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Transcription initiation factor TFIID subunit

T 2 -

1-79 501-730 869-914
Vertebrate-specific region (501-
730aa)
Histone Fold (1-
79aa)
PHD finger

(869-914aa)




Transcription initiation factor TFIID subunit 3 -

Taf3

Description: TAF3 RNA polymerase ll, TATA box binding protein (TBP)-associated factor

209361 (NCBI Gene)
ENSMUSG00000025782 (Ensembl)
Accessions: Q5HZG4 (UniPraot)

2388097 (MGlI)

35415 (HomoloGene)

140kDa, 4933439M23Rik, AWS39625, TAF140, TAFI-140, TAFII140, mTAFII140

S oI RN Te=1iTolgN chr? 95361 79-9970223 (mm9)

Molecular Function

pa3 binding (GO:0002039)

protein binding (G0O:0005515)

zinc ion binding (GO:0008270)

metal ion binding (GO:0046872)

Biological Process

negative regulation of transcription from RNA polymerase |l promoter (GO:0000122)

negative regulation of transcription from RNA polymerase |l promoter (GO:0000122)
transcription, DNA-dependent (GO:0006351)

regulation of transcription, DNA-dependent (GO:0006355)

regulation of transcription from RNA polymerase Il promoter (GO:0006357)

transcription from RNA polymerase Il promoter (GO:0006366)

negative regulation of sequence-specific DNA binding transcription factor activity (GO:0043433)
negative regulation of sequence-specific DNA binding transcription factor activity (GO:0043433)
maintenance of protein location in nucleus (GO:0051457)

Cellular Component

nucleus (GO:.0005634)

nucleus (GO:0005634)

transcription factor TFID complex (GO:0005669)

transcription factor TFID complex (GO:0005669)

Function:

” Lﬂ

w


http://biogps.org/

Interaction & function

String 9.0 Hart, D. O., et al. Nature 450, 1082-1085 (2007)

[Lal

Myog
(active)

Nature Reviews | Genetics

ick W. Fong et al, Cell, 2011 Deato, M. D.et al., R Genes Dev. 21, 2137-2149 (2007
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nucleotide size of ORF (500-10000) ORF&//\1% ¥500.

JAM_027748.3_1 [147 - 3005] Mus musculus TAF3 ENA polymerase II, TATA box binding protein (TBF)-asscciated factor (Taf3), nmBNA
GEAMGLESSGSEGLENREPREGMCESY SESLLEVEVARQICQALGY DSVRLEACHLLTDVLE

RYLQQLGRGCHRY SELYGRT DF ILDDVGEAFQLMGYNLHELEDY THHIEFVTFPHRIFSF

FYSENNYLAFFQPGSKDAEERKDY TP DY LPFIVSSQEEEEEEQVEFTDGGTSAEAMGVELE

EDDEMEEEEVINDENFLGERFLDSPEVEEME SMERPRLLSTEGDSLIVVLLEAREPLSST

HEQETFFVLSFVEVODRADLAFFSFOPFMLAPF ARSOLF AR LETESFTFETETEASSE

GORTHSPEAALSFARLGSPIRSFRT I PEEKKSPGRSKSPESPRSFEIVAHVPQTPVRFET

FHETESAMYVEETVEETIFYNEFTQTFFEVVELNI EMQF EEF VWTDETIDDSIDAYIARA

CAEREPDPFEFSSGSESEGDTFTSPERISGSECATPEASTSSHNFTESLATPLPLSSGTS

SEDHSHTMDASTDEVYREARLGAF SHMFFTFPY ISSFSISFFTFPEF LHEGY EERAKLESS

VIV LIEELKT KL FEK RDRERERERNKE RS FEFKI EMREREKEFEAGKELKY FHRE

LMEDEDSDFYEFEIEEFEDI DAAEYVRLEDGI VEREREKHEDFEFFDRERSEREEDEREREER

LRERMREIKIKAFFTOLYLF FEEMALFLFSESAVRVE AMLF AFSFMLFEFKLFEERERTEE

FERFFDFFEFFFIFEREKEREFKFE RERERERREREFREREKEKHEHEFI EVEF VIF APSE

VIPRLTLRVGAGYDFEIVISKVVFAPEAKF AP SLNRFETFFFAFVFIPYRVSFTPLAPFLL

TRARYCE ALMFSF AR ALSGIGE ARAFVESYVTETVET U VIRDEWGHAIWICFGCNERFDDG

SPNIGCDDCDDYY HEPCYGIMAAFFEEMOWFCEFEC ANKT EFDFIHEFREHRAH

HM_027748.3_2 [3501 - 2903] (REVERSE SENSE) Mus musculus TAF3 ENA polymerase II, TATA box binding protein (TBF)-associated
factor (Taf3), mENA

