPT Hs RIMA -l
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. Search results for query “"U2AF17: 20 hits (ass

Guick Filter—
Chr batch hap element Tvpe [ Gene
11 all matches Transcript :
Gallus gallus U2 small nuclear. U2 AF1 :' mBMNA kA 204653 .2 TRANSCRIFT Gza RMNA I all
Gallus gallus mRMNA for U2snRNP_U2AF1 gene) AJ2O1765 1 TRANSCRIPT Gza BEMNA M RefSeq
Gallus gallus mRMNA for UZsnRNP.U2AF1 gene) AJ2E17641 TRANSCRIFT Gga RMA
21 all matches Filterl
EMSTOO00045 7T 76— EMSTOO000457178 TRANSCRIFT ensRBRA
EMNSTOODO0E93137 EMSTOODO0592137 TRANSCRIPT ensBERNA -
EMSTOO000320278 EMSTOO0O0S20278 TRANSCRIPT ansREMNA
EMSTOO000291552 RSTOO000251552 TRANSCRIPT ensREMA ’
hus musculus U2 small nuclear. U2afl), mRNA NGR4T 275 TRANSCRIFT bm RMA
Gallus gallus mENA for UZsnRMNP..U2 AF1 gene) AJ291765 1 EANSCGRIET Goa RMNA
Gallus gallus mRMNA for U2snRMNP_U2AF1 gene) AJ2B1765 1 TRANSCTRIF 72 Cile
Bos taurus U2 small nuclear U2 AF1), mRMNA B 001 020268 1 TRANSCRIFT Et BlEE
FDlts1018H11 Porcine testis. U2AF1), mRNA, mRMNA sequence CWSRTE02.1 TRANSCRIFPT ,/Aﬂ‘(‘ﬂ/ Gen —Checkékm
TC115911 Human adult whole. U2AF1), mRMNA sequance DOB4470.1 TRANSCRIPT /38 R el
Homo sapiens mRMNA for U2 snRMP _U2AF1 gene), splice variant.. AJEZTETS TRANSC RIEVZadmi4 1—— /ﬁ —_—— .
Homo sapiens U2 small nuclear U2AF1), transcript variant.. MkA ODG 7582 TRANSCEINE BEefseq EMNA | Hs RMA _1 ~ hhéCIle
Home sapiens U2 small nuclear. U2AF1), transcript variant.. kA 001025204 1 TRANS FTY EefSen EMNA | Hs BEMNA
Homeo sapiens U2 small nuclear. U2AF1) transcript variant.. Mt 001023203 1 TRA ,;' RIFTU EefZea BMNA | He REMNA
Home sapiens U2AFT mREMNA for U2 small nuclear RNA awx<llary... AB4512441 BARECRIPT Hs EMNA
U2AF1 : U2 small nuclear RNA aws«liary factor 1 L2 AR % Genes cyto | Genes seq
U2AF1 : ENSGO0000160201 U2 AF ensGenss
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= Map Viewer

— NCBI

PubMed

C | @ www nchinlm.nih.govs pro e ots/ mapview maps.cgi?taxid=9606 &.chr=21 EMAPS=gene c e nsge nes, ugHs, oo ne s—r.cmd=fo cus&Fill=B D&.que r=widl1 632 'iﬁ A

= Map Viewer w2 Map Wiewer B+

NCBI Map Viewer

You are here:
Ideogran

21p15 %

21pl2 <

21pil.2
21f11.1

21911.1 —
21911.2

21421

Entrez BLAST OMIM Taxonomy Structure
Find | Find in This View | Advanced Search |
FHomo sapiens (human) Build 37.1 (Current) BLAST The Human Genome

Query: U2AF1 AND gene[obj_type] [clear
Master Map: Genes On Sequence Summary of Maps

Region Displayed: 44, 480K-44 812K bp Download /View Sequence/Evidence
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= Model Maker

= Map Viewer = Map Wiewer

- C | @ www.nobinlim.nih.gov proe cts/ mapview, mode maker.coi?taxid=0608 2.co ntig=MT 0115151 2&ge ne=U2 AF1

Model Maker Make Your Oun Mode! by selecting an help legerd

ewdence exon set  andsor add remove indiviaval putative exons

for inciusion in your model
Organism: Homeo sapiens (Build 37 1) Chromesome: 21 Contig NT 01151512 Lacus: L2ZAFT

