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Pfam: Home page
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Pfam 24.0 (October 2009, 11912 families)

The Pfam database is a la ollection of protein families, each repr nted by multiple
alignments and hldden Markov models (HMMs) More

QUICK LINKS YOU CAN FIND DATA IN PFAM IN VARIOUS WAYS...
SEQUENCE SEARCH  Analyze your protein sequence for Pfam matches
VIEW A PFAM FAMILY  View Pfam family annotation and alignments
VIEW ACLAN  See groups of related families
VIEW A SEQUENCE  Look at the domain organisation of a protein sequence
VIEW A STRUCTURE  Find the domains on a PDB structure
KEYWORD SEARCH  Query Pfam by keywords
JUMP TO  [enterany accession

Enter any type of accession or ID to jump to the page for a Pfam family or

clan, UniProt sequence, PDB structure, etc

Or view the help pages for more information

R—I 4 _EDkeyword search(lR &) T, ETS%##E T,

wellcome trust
Sanger HOME | SEARCH | BROWSE | FTP | HELP | ABOUT nm

stitute [Reyword searen ]G

Keyword search results

We found 21 unique results for your query ("ETS"), in 4 sections of the database. Your query also appears to be a match for Pfam entry Ets
(PF00178) and this row is highlighted in the results table

Pfam Text fields for Pfam entries 2
Seq_info Sequence description and species fields 441
Pdb HEADER and TITLE records from PDB entries 28
GO Gene ontology IDs and terms 0
Interpro InterPro entry abstracts 4
This kcy shows a brief descri pt ion of each of the database sections, in the order that thoy were searched, a\ong with the number of hits found in
. The table of results vb orted by clicking on the column title: stored to the original order here. Note that the final list of hits
show: w nique Pfam accessio
lmﬁﬂ-ﬁﬂl Description Lren Leeee L r L
PF00178 Ets Ets-domain v
R, EETTRT PEA3 subfamily ETS-domain transcription factor N terminal 0
==——"— domain
PF02198 SAM_PNT Sterile alpha motif (SAM)/Pointed dol v v v
PF0000S ABC tran ABC transporter v
v

PF00009 GTP EFTU Elongation factor Tu GTP binding domain
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Family: Ets (PF00178) = o] S

15 architectures 762 Sequences
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Trees Literature references

1. Wasylyk B, Hagman J, Gutierrez-Hartmann A; , Trends Biochem Sci 1998;23:213-216.: Ets
transcription factors: nuclear effectors of the Ras-MAP-kinase signaling pathway
PUBMED:9644975
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Structures

InterPro entry IPR000418c
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ST latignments |
Domain
organisation There are various ways to view or download the sequence alignments that we sore. You can use a sequence viwer to lookat elther the

ceed of ullaignment for the famil, or you can 1ok s a pain text version of the seuence In a variety of Giferent formats. Morgw.
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Jump to...

GA binding protein, a
Itis generally localized at tt
the N-terminus,

S of the protein

NMR-analysis of the structure of the Ets domains revealed that it contains three alpha-helixes (1-3) ant
arranged in the order alphal-betal-beta2-aipha:
a-helix is res|
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Formatting options

View options

© Seed (15)
O NCBI (1460)
Viewer: | HTML

O Full (762;
Alignment: uiz62)

Alignment: ©

O Full (762)
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O View
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ETYE_HUMAN/338-422
POK_DROME/395-481

ETY3 _HUMAN/56-140 QIOLWHFILELLQK. .EEFRHYIAWOQGEYGEFYIK.
GABA_HUMAN/313-402 QIOLWOFLLELLTD. .KDARDCISWYG.DEGEFKLN.
ELG_DROME/345-428 OVOLWAFLLEILTD. .CEHTDVIEWYG. TEGEFKLT.
ETS1_HUMAN/334-417 PIQLWQFLLELLTD. .KSCOSFISWTG. DGWEFKLS.
ERG_HUMAN/233-378 QIOLWOFLLELLSD. . SSNSSCITWEG. TNGEFKMT.
ETY2_MOUSE/233-3186 PIOLWOFLLELLQD. .GARSSCIRWTG. NSREFQLC.
ETY4_HUMAN/407-430 ALOLWOFLYALLDD. .PTNAHFIAWTG. RGMEFKLI.
ELK3 _MOUSE/4-87 ATTLWOFLLHLLLD. . QKHEHLICWTS. NDGEFKLL.
ELK1_HUMAN/4-88 SYTLWOFLLQLLRE. .QGNGHIISWTSRDGGEFKLY.
E744_DROME/732-817 TTYLWEFLLELLQDR.EYCPRFIKWTNREKGYFKLY.
ETS4_DROME/415-501 HIHLWOFLKELLASP. QYNGTAIRWIDRSKGIFKIE.
SPIB_HUMAN/168-254 KLRLYQFLLGLLTR.

PU1T_HUMAN/163-243 KIRLYBFLLDLLRS.

CRLLWDYYYQLLSD. . SRYENFIRWEDKESKIFRIY.
GRLLWDFLAQLLNDRNGKYSDLIAWKCRDTGYFKIV.