ESGEVGESF I SHHENI FSAVTGAFFFSDY LF VEGYGLP TYAT DAFFHRSEHLDITFLENT

MTEGSGERRGHREGRCYASLLILVTGHEQNEVE ALGF ALHY SFLOOHAAGAQAHVFOREH

FEGCHVLYLAFLGCAASPRGPGETGRARQFSFIF ARGSSE AHADVS AHGASSECASCLEL

SCWHTSGRETTASLLEEQF

JHM_02TT48.3_3 [3257 - 2£59] (REVERSE SEWSE) Mus musculus TAF3 ENA polymerase II, TATA bex binding protein (TEF)-associated
factor (Taf3), mRENA

YLELVIGRWRCQPSGRPSTGYFFSIMLRELRFMCFRGSIQRGANFLSLLLEDALOVHRAR

GRODGRTSPAFTRERAAVLFTIMSVRTVLPLLVLLVFLY LVGTLEAEFLHLF¥RSSHDSH

TGFPYVEIVTVVT ANHRAP VI RLY AP R TOF DLIAF LITDHISADRLSHDAFHGGFGTEYSRE

EGGEWGHHOGH AHCS LGEER W LOGE RAHS HENED WG BN GFGSVQRESGLELRGH Y HLAD

HHLYLAS ANSQSQPGDIN THGRDDELHF ¥ LIMFYLLLILILISLISLPSLILPLFLFLLIFF

LILIFIIIIIIFVLFPFFLLGLLFFLEOFFYEHY

JEM_027748.3_4 [2776 - 1976] (REVERSE SENSE) Mus musculus TAF3 ENA polymerase II, TATA box binding protein (TBF)-associated
factor (Taf3), mEHA

VLTVSVTTLLTGALALF IPERAGAGDGIRAGHT AMNVES GGCRGVGLTRTGIGTGAGGGY

LGLFREGAGLASGAGT TLLI TILSWP AP TRRVNLGITGLGAGNTGSTFIFSCLCFSFSFS

LFSLSLLSFSLSLSFFSFSFSFSFFFFFSFLSFFLSFSLGFSFSSHSFSGSIGEKAGSHA

GILTAEGLNEGEALSFGGHT SCVGGAFI LSS L FFSLSLSLSRLSFSELLI SESFFLSLCF

SRELLTIPSFNRTFAASMSSHSLILNL
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I gi 262231747 ref NM 027748.3

1 AGCGGGAGGEC GGAGCGAGTC CARAATGEGCGE GCICTCAGGC TGGCGCGCIC CGIGCTIGCTG AGGCTTITGAG GIGGLICGCIC CGGGICGGAG GGGGGACGAT
TCGCCCICCE CCTICGCTCAG GITITACCGEC CGAGAGICCG ACCGCGCGAG GCACGACGAC TCCGALACTC CACCAGCGAG GCLCCAGCCIC CCCCCIGCIA

+1 Met Azn Arg Gly Lew Cys ™ Gly Glu Ala Ala Gly Lew Glu Ser Ser Gly Ser Glu Gly Lea Arg  Trp Arg Pro

101 TTICCCCGCCG CGEGEGGCCCCC AGRAGRATGAR TCGGEGGECTC TGCTIGAGGCE AGGCGGCAGE GCTGGAGAGC AGTGGCAGCE AAGGECTGCG GIGECGICCR
ARGEEGCGEC GCCCCGGGEGG TCICTTACTT AGCCCCCGAG ACGACTCCGC TCCGCCGICC CGACCTICTICG TCACCGICGC TICCCGACGC CACCGCAGGET

+3 Arg Ser Gy

201 CGCAGCGGGA TGIGCGAGAG TTACTCTAGE TCGITGITGR GGGICTICGGT GGCGCAGATC TGCCAGGCGC TGGGCTGGGR CICGGIGCAG CTICAGCGCCT
GCGICGCCCT ACACGCICIC RATGAGATCC AGCRARCALCT CCCAGAGCCA CCGCGICTAG ACGGICCGCG ACCCGACCCT GAGCCACGIC GAGTCGCGGEA