Evidence:
19221284 my SY ey Seg > 13073507
5 minus strand +3 change strand
1~ B T ll BL_ . B copand ESTs
AEOTEE0 itz
ECOo7Te61 hitz
L3665 1 hitz CCO
jr— = AF3TORER] hitz CCO
ECmenT o hitz
CREO6T 61 hitz
— CRE235T 1 hitz
I AT ED ] hits.
I ARTREEES 1 hits
ECO0TT 77 hits CLO
=R EPE] hits CLO
- = - - SRR hits CLO
PG 24 hitz CLO
I ATE435 hits
MEBEIEG hitz
BIEAET 1 hitz CCO
4 BOTa7E 1 hitz CLO
67522  hits COO
OOl o5ezd  hits CLO
= = t— OOTR52041  hits CCO
mml 56602 hits
hrmi 464603 hits
OO 52021 hitz
2 - i OO 252041 hitz
67522 hitz
Putative exons (graphic view):
in 1 14 Hm
in . lim izm &1 irm Y
i 1Em 1Zm =m.
40 11 19—
51 e
Your model; clear
ORF Finder
Save

p:
C Frame1,0RF:| chD © FrameQ,ORFZI cop © FrameS,ORFZI cDhD

A A A

Putative exons (tahle view): custom exons  intron bases:IE

T 11522143 GGAsG. . .TC|CGG 1522126-1522046 GRA[AT => 2 or 4

O 2 1 <= GG|ALG 1522143-1522002 CGRA|GT =» 5§

[T 31522129 GC|GTC...GT| GG 1522073-1522002 G4 [GT =» 7 or 8

4 1 <= T|CGE 1522126-1522002 CAA|GT => 5

r & 2 or 4 <= hA|ATG 1922045-1522002 CGad|GT => 7

6 TT GGG 1519803-1518066 CAG|GT => 12

O 7 3 or 5 <= AG|AGT 1518853-1518866 CAG|GT =» 10 or 11 or 12
s 3 <= AG|AGT 1518953-1515004 GOT|GT =» 15

O 51518037 TCITTT...TT|TGG 1515405-1514524 TCC|aG. . .TCG| A4 1514493
10 7 <= AG|AGC 1515983-1515917 4CT|GT =>» 12 or 15
11 7 <= AGACC 1515983-1512191 CTC| A4

T 12 6 or7or10<= 4G ACC 1515070-1518004 GCT|GT =» 18

13 TTI4GE 1513858-1512181 GTC|A4

1—Y—NHH

[[Zgene model%
#0131 TAtool




= Model Maker

= Map Wiewer

= Map Wiewer

3-7-10-12-15-18

wrvtspegverveevessyd o
zczzzeneMAEYLASIFGTE

HOKYNCEFY FRIGACRHGDR LI
CSRLHNEPTFEATILIGNTY @ -

Putative exons (tahle wview):

T 11522143 GG|AAG...TC|CGG
oz 1 <= GG ALG
M 31522129 GG|GTC.. .GT|0Gh
4 1 <=Tc|CGE
[ 5 2 ord (= pb|ATG
| TG00
¥ 7 d or 8 <= AG|AGT
r s 3 <= AG|AGT
[T 91518037 TC|TTT...TT|TCC
¥ 10 1A= BGIACT
11 7 <= hG|ACT
W 12 B or?or 10 <= aG|AC0
13 TT|AGH
[ 141510841 A&|TTT...TG|GGG
¥ 15 Sor10or 12 <= AG|GTG
¥ 16 13 <= G| GAG
17 168 <= aG|TTT
C 18 14 or 17 <= 4G|AGA
19 14 or 17 <= AG|AGH
20 18 <= AG|GCA
21 18 <= 4| GO
o2z 20 <= hG|GOA
23 22 <= Gi|GCC

5T COGGGT GACHT G CODGAGRECGT CHGCAGEET CHGUGECG] CAGCAGUAGTG] CGAG <
GECAGOGECGEGOGE0GGEGET GRGAAA T GECGEAGT ATCT GGLCTCCATCT TOGGCA COGAG ORF Finder
A AGECA AL GTCAACTGTTCATTTTATTTCAAAATT GGAGDATGT CGT CATGGA G DA G _Isa\,re

TGEETCTCGET TERACAAT AL ACCGACGT TTAGCCAGACCATCTTGATTCAARACATCTAT - -

* Framel, ORFZITS CDD © Frame2, ORF:|44 CD0 © Framed, ORF=(25

S

ChD

cgerlprasagsaasaavst
aaaasgzkwrsivppssapr

ktkstyhf isklehvvnetz =
algetinrrlarpsefktsi -

custom exons

intron bases:IE

1522126-1322046
1522143-1222002
1522073-1522002
1522126-1522002
1522045-1222002
1518803-1316866
1518953121386
1516953-1515004
1515405-1514524
1515983-1212817
1515883-1512131
1513070-1215004
1513858-1512131
1510484-1509208
1510294-13210245
1510087-13098548
1509339-13209208
1508114-1508022
1508114-1508514
1507800-1307653
1507800-1307508
1507800-13207305
1507652-1307505