. DPNGLARLWGNHEN.
.DPAGLAKLWGIQKN.
.DPDEVARLWGRRKC.
.QPELVAQEWGQRKN.
.DPDRVARLWGEKKN.
.DPDEVARRWGERKN.
.DPDEVARRWGERKS.
.DPKEVARLWGERKR.
.EPEEVARLWGIQKN.
.KAEEVAKLWGLREN.
.DAEEVARLWGLREN.
.DSKAVSRLWGMHEN.
.DSYRVAKLWGRREN.
. GDMRECYWWYEPGAGYFQF SSKHKELLARRWGOQK GNRKRMTYQKLARALRNYAK TGEIRK YK .
.GDMKDSTWWYDKDKGTFRFSSKHKEALAHRWGIQKGNREKMTYOKMARALRNYGE TGEYKK YK .

RTNMTYEKMSRALRHYYKLNIIRKEP.
HLSHNYDKMSRALRYYYRYNILREYQ.
KPOMNYDKLSRALRYYYNERILHKTK.
KPTHMNYEKLSRALRYYYDGDMICKYQ.
KPAMNYEKLSRALRYYYDGDMISKYS.
KPKMNYEKLSRGLRYYYDENITHKTA.
KPNMNYDKLSRALRYYYDENIMTEVH.
KPGMNYEKLSRGLRYYYRRDIVLKSG.
RPAMNYDELSRSLRYYYEKGIMOKVA.
KTNMNYDELSRALRYYYDENITKKYI.
KTNMNYDKLSRALRYYYDENIIRKYS.
KPDMNYETMGRALRYYYQRGILAKYD.

GORLLFRFMKT
GERHCYQFLRN
GERFTYKFNFN
GERFYYKFYCD
GKRFAYKFDCD
GERYYYRFYCD
GERYAYKFDFH
GREYTYRFGGR
GERYYYKFYCE
GOKFYYKFYSF
GRKFYYKFYSY
GRRLYYHFYDY

RPAMNYDELSRSIROYYKKGIMKK TERSORLYYQFCHP

.RELTYQFDSA
CKKLTYQFSGE
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ETVE _HUMAN/338-422 CRLLWDYYYOLLSD. . SRYENFIRWEDKESKIFRIY. . DPNGLARLWGNHKN. RTNMTYEKMSRALRHYYKLNIIRKEP . GARLLFRFMKT
POK_DROME/395-481 GRLLWDFLOOLLNDRNQKYSDLIAWKCRDTGYFKIY. . DPAGLAKLWGIOKN. HLSMNYDKMSRALRYYYRYNILREYQ. GERHCYQFLRN
ETV3_HUMAN/56-140 QIOLWHFILELLOK. .EEFRHYIAWQQGEYGEFYIK. .DPDEVARLWGRREC. KPOMNYDELSRALRYYYNKRILHETK . GKRFTYKFNFN
GABA_HUMAN/319-402 QIOLWOFLLELLTD. .KDARDCISWYG. DEGEFKLN. . OPELYADKWGORKN. KPTMNYEKLSRALRYYYDGDMICKYQ. GKRFYYKFYCD
ELG_DROME/345-428 OVOLWOFLLEILTD. .CEHTDVIEWYG. TEGEFKLT. .DPDRYARLWGEKKN. KPAMNYEKLSRALRYYYDGDMISKYS. GKRFAYKFDCD
ETS1_HUMAN/334-417 PIOLWOFLLELLTD. .KSCOSFISWTG. DGWEFKLS. . DPDEVARRWGKREN. KPEMNYEKLSRGLRYYYDENITHETA. GKRYYYRFYCD
ERG_HUMAN/293-376 QIOLWAFLLELLSD. . SSNSSCITWEG. TNGEFKMT. . DPDEYARRWGERKS. KPNMNYDKLSRALRYYYDKNIMTKYH. GERYAYKFDFH
ETY2_MOUSE/233-318 PIOLWQFLLELLQD. .GARSSCIRWTG. NSREFOLC. .DPKEYARLWGERKR. KPGMNYEKLSRGLRYYYRRDIYLKSG. GREYTYRFGGR
ETY4_HUMAN/407-430 ALOLWQFLYALLDD. .PTNAHFIAWTG. RGMEFKLI. .EPEEYARLWGIQKN. RPAMNYDKLSRSLRYYYEKGIMQKYA. GERYVYKFYCE
ELK3_MOUSE/4-87 AITLWOFLLHLLLD. . OKHEHLICWTS. NDGEFKLL. . KAEEYAKLWGLRKN. KTNMNYDKLSRALRYYYDKNIIKKYI. GRKFYYKFYSF
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E744_DROME/732-817 TTYLWEFLLKLLQDR.EYCPRFIKWTNREKGYFKLY. .DSKAYSRLWGMHEN. KPDMNYETMGRALRYYYQRGILAKYD. GARLYYHFYDY
ETS4_DROME/415-501 HIHLWQFLKELLASP. OYNGTAIRWIDRSKGIFKIE. . DSVRYAKLWGRRKN. RPAMNYDELSRSIRAYYKKGIMEK TERSQRLYYQFCHP
SPIB_HUMAN/168-254 KLRLYQFLLGLLTR. . GDMRECYWWYEPGAGYFOF SSKHKELLARRWGOOKGNRKRMTYOKLARALRNYAKTGEIRKVE . .RELTYQFDSA
PU1T_HUMAN/163-249 KIRLYQFLLDLLRS. . GDMKDSIWWYDKDKGTFOFSSKHKEALAHRWGIOKGNREKMTYOKMARALRNYGK TGEVKKVE . . KELTYQFSGE
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