R

a] L — AN TR 45 BB S TAF3IRICDS X, {H 2l THATi g
126-1280/ AATG, HIA4#1152ICDSH 2 — = IR IR

(209-211) . WU HZEREAE—#S, AN HEK, 7] WX
PR T 25 Sk R AN RE R A,  IX R IR PR P A Bk
b1, TREAEMIFRI TR — B E.
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— Word size: 12 £ ! -

Dottup: fasta::493175:NM-027748.3 vs fasta:493175:NM-0Z...

Wed 21 Dec 2011 19:43:05
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RS saivy ey 1538 nepstats(v6.0.1)

PEFPSTATS of NM_O2T7T748. 5_cd=sid NP_0O52024.2 from 1 to 932

Molecular weight = 105114, 55 Eezidue=z = 932

tverage REesidue Weight = 112, 784 Charge = 3T7.0

Izoelectric Foint = 9.81485

L2850 Molar Extinction Coefficient = 82150

A280 Extinction Coefficient lmg/ml = O, 53

Improbability of expresszion in incluszion bodies = Q. 209 qu%ﬂj/g%z@z%
Residue Number Molet Dayhoff5tat NRERT : Lys
&8 = Ala 55 5.801 0. 658 /= s A

B = Asx 0 0. Q00 0. 000 @ @@&119 : Pro
C = Cys= 14 1. G0z . 518

D = A=p O 5. 365 0. 975 H@ﬂ@gillz/\ Glu
E = lu a7 10, 403 1. 735 NN =

F = Fhe 18 1.931 0. 536 BRERIT T

> = 3l 31 3. 328 0. 395 (=
H = His 14 1. 602 0. T51 MR E TS
I = Ile a9 4. 185 0. 930 ﬁ@ﬁ . /\/_@ Jza:
J=-— o 0. OO0 0. 000 =R, ORKRB

E =1L 119 12, Tas 1.935 | . @
S 5 o 5t o 5ed iy ﬁﬁ%@;, fR=
M= Met 21 2. 283 1. 325 VA =/

M= et 21 2. 253 1328 EREN F AR,
vo= © . OO0 . 000 %QI\ EE‘/\\\jjg 8
F = FPzro 112 12,017 2,311

Ih 5 8 SHMEED, SF
R = irg 55 6. 223 1. 270 A~

S = Sex 7T 2. 262 1. 180 J-4EEDNA,

T = Thx 41 4. 3899 0. T21

T=-—— o 21, Qi 0, 2000

W= Wal 57 5. 115 0,927

W = Trp = 0. 8558 0. 680

H = Xaa o 0, Q0 01, Q00

¥ = Twvx 13 1. 395 C.410

£ = xl= o 0, Q0 01, Q00
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Foly dotplot of 493176 .
WORD SIZE : 6 Thu 22 Dec 2011 03:30:08

o1 — No. Langth  Unwca Paints Soywnsa
1 231 14 1020 HW-C2TT4 . o - P18 20242

NH Q277 B S NP DE2 4

NH-02774H, FordnldH P08 e 2




OR=F DX I F 70 A

HCL NANEFPBITAF 3B AR motifiiill.  (PSI BLAST 42R)

1. sp|Q5HZGA|TAFS MOUSE Transcription initiation factor TFIID subuwnit 3 05 Mus muscules GM Taf2 PE 15V 2

W] 2. trlAZASY1|AZASY1 MOUSE TAF3 RNA potymerase || TATA box binding protein (TBP}-associated factor O3 Mus musculus GN Taf3 PE 2 8V 1

W] 3. trlAZASYD|AZASYD MOUSE TAF3 RNA potymerase || TATA box binding protein (TBP}-associated factor O3 Mus musculus GN Taf3 PE 4 8V 1

V|4, r|D3ZPBT|DAZPET RAT RCGESR1E OF Rattus norvegicus GN LOC100380100 PE 4 5V |

W] 5. trlG3IGRANIGIGRAD CRIGR Transcription initiation factor TFIID subunit 3 OF Cricetulus griseus GN 75 000003 PE 4 5V 1

¥]8. trlQ05BLE|Q05BLE MOUSE Taf3 protein (Fragment) 05 Mus musculus GN Taf3 PE 2 SV 1