GRA|AT =» 2 or 4

CAA|GT => 5

CAA|GT =» T or 2

Cld|GT => 5

CAA|GT => 7

CAG|GT =» 12

CAGIGT => 10 or 11 or 12
GCT|GT => 15
TCC|AG. .. TCC| A8 1514493
ACT|GT =» 12 or 15
CTC| A4

GCT|GT =» 158

CTC| &4

GGG| 6T = 18 or 19
GAG|GT =» 18

BAG|GT =>» 17

GGG|GT =» 18 or 19
GRA|GT =» 20 or 21

GOA | GG. .. .GAT &4 1507514
TGA|GC = 22

BGT|&|TT 1507507
ATT|CT =» 23

BTT|CT

bedvererragrrrraocrr <
arrrrvenzevszlhlrhre

rosglfilfonwsnsswroy Ll
Ilsvagstdvepdhldskhls -

= C | @ www.nchinlm.nih.gov pro e otsd mapview, mode Imake r.ogi?taxid=8608 &.oontig=MT 011515 1 28ge ne=102 AF1 i diR
ARl e ODO A
O75e2  hits COO
OOT 520G hits COG
= = — o og Lo
=" gene |||Odeld)*ﬁﬁ
= = o O 262040 hits
67552 hits
e e e RERY) | I
utative exons Laraphic view): @ e d e Ce t
m 1om 1z2m ¢ 151 1i7m ﬂ- E VI n
16m 15m 2.
o 11 9_23- \ \ e —
Your medsl: clear j / M n ~

KBHIL—LDEHELGE
DFIRDOP T, 1—
-U:_ﬁ\‘igg\; tb\-t%

Disclaimer | Write to the Help Desk

MCEI |

NLM [ NIH




= Model Maker « | 2 OFF Finder = Map Viewer w2 Map Viewer

C' | O www nchinlm.nihgov oo ofizcgi

r ORF Finder (Open Reading Frame
<> NCBI Finder)

PubMed Entrez OMIM Taxonomy Structure
Anonymous
- = = Fr“ame from to Length
Vlewl |1 GenBank I Redrawl |1UU I - B 200 438 901
N | +2 @ 265.498 23
| | | I ‘] W8 80512 228
- — -3 B 1134 134
' 2 m382.498 117
C [
[ ||




= Model Maker « | = ORF Finder = Map Viewer X \Lf-_q Map Wiewer

L C O wwew nchinlm.nihgow oo orfiz.coi o7 A

r ORF Finder (Open Reading Frame
<> NCBI Finder)

PubMed Entrez OMIM Taxonomy Structure

Anonymous

Erogram |blastp 'I Database |nr j BLP-STI ™ with parameters

: = = Frame from to Length
View | |1 GenBank I Redrawl |1U[] I - Bo0D 498 901
+2 B 269 408 231

C IS ] = 80012 228
— -3 B 1134 134

' I -2 masgz4ass 117
[ O — |
[ | —
| I—— ]
Length: 73 aa
Accept | Alternative Initiation Codons

85 atugexgartateteeoctocatottogycacoyaraaagacaaa
YL a5 1 FGTEEKT DOE

130 steaactrtteattttatttesasattyeascatatenteatana

“ HeCSFYFEIGBRALERHSGE E E€7|)‘ 7?—6 | N
173 gacagrtrctotosgttecacastasacogaentttagceagace E J — )

DRCSRLHHNHEKEPTEFSQT :Sl ..~ ﬁz
220 atcttgatteaszacatetategtastecoeasaacagtycacay

I LI &8 NI ¥ FRKHNPBHNSARRB I - ()

265 acggotzacyectoacactacoattzoccctottyaacatttacey
A DGSHYHCPLEHLE
310 taa 312
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Login | Register | BLAST/BLAT | BioMart | Tools | Downloads | Help | Documentation | Mirrors

Search: IAII species j for I Go |

e.g. human gene BRCA? or rat X:100000..200000 or coronary heart disease

Browse a Genome

The Ensembl project produces genome databases for vertebrates and other eukaryotic
species, and makes this information freely available online.
Click on a link below to go to the species’ home page.