¥ 7. trlQBBKPE|QBBKPS MOUSE Putative uncharacterzed protein (Fragment) 05 Mus musculus GN Taf3 PE 2 5V 1

V] 8. gilT4747253|sp|Q5VWGS.1[TAFZ HUMAN RecName: Full Transcription intiation factor TFIID subunit 3 AltName: Full 140 kDa TATA box-binding protein-associated factor AltName: Full TBP-associated factor 30
W] 9. gil82075448|sp|Q5F483.1]TAF3 CHICK RecName: Full Transcription initiation factor TFIID subunit 3 AltName: Full TBP-associated factor 3

10, gil 82178517 sp 2EEAWS. 1[TAF2 XEMLA RecMame: Full Transcription initistion factor TFIID subunit 3 AltMame: Full TBP-associated factor 3




PR~ X IR 7 Hr—SMART

SETUP FAQ ABOUT GLOSSARY WHATSNEW FEEDBACK

Domains within Mus musculus protein TAF3_MOUSE (Q5HZG4)

Transcription initiation factor TFID subunit 3
1 100 200

Confidently predicted domains, repeats, motifs and features:

Name Begin End E-value

BTP 3 79 104e-34
low complexity 159 173 -
low complexity 237 253 -
low complexity 306 325 -
low complexity 404 423 -
low complexity 447 461 -
low complexity 487 505 -
coiled coil 519 572 -
coiled coil 611 651 -
coiled coil 692 751 -
low complexity 779 790 -
low complexity 795 821 -
low complexity 826 837 -

PHD 869 015 4.77e-11
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Motifs "

The following motifs were supplied to MAST from "./meme.html" last modified on Wed Dec 21 08:55:48 2011.

Similarity
Motif Width Best possible match 1 2 3
1 41 VT IVIRDEWCNGIWIC CCNE DDGS MIGCODCCDW: W - 023 015
2 50 DETIDDSIDAVIARACARRE D FEFSSGSESECDTETS KRISCSECTT 0,23 - 0.15

3 0 MQV- LEEDDEMEREEVINDENFLOKR LDS EVEEM SMER RLLSTECD 015 0.15

Motif Overview

. 2.0e-268 3 / 4‘ mDQW
Motif 1 10 sites iwsn'VlBDEwm wlc CNK s MI QD Y W
L NE Sl Ly B YR YR 1SR L S A e A
: 5.9e-326 i
Motif 2 10 sites ’Dﬂ
4.4e-271 s :
10 sites y :
i ';'._=___,‘§!_= ;i«-m-'&‘" FEEASnsARTT Y e "é""

L ]




ORSF X IR 73 r—MEME

Motif IRYAZEV{iIm : 853-894, XY¥N/PHD domain, Z5&H3K4me3.

Click on any row to highlight sequence in all motifs.