Popular genomes (Log in to customize this list)

¥

i

- w | Human
| . GRCh37

Mouse
HCBIM3T

% Zebrafish
ZvB

All genomes

|— Select a species - j
Wiew full list of all Ensembl species < \

(Other species are available in Ensembl Pre! and EnsemblGenomes

Ensembl is a joint project between EMBL - EBI .
and the Wellcome Trust Sanger Institute to EMBL-EBI
develop a software system which produces and ’
maintains automatic annotation on selected eukaryotic genomes.

Ensembl receives major funding from the Wellcome Trust. Our acknowledgements page
includes a list of additional current and previous funding bodies.

New to Ensembl?
Did you know you can:

72 Learn how to use Ensembl

with our video tutorials and walk-throughs

2 Add custom tracks
using our new Control Panel

7 Upload and analyse your data
and save it to your Ensembl account

e Search for a DNA or protein sequence
using BLAST or BLAT

e7) Eetch only the data you want
from our public database, using the Perl API

e?l Download our databases via FTP
in FASTA, MySdL and other formats

e?l Mine Ensembl with BioMart

and export sequences or tables in text, html, or Excel format

Still got questions? Try our FAQs or glossary

What's New in Release 59 (5 August 2010)

# New human regulation data and displays (Human)
# COSMIC somatic mutations (Human)
# Changes to masthead (all species)

# Details of data updates, APl changes, etc
More news. ..
Latest blog posts

& 2010-09-24: Ensembl Events in October 2010

# 2010-09-21: Changing to LASTZ
& 2010-09-09: A mel vs A mel

Go to Ensembl blog —

N MNavigation tips

s

wmﬁrg:-i*. from our blog

-]



fo Ensembl Genome Bro...

4] (g Species List

Species List in Ensembl

C f © uswest.ensembl.org/info/about/species.htm|

Help & Documentation

I—Alphabetical List of Pages
Bl Using this website

— Help

— Displaying External Data
— Tutorials

~ Glossary

~ What's Mew

— Archives

= Accessing Ensembl Data
— Introduction to data acce
— Exporting data via websit
— APl data access

— Public MySQL Server

~ How Ensembl uses DAS
— BioMart

— FTP Download

— Amazon AWS

= Ensembl Documentation
— Gene Annotation

— Microarray Probeset Mag
— Wariation

— Comparative Genomics
— Regulatory Build

— eHive production system
— APl Documentation

— DAS (Distributed Annotat
— Web code

— Known Bugs

= About Ensembl

— About the Ensembl Proje
— Species List

~ Release Cycle

— Mirror sites

— Scientific Publications

— Cutreach

— Contact Us

— Job "Jac:anmea

\@ Ensembl genome bro...

xl@ FTP Download

xlD Ensembl Genome Bro... =

Find a Species

The main Ensembl site focuses on vertebrate genomes - scroll down for links to our sister sites covering invertebrates, plants, bacteria, etc.

Species tree (Requires Java).

Ensembl Species

Alpaca
'h-’ Vicugna pacos

Anole Lizard
Anolis carolinensis

rmadillo
asypus novemcinctus

E‘.J'J?

Bushbaby
Otolemur gamettii
Caenorhahditis elegans

Ciona intestinalis

Ciona savignyi
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—
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5
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L
ki
A
e
-
%

Chicken
| Gallus gallus

Guinea Pig
Cawvia porcellus

Hedgehcg
El’Tl’TE‘GE‘I’..I'S europaels

EE

Horse
Equus caballus

Human
Homo sapiens

¥y

Hyrax
Procavia capensis

Kangaroo rat
4 Dipodomys ordii

Lamprey (preview - assembly only)
Petromyzon marinus

Lesser hedgehog tenrec
Echinops telfair

SECIONgE &

Macaque
Macaca mulatta

, "-‘t

—DR—TTIE51%&E, Ensemble genome (bacteria, protists,
fungi, plants and invertebrate metazoa) TI%234%&

- Pig
Sus scrofa

=4 Pika
Ochotona princeps

Platypus
Omithorhynchus anatinus

Rabbit
Oryctolagus cuniculus

Rat
Rattus norvegicus

accharomyces cerevisiae

Shrew
Sorex araneus

Sloth
Choloepus hoffmanmni

.
Saccharomyces cerevisiae
S

m

Squirrel
‘ Spermophilus tridecemlineatus

m




Ensembl®document—&

Help & Documentation = Ensembl Documentation

Alphabetical List of Pages .API: Application Gn_ane Annotation
= I_Isli_::agl]pthis website Prograrpming Inter’-‘ace [:1;:;::;13} Probeset Mag
> Displ;ying External Data Web77 U /7'—:/3\/0) Comparative Qennmics
Giossary HEED —ENZSN DT chive poduction system

Eﬁ:ﬁﬁe?mﬁ H ?\\EA 75\ E) *IJ FH —G% %) gilSE:%Cl;ItTEStt z Eli E;I"fl:nnntm
= ﬁa.cc.essing Ensembl Data J:j[“-d—éf:&)o)qajlﬁb Web code
Introduction to data acce %Et%fﬁ&)f:tt*%o Known Bugs

Exporting data via websi = About Ensembl
APl data access ’ °Ensemb|0)|\/|ySQL About the Ensembl Proje

Public MySQL Server / H—/ §_|:77-|zxo Species List

How Ensembl uses DAS . . Release Cycle
> | BioMart T *DAS: Distributed Mirror sites

FTP Download . Scientific Publications
Amazon Jr‘f«.'-;‘-.-‘S AnnOtatlon SyStem Outreach

*Amzaon® Cloud Contact Us

Job Vacancies
(EC2) servicez4rL 1= Sofvare Licnce
= egal Motices
T ga)iuéﬁo Acknowledgements

Projects using Ensembl
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enome browser® 5|
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(=} Ensembl gen... %/ (5 Ensembl gen... f=f Species List x| [} Ensembl Ge... = '\ |2} Ensembl gen... = '\ iy FTP Download = '\ 7] Ensembl Ge... x
C #f | © uswest.ensembl.org/Homo_sapiens/Location/View?db=core;g=ENSG00000160201;r=21:44513066-44527697 v | A

~ Whole genome —
— Chromosome summary chromosome 21 p13 pIlZ  [ww—-algI1l 2 g2211 T RN [q@23 ]
— Region overview =
~ Region in detail Export Image |
B Comparative Genomics

Alignments (image) (51) « Region overview Region in detail help Alignments (image) » |

Alignments (text) (51)

Multi-species view (47) 1 pb————  ___ Forward strand me

Synteny (13) 4410Mb  4420Mb  3430Mb  4440Mb  4450Mb  4460Mb  49.70Mb  44.80Mb  4490Mb 454
E Genetic Variation Chromosome bands 94243

Resequencing (2) Contigs - et ol

Linkage Data EnsemblHavana g... _h-' 'h_:_'_ h_ ] :' - h- .L.I- | L I
- Markers *—F]L;EEI APDOLGE2T.1 [ILI—rI[ |||::%}I:IITL:!-Fﬁ| | CES['Y2AFL —hFFl 31.10 abob1bak 4‘]}’-3. .-11::1-1::-::-1'.1%1—; Rf;s;
N DIE S WP 3 RN (0 CRYAA d C21orfl25 1
= Dttl'zrsggmme browsers MAPO01626.2 “APUU{EES.? MAPO01630.5 ‘*MF‘LF‘LE-lF‘E L'foUUlME.S ‘*H~:F:E:F-§

APOOLGE28.6 APOOLE31.9 APDOL046.6
IEEEE'E: |1, “APO0O1048.4
2 EERNAIECE hAPO01629.1
MAPO01630.1

gure this page

All Structural varia...
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= Manage your data

Gene Legend I processad transcript

Ensembl Homo sapienswversion 59.37d (GRCh37) Chromosome 21: 44,020,382 - 45,020,381

o merged EnsemblHavana

n Export data I pseudogene
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* Book k this Export Image |
Location: 21 ;44513066 - 44527697  Go = <<+ |:| —| > ||=>
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BioMart top page

@ Untitled document

€« C' | @ uswest ensemblorg/ biomart/ martview/ 7odTe cal 084622452 581 cd30co035557 A Tdd7ecal 0R4622d97 6B od39 col3585a7 i‘:? &

Login | Register | BLAST/BLAT | BioMart | Tools | Downloads | Help | Documentation | Mirrors _

B e

Dataset | Engembl Geres 58 =l 1) DB SpeCIesa;iEE#Ra—én

Homo sapiens genes (GRCHIT)
Filters |Harmo sapiens g2res (GRCHIT) =]

[Mone selected
Attributes

Ensemhbl Gene ID
Enzembl Transcript ID

2) FiltersZclick

Dataset
[Mone Selected]

Ensembl release 59 - Jul 2010 @ WTSI / EBI

About Ensembl | Contact Us | Help

Permanent link - View in archive site




BioMart:Filters: &t L UMERRIZH Y AT

@ Untitled document

&« C' | @ uswestensemblorg/ biormart martview/ TodTecal 084522092 081 cd39co03sa7 / TodT7ecal 0846220592 081 o309 co0306 a7/ Tdd7e oal 084622092 081 cd30 o025, 'i,‘k LN

- .