Name Start p-value Sites |
0i|74747393|sp|QSVWGS.1|TAF3_HUMAN 851 1.13e-60 APVRSVVTET VSTYVIRDEWCNQIWIC GCNK DDGS MIGCDDCDDWY W PCVGIMTAPP
tr|D3ZPB7|D3ZPB7_RAT 851 1.13e-60 APVRSVVTET VSTYVIRDEWCNQIWIC GCNK DDGS MIGCDDCDDWY W PCVGIMAAPP
tr|A2ASYO|A2ASY0_MOUSE 700 1.13e-60 APVRSVVTET VSTYVIRDEWGNQIWIC GCNK DDGS MIGCDDCDDWY W PCVGIMAAPP
tr]A2ASY1|A2ASY1_MOUSE 853 1.13e-60 APVRSVVTET VSTYVIRDEWGNQIWIC GCNK DDGS MIGCDDCDDWY' W PCVGIMAAPP
sp|Q5HZG4|TAF3_MOUSE 853 1.13e-60 APVRSVVTET VST VIRDEWCNQIWIC GCNK DDUS MIGCDDCDDW! W PCVGIMAAPP
Qi|82075449|sp|QS5F489.1|TAF3_CHICK 852 2.51e-59 APVRSVVTET VSTYVIRDEWCNQIWFC GCNK DDOS MIGCDDCDDWY W PCVGITAAPP
gi|82178917|sp|QSEAWS.1|TAF3_XENLA 767 4.18e-59 TPVRSVVTET VSTYVIRDEWCNQIWIC CCNK DDGS MICGCDQCDDWY W PCVGINAAPP
tr|G3GR60|G3GRE0_CRIGR 852 5.30e-59 APVRSVVTET VSTYVIRDEWGNQIWIC GCNK DDGS MIGCDGCDDWY ‘W PCVGLMAAPP
triQ05BL5|Q05BLS_MOUSE 82 3.76e-14 MGVNLHELED YI 'NIE VTF QI SF VSKNNVLQF Q GSKDAEERKDY IPDYLPPIVS
tr|Q8BKP6|Q8BKP6_MOUSE 208 5.18e-13 GSECATPKAS TSSNNFTKSLAT L LSSGTSSSDNSWTMDAS IDEVVRKAK LGAPSNMPPT
Name ;'f::'ﬁ.’i Molif Location
£p| QSHIGA|TAF3_MOUSE 1.13e-60 - —
tr|AZASY1|A2A5Y1_MOUSE 1.13e-60 - =
tr| A2ASYOAZASYO_MOUSE 1.13e-50 | —
trlD3ZPET ID3ZPET_RAT 1.13e-60 - =
tr| GIGRE0| GIGRED_CRIGR 5.308-59 —
tr| IOSELS|QOSELS_MOUSE 3.768-14 - =
tr| QEEKPS| QEEKPS_MOUSE 5.18e-13 —
gil 74747393 ]sp | G5VWGS, 1[TAF3_HUMAN 1.13e-80 - —
il B2075449]sp|Q5F485.1|TAFE_CHICK  2.518-59 /
gilB2178917|sp | Q5SEAWS, 1ITAFI_XENLA 4.18e-59- =3
o 100 200 300 400 500 600 700 800 300




ORSF X IR 73 r—MEME

Motif25 ML S: 384-434 (REIXIER)

Click on any row to highlight sequence in all motifs.

Name Start p-value Sites [7]
tr|Q8BKPE|QBBKPE_MOUSE 244 3.51e-62 EMOPERPVVT DRTIDDSIDAVIARACAFERE D FEFSSGSESECDTFTS KRRISGSECAT PEASTSSNNF
tr|QO5BLS|QDEBLS_MOUSE 384 3.51e-62 EMOPERPVVT DRTIDDSIDAVIARACAFERE D FEFSSGSESECDTFTS KRRISGSECAT PEASTSSNNF
tr|AZASYD|AZASYD_MOUSE 231 3.51e-62 EMOPERFPVVT DRTIDDSIDAVIARACAFERE D FEFSSGSESECGDTFTS KRISGSECAT PRASTSSNNF
tr|AZASY1|AZASY1_MOUSE 384 3.51e-62 EMOQPERFPVVT DRTIDDSIDAVIARACAFERE D FEFSSGSESECDTFTS KRISGSECAT PRASTSSHNF
sp|QSHZG4|TAF3_MOUSE 384 3.51e-62 EMOQFPEKFVVT DRTIDDSIDAVIARACAFERE D FEFSSCSESECDTFTS KRISCSECAT PRASTSSHNFE
tr|D3ZPB7|D3ZPB7_RAT 383 1.95e-61 EMOLEKGVVT DRTIDDSIDAVIARACAFERE D FEFSSGSESECGDTFTS KRISVSECTT PRASTSSHNF
tr|G3GRA0|G3GRE0_CRIGR 383 1.92e-60 EMOQFRERKAVVT DRTIDDSIDAVIARACAFERE D FEFSSGSESEVDTFTS KRISGSECTT PRASTSSHNF
Qi|74747393|sp|Q5VWGO.1|TAF3_HUMAMN 383 1.02e-56 ENQPERAVVA DRTIEASIDAVIARACAERE D FEFSSGSESECGDIFTS KRISG ECTT PRASTSANNFE
gi|82075449|sp|Q5F489.1|TAF3_CHICK 383 6.69e-34 ENQTERELPVV DRTIDDSIDAVIARACAFERE D FEFSSGSESECEIFTS KRLSVSETTA TTPREPSVSTH
gi|82178917|sp|Q5EAWO.1|TAF3_XENLA 311 3.44e-50 EIPSERPSIA DNTIEDSIDAVIARACAREQE D FEFSSCSESECEVFTS KRLNISELTT PEVSASGINE