Login | Register | BLAST/BLAT | BioMart | Tools | Downloads | Help | Documentation | Mirrors

Dataset

Homo sapiens genes (GRCH3T)
Filters
[Mone selected]

Attributes
Ensembl Gene ID ’

Ensembl Transcript 1D

Dataset
[Mone Selected]

REGION:

GEME:

GEME OMNTOLOGY:
EXFRESSION:

MULTI SPECIES COMPARISONS:
PROTEIN DORMAING:

Please restrict yvour gquery using criteria below

Enzembl release 589 - Jul 2010 @ WTS1/EBI

Permanent link - View in archive site

About Ensembl | Contact Us | Help




BioMart:Filters: &X LU MBER(ZH# YA T 2

@. Untitled document

€& 2 C | @ uswestensemblorghiomart martview/Tdd7ecal 0B4622d532 681 cd30 500359557/ Tdd7ecal 084622052 cB1 cd30 co0R95a7 ﬂi’ &4

ezt

Login | Register | BLAST/BLAT | BioMart | Tools | Downloads | Help | Documentation | Mirrors

B e e

———r————— —
Dataset \@ Count€CI|Ck ‘ Please restrict vour query using criteria below 1 ) :,%ﬁ L) :‘l&t =
Homo sapiens genes (GRCHIT) REGION:
Filters
SEME:

30 Biological Process Term

Mame [2.2 regulation of hickgicall g GENE ONTOLOGY:
process] - RMA splicing

Attributes

\
Ereembl Transerat I 3)Attributes#click

Dataset T GO Biological Process Term Accession [e.g GO0050785] |
[MNone Selected] |

T Evidence code (G0 Biclogical process)

M G0 Biological Process Term Mame [e.g regulation of hiclogical |RNA splicing
process)

[T Evidence code (GO Cellular component)

M 30 Cellular Component Term Accession leg GOO005622] |

[

Ensembl release 59 - Jul 2010 @ WTS1/ EBI About Ensempl | Contact Us | Help

Permanent link - View in archive site




BioMart:Attributes: HH AL 7=UMIB B [2H#Y
AL

@ Untitled document

L o c O uswest.ensemblorg/hiomart/ martview/ TddTecal 0B4622d92 o811 cd39cc03595a7 A TddTecal 0B4622d52 cB81 cd389cc03595a7 /TddTecal 0B4622d52 81 cd38cc03595 ﬂi’ ‘

"% Login | Register | BLAST/BLAT | BioMart | Tools | Downloads | Help | Documentation | Mirrors _
ResultsZclick

Please select columns to be included in the cutput and hit 'Results” when ready

Dataset 308 / 51737 Genes

Homo sapiens genes (GRCH3T) " Features # Homologs
Filters ' Structures ' Variations 1 )
G0 Biological Process Term ' Transcript Event © Sequences
MName [e.g regulation of biclogical
process] - RMA splicing GENE:
Attributes 3) ORTHOLOGS:

2)

Ensembl Gene ID
Ersemhl Transcript ID POSSIELE ORTHOLOGE:

ds + _
iy PARALOGS:

Yeast Ensembl Gene ID
Chimp Ensembl Gene D
Chimp Ensembl Protein ID
ds

di

 ldentity

Chimp % Identity

Dataset
[Mone Selected]

About Ensembl | Contact Us | Help

Enzembl release 589 - Jul 2010 @ WTS1/EBI

Permanent link - View in archive site




@ Untitled document

=

EE

B e

BioMart: ResultZR ;=45

HTML -

] L
C' | @ uswest ensemblorg bio rmart rmartview Tdd7e cal 084622092 081 cd385c0305a7 A TddTecal 034622002 581 cd3 TSV(Q7 IZ‘U] ))

CSV(ar< X))

R XML n

Dataset 309 /51737 Genes
Homo sapiens genes (GRCHIT)
Filters

G0 Biclogical Process Term
Name [eg regulation of hiclogical
process] - RMA splicing
Attributes

Ensembl Gene ID
Ensembl Transcript 1D
Yeast Ensembl Gene ID
dz

M

Chimp Ensembl Gene ID
d3

dlM

Chimp Ensemhbl Protein ID
% Identity

Chimp % Identity

Dataset
[Mone Selectad]

Export all results to [File

= [T =l T Unique results only m

Email notification to |

Wiew |150 VI FoWS 25 |HTru1|_ vI T Unigue results only
Enzembl Gene Ensemhbl Yeast dS | dM | Ghimp Ensembl ds dM Chimp Ensembl % Chimp ~
D Transcript ID Ensemhbl Gene ID Protein ID Identity | %

Gene ID Identity
ERESE0000021 BG5S | ERNETOO000STA440 EREFTREOOOO0DZAZEA | 0071220 | 000000 | EMSPTRPOOOOOOSZEE0 | 100 1000
ERSE0O0002 5655 | ER=TOO000ST 445 EREFTREOOOO002A2E4 | 0071220 | 000000 | ENSPTRPOOOOOOEZEE0 | 100 1000
EMSE00000STEE0S | ENSTO00O0Z 74440 EMNEPTREOOOO0024254 | 9071220 | 000000 | ENSPTRPOOOOOOSZE30 | 100 1000
ERESE0000021 BG5S | ERNETOO000STA440 EREFTREOOOO0DZAZEA | 0071220 | 000000 | EMSPTRPOOOOOOSZEE0 | 100 1000
ERSGE000002 5655 | ENETOO000STA445 EREFTREOOOO0024234 | 001220 | 000000 [ ENSPTRPOOOOOOEZEE0 | 100 100
EMSE00000STEE0S | ENSTO00O0Z 74440 EMNEPTREOOOO0024254 | 9071220 | 000000 | ENSPTRPOOOOOOSZE30 | 100 1000
ERSE00000X BG5S | ENETOO0O0STA4450 EREFTREGOOOOODEAZEA | 071220 | Q00000 | EMSPTRPOOOOOOEZEE] | 100 100
ERSGE00000155217 | ENSTO000030555G EREPTREOOOO0007THHE | 007000 | 000510 [ EMZPTRPOOOOO0TIGEE | 83 G7
EMSE00000TE547 7 | ENETO0000Z0EE0G EMNEPTREOOOO0007OHE | 007000 | 0008710 [ ENSPTRPOOOOODTIESE | 83 o7
ERSE00000TE65217F | ERNETOOM000S0EEDE EMEPTREOOOO0D0TEHE | 007000 | 000510 [ ENSPTRPOOOOOOTIGSE [ 83 o7
ERSGE00000165217 | ENETO0000305556 EREPTREOOOO0007THSE | 007000 | 000510 [ EMZPTRPOOOOO0T3GEE | 83 S7
EMSE00000TE547 7 | ENETO0000Z0EE0G EMNEPTREOOOO0007OHE | 007000 | 0008710 [ ENSPTRPOOOOODTIESE | 83 o7
ERSE00000TE65217F | ERNETOOM000S0EEDE EMEPTREOOOO0D0TEHE | 007000 | 000510 [ ENSPTRPOOOOOOTIGSE [ 83 o7
ERSGEOO000T01161 | ENSTOO0O0MEE070 | YEROSES EMEPTREOOOO00TIYES | 001680 | 000000 | ENSPTRPOOOOOOZITIE [ 55 100
ERESE00000T01 161 | ENETOM0O0ZEE070 | YEROEED EMEFTREOOOO00TETEE | 001650 | 000000 [ ENSPTRPOOOOOOZITIE [ 50 1000
ERSEOO000T01161 | ENETOOMOOOSEE0TE | YEROEES EREPTREOOOO00TITES | 0016380 | 000000 [ EMEPTRPOOOOOOZITIE [ G5 1000
ERSGEOO000T01161 | ENSTOO0O0MEE070 | YEROSES EMEPTREOOOO00TIYES | 001680 | 000000 | ENSPTRPOOOOOOZITIE [ 55 100
EMSE00000101 167 | ENETOMOO0ZEE070 | YEROEES EMEFTREOOOO00TIVEE | 00716280 | 000000 [ ENSPTRPOOOOOOZITIE [ 50 100 Ll
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Dataset 309 / 51737 Genes

I— CHOOSE ADCITIOMAL DATASET —
Homo sapiens genes (GRCHIT) .
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Fil [Feactame] complex
Lzl [Reactome] pathwey
G0 Biclogical Process Term [Reactome] reaction

Mame [e.g regulation of biclogicall [(FPRIDE (EEL UK]] PRICE

proce:ss] R sl [Ereembl Genes 53] Anolis carolirensis genes (AraCar! 0)

Attributes [Ersembl Geres 53] Bos taurus geres (Btau4.0) ( :I -
LEr=embl Geres 58] Caenorhalbditis elegans geres WS210

Ensembl Gene ID [Erearmbl Genes 58] Callithrix jacchus geres (calJacs)

[Ersermbl Genes 53] Canis farniliaris geres (CanFam2.0)

Ensembl Transcript ID

Reference 1D [Ereermbl Geres 53] Cavia porcellus geres (cavPord)
Transcript location (bp) [Ereembl Genes 53] Choloepus haffrranni geres (chaHoft )
SHP Chromosome Strand [Ereembl Genes 58] Ciona intestimalis geres (JGE)