Name :;?:;ﬁ Motif Location
sp|Q5HZG4|TAF3_MOUSE 3.51e-62 B @
tr|A2ASY1|A2ASY1_MOUSE 3.51e-62 L
tr|AZASYD|A2ASYO_MOUSE 3.51e-62 I
tr|D3ZPB7|D3ZPB7_RAT 1.958-61 L
tr|G3GRE0|G3GRE0_CRIGR 1.92e-60 - 4
tr|QO5BL5|Q05BLS_MOUSE 3.51e-62 . 4
tr| Q8BKPE|Q8BKPE_MOUSE 3.51e-62 I
qi|74747393|sp|Q5VWGO.1|TAF3_HUMAN 1.02e-56 . 4

| —

gi|82075449|sp|Q5F489.1|TAF3_CHICK 6.69e-54
qi|82178917|sp|QSEAWS.1|TAF3_XENLA 3.44e-50 I

' ' ' ' 1 ' ' ' ' | ' ' ' ' | ' ' ' ' 1 ' ' ' ' |
0 100 200 200 400 500




ORSF X IR 73 r—MEME

Motif3X M KL A : 153-203 GREIXER)

Click on any row to highlight sequence in all motifs.

Name Start p-value Sites []
tr|Q8BKP&|Q8BKPE_MOUSE 13 1.25e-60 PTDCGCTSAEA MOV LEEDDEMEEEEVINDENFLCKR LDS EVEEM SMER RLLSTKCD SLDVVLLEAR
tr|QO5SBLS|Q0D5BLS_MOUSE 153 1.25e-60 PTDGGTSAEA MOV LEEDDEMEEEEVINDENFLCGER LDS EVEEM SMER RLLSTRCD SLDVVLLEAR
tr|AZASYO|AZASYD_MOUSE 0 1.25e-60 MQV LEEDDEMEEEEVINDENFLCGKR LDS EVEEM SMEKR RLLSTRCGD SLDVVLLEAR
tr|AZASY1|AZASY1_MOUSE 153 1.25e-60 PTDGGTSAEA MOV LEEDDEMEEEEVINDENFLCKR LDS EVEEM SMER RLLSTRCD SLOVVILLEAR
sp|Q5SHZG4 | TAF3_MOUSE 153 1.25e-60 PTDECTSAEA MOV LEEDDEMEEEEVINDENFLCKR LDS EVEEM SMER RLLSTRKCD SLDVVLLEAR
tr|G3GRE0|G3GRAE0_CRIGR 153 2.24e-60 PTDCGCTSAEA MOV LEEDDEMEEEEVINDENFLCKR LDS EVEEM TMKR RLLSTRCD SLDVVLLEAR
tr|D3ZPB7|D3ZPB7_RAT 153 2.34e-57 PTDGGTSAEA MOV LEEDDELEEEEVINDENFLCGKR LDS EVEEM SMER RLLNSKGD SLDVVLLEAR

gi|74747393|sp|Q5VWGY.1|TAF3_HUMAN 153 2.16e-53 PTDGGTSAER MOV LEEDDELEEEEIINDENFLCKR LDS EAEEL AMKR RLLSTKCD TLDVVLLEAR
gi|82075449|s5p|Q5F489.1|TAF3_CHICK 153 1.62e-40 PTDGGTSAEL MOV LEEECDMEEDEAINDENYLSKR LES DAEEF  MER KLSVSKCD ALDGALEPRE
gi|82178917|sp|QSEAWS.1|TAF3Z_XENLA 84 4.6%9e-36 CGGTSAEAMOV  LEEEEEECEMEDDETVNDENYLSKR LDS ETMEM FAKRIRLMNNKCD ILDGSLEPEE

qi|82178917|sp|Q5EAWS.1|TAF3_XENLA 4.692-36 — I

Name :;?:;ﬁfé

sp|Q5HZG4|TAF3_ MOUSE 1.252-60 .-

tr|AZASY1|AZASY1_MOUSE 1.25e-60 .

tr|A2ASYO|AZASYO_MOUSE 1.25¢-p0 NN

tr|D3ZPB7|D3ZPB7_RAT 2.34e-57 -

tr|G3GRE0|G3GR60_CRIGR 2.24e-60 ..

tr|QOSBL5|Q05BLS_MOUSE 1.25e-60 ..

tr| Q8BKP6|Q8BKPE_MOUSE 1.25¢-0 — NN

ail74747393|5p| Q5VWGO. 1| TAF3_HUMAN 2.16e-53 .

qi|82075449|sp|Q5F489.1|TAF3_CHICK 1.62e-40 .
.

o
0 100 200




RGN s Hr—garnier

G0 T & Q) 100 e

EYSELYGRTDP ILDDVGEAFGLMGYNLHELED Y IHN IEPVTFPHQIP SFP # Program: garnier
helix # Fundate: Thu 22 Dec 2011 00:0F:53
sheet EE EEEE EE E # Commandline: garnier
turns T TTTIT TT TT TT i e
coil cc C cecc cC C # —zequence 493175
110 . l2o . 130 . 140 . 180 4 —outfile 493230
VSENNVLGFPQPGSEDAEEREDY IPDYLPP IVSSQEEEEEEQVPTDGGTS # Report format: tagseq
helix HHHHH HHHHHHHHH # Report_file: 493230
sheet EEE E EEE B L L 3 B
turns T TIT TIT TT T TT
coil € ©  COCCCC Cooe Cooe #
. 160 . 170 . 180 . 190 . 200 #
AEAMIVPLEEDDENMEEEEV INDENFLGERPLD SPEVEENE SMERPRELL ST # Sequence: NM_027748.3_cdsid_NFP_0S2024. 2 from: 1 to: 932
helix HHHHHHHHHHHHHHHHHHHHHHEE HHHHHHHHHHHY # HitCount: 226
sheet EE # _ B
s TTTT T i DCH =0, DCS =0
coll CCCree - # Pleaze cite:
20 . 220 . 230 . 240 . 280y gapier. Osguthorpe and Robson (1978) J. Mol. Biol. 120:97-120
EGDSLDVYLLEAREPL S SINPQETPPVL SPYRVODEADLAPE SPQPFMLA "
helix HHHHHHH "
sheet EEEE EEEEEEEEEEE EEEE #
turns TIT TIT TIT T T T
coil C ocooCc Coo CCCC . o . 2o . 30 . 40 . £
. 2A0 LT . 280 LoEan L E00n MCESTSRSLLEVSVAQ TCQALGWD SVOL SACHLL TDVLARYLOQLGRGCH
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# _______________________________________

#

# Eezidue total=z: H:G88 E:176 T:178 22180
# percent: H: 42,4 E: 19,2 T: 19,4 C: 20,7
#

# _______________________________________

# _______________________________________

EANE AR helixi %, EFHINEAXTE D, TMFE510~75040 1]
g %2, H IS N R LS L beta sheet [l X 385 39~44, 229~239,
327~332, 382~392, 675~681, 762~770, 776~782, 804~812,

820~828, 8487862,
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Interpro: [+/]

Interpro Scan has finished. Heye are the results:
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] O

o
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SSFq7113:

SE

IFRO11011:
S5F57903:

Zinc finger, PHD-type, Domain
869 - 917 PHED

Zinc finger, PHD-type, Domain
870 - 914 ZF PHD 1
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ZF_PHD 2
Bromadomain transcription factor, D

3 - 79 Bromo IP

: Histone-fold, Domain
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R EBVHEFEEEBRI (105K) , BMEGARHI TR,

Soecxes /Abbrv

sp|QSHZG4 ITAF3 MOUSE Transcription initiation factor TFIID

tr|A2ASY1|A2ASY1 MOUSE TAF3 RNA polymerase II TATA box bindMBHl

. _Ttr|A2ASYO|AZASY0 MOUSE TAF3 RNA polymerase II TATA box bind

. triD3ZPB7ID3ZPB7 RAT RCGSS5816 OS Rattus norvegicus GN LOC10 .

. tr|IG3GREOIG3GRED CRIGR Transcription initiation facteor TFII

ILLIleA= v Lilive I I
BooBvBva0:80~-80 lvlL.A..LLl.VL. 33 |

¥ L
@ l I = Bvi-HE BB [
vENEYENE VBV 8:E0:08 IVILIAIILLllvnII!LIILIIIIIIilILiIllIIILIIVIInrleIVILlILIl!xIIIIIVIFI

. tr|O8BKP6|Q8BKPEé MOUSE Putative uncharacterized protein (Fr

. gi174747393|spIQSVWGS.1|TAF3S HUMAN RecName: Full Transcript

gi|B82075449|sp|QSF489.1|TAF3S CHICK RecName: Full Transcript

2
3
4
s
6. tr|QOSBLS|QOSBLS MOUSE Taf3 protein (Fragment) OS Mus muscu
7
B
9L
1

0. gil82178917Isp|QSEAWS.1|TAF3 XENLA RecName: Full Transcrip!

ulllglllLlelvalIIIALl BvEoEABHo BB BN B0 SNECHNCEN . CENENN: - HE IIAFILMIVILIILIIEIIIIIIVIil
L[ B0 1L BRA B BB Bd.1 EOA L [ 4 g BUCL DA | Bd | P3[4 | [ 1] IILilIlIlrLIIVIIAFILHIVILIIL Iv Fa
———————————————————————————————————————————————————————————————————————— HleIIILlllxllIl vzl

DEXIKEML, URERW N :

RN
(WESE3 537

57.07

42.40 17.22 25.08
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W ZZthree-prime U741 (HLSEHL 2 Zn P LX) -

OIWICPECHNEPDDGESPMIGCDDCDDWYHWECVEIMAR PPEEMOWFCPECANETIEEDEEHEEREEHEAH
OIWICPECHNEPDDGESPMIGCDDCDDWYHWECVEIMAR PPEEMOWFCPECANETIEEDEEHEEREEHEAH
OIWICPECHNEPDDGESPMIGCDDCDDWYHWECVEIMAR PPEEMOWFCPECANEIEEDEEHEREEEHEAH
OIWICPECHNEPDDGESPMIGCDDCDDWYHWECVEIMARPPEEMOWFCPECANEIEEDEEHEREEHEAH
QIWICPECHNEFPFDDESPMIGCDGECDDWYHRW ECVELHMAR PPEEMOW FCARECAEIEFDEEHEEREHRAH -

OIWICPECHNEPDDGESPMIGCDDCDDWYHWPCVGIMTAPPEEMOW FCPECANEEREEDEFHEEREHERAH -
OIWFCPECHNEPDDGESPMIGCDDCDDWYHW EPCVGITARPPEEMOW FCSECANEEEDEFHEEREHERAH -
QIWICPGECHNEPDDGESPMIGCD O CDDWYHW ECVGEINARPPEDEQW FCTECESEEEDEEQEEREHELH -

A WL lizna ) CH HAR & IR 51 /Y
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5 8§ & 8 ¥ g 8 g 8 8 2 5 4 § 3§
@ oo © @ @ (oo @ @ @ ()] ()] a ()] )] (2}
* * *k* X * * * * *
Hs. TAF3 -YV IRDEWGNQIW ICPGCNKPDD -GSPMIGCDD --C--DDWYH WPCVGIMT-- A--PPEEMQW FCPK-CANK-K KDKKHKKRKH RAH-
Mm. TAF3 -YV IRDEWGNQIW ICPGCNKPDD -GSPMIGCDD --C--DDWYH WPCVGIMA-- A--PPEEMQW FCPK-CANKIK KDKKHKKRKH RAH- #
Gg. TAF3 -YV IRDEWGNQIW FCPGCNKPDD -GSPMIGCDD --C--DDWYH WPCVGITA-- A--PPEEMQW FCSK-CANK-K KDKKHKKRKH RAH-
X1. TAF3 =YV TIRDEWGNQIW ICPGCNKPDD -GSPMIGCDQ --C--DDWYH WPCVGINA-- A--PPEDEQW FCTK-CESK-K KDKKQKKRKH KAH-
Dr. TAF3 -YV IRDAWGNQIW ICPGCNKADD -GSPMIGCDE --C--DDWYH WPCVGLLA-- A--PPEDQSW FCIK-CAGK-K KDKKTKKRKR KAH-
Md. TAF3 -YV IRDEWGNQIW ICPGCNKPDD -GSPMIGCDD --C--DDWYH WPCVGLMA-- A--PPEEMQW FCPM-CANK-K KDKKHKKRKH RAH-
Dm. TAF3 -YV --DAEGNRIW ICPACGKVDE -GSAMIGCDG --C--DAWYH WICVGITF-- A--PKDNDDW FCRV-CVTKKR IHGSEKKKRR NKKK
Hs. BPTF --- GPLGSDTKLY -C-ICKTPYD ESKFYIGCDR --C--QONWYH GRCVGILQSE AELI---DEY VCPQ-CQSTED A--------- o 5%
Mm