[Erearmbl Genes 58] Ciona savigny genes (CSAVZ 0]

Protein location (aa [Ereambl Genes 52 Danio rerio sres (ZvE)

Pr’c::teir'! Allele [Ereembl Genes 53] Dasypus novemcinctus genes (dashowg )
Validation status [Ereermil Genes 53] Dipodormys ordii geres (dipOrd1 )
[Ereembl Genes 58] Drosophila melanogaster genes (BDGPS13)
[Erearmbl Genes 58] Echinaps telfair geres (TEMNREC) -
Dataset
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VisiGene 24 August 2010 - New Drag and Reorder Functionality Released

Proteome We are pleased to announce new functicnality in the Genome Browser. It is now possible to rearrange the order that
Browser tracks appear in the browser image directly from the browser imags itself To reorder tracks, click—and—held the side
— label or grav mini—button of a single track and drag the highlighted track to a new position within the imags.

Utilities
_— Because reordering is now available in the browser image itself we have remowved the “enable track reordering”
Downloads option from the configuration page.

Release Log Thanks to Tim Dreszer and the rest of the team for implementing and testing this feature.

Custom
Tracks 20 August 2010 - New ENCODE Integrated Regulation Super-track Released: We are
— pleased to announce the release of the ENCODE Integrated Regulation supsr—track. Bead more.
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http://genome.ucsc.edu/FAQ/FAQreleases.html

List of UCS5C genome releases

Question:

“How do UCSC's release numbers correspond to those of other arganizations, such as NCEIT Ensembl:b
Response: GRCh%{ﬁﬁ
ISPECIES |lUCSC VERSION||RELEASE DATE|RELEASE NAME ISTATUS |
IWERTEBRATES || | | | |
|Humar'| ||h_g19 ||Feb. 2005 ||Genome Feference Consortium GRCh37 ||ﬂvailable |
| |lhgts nar. 2008 INCEI Build 36.1 | Available |
| |\hgt7 ey 2004 NCEI Build 35 | Available |
| |\hgté llJul. 2003 INCEI Build 34 ||l 2vailable |
| |lhgt5 lApr. 2003 NCEI Build 33 |l Archived |
| |lhgta Mo, 2002 INCEI Build 31 |l Archived |
| |\hgt2 llJun. 2002 INCEI Build 30 |l &rchived |
| |lhgt 1 |lApr. 2002 NCEI Build 28 |l Archived |

hgl 0 Dec. 2001 NCEI Build 28 Archived

hgs Ao 2001 LS EC—assembled Archived
| |\hg? |lApr. 2001 |UCSC-assembled |l Archived
| |\t |Dec. 2000 |UCSC-assembled |l Archived
| |\hg loct. 2000 UG 5C-assembled |l &rchived
| |\het |Sep. 2000 |UCSC-assembled |l Archived
| |lhga llJul. 2000 |UCSC-assembled |l Archived

he? Jun. 2000 UCSC-assembled i‘;ﬂ}'md (data set

he May 2000 UCSC-assembled ir:ﬂ}'md (data set
ICat |lfelCatd |Dec. 2008 INHGRI catChriv17e | Available |
| |lfelCat3 nar. 2008 |Broad Institute Release 3 | Available |
[Chicken |le=1Gal [May 2006 [IWUSTL Gallus—gallus—2.1 [tvailable |
| |\galGalz |Feb. 2004 [WWUSTL Gallus—gallus—1.0 | Available |
IChimp lpanTro? nar. 2008 lCGSC Build 2 Wersion 1 | Available |
| lparTrol Mo, 2003 |CGSC Build 1 Wersion 1 | Available |

|

IComw lbosTaud et 2007 |Baylor College of Medicine HGSC Btau 4.0 | Available
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Differences between UCSC and NCBI mouse assemblies Index [>

Question:
“Is the mouse genome assembly displayed in the UCSC Genome Browser the same as the one on the NCEI websita?

Response:
The mouse genome assemblies festured in the UCESC Genome Browser are the same as those on the MCEIL web site with one

difference: the UCSC versions contain only the reference strain data (C57BL/6J). NCBI provides data for several additional strains
in their builds.
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* HGNC Useful Links
* http://www.genenames.org/useful.html

« WINGpro(7—AR—XR—2J)LH (L) by JST
 http://wingpro.lifesciencedb.jp/

- HEEDB7OT Yk

* http://lifesciencedb.jp/

s A@MBFER TEIN—RX HEOT
- http://lifesciencedb.jp/Isdb.cgi?pg=1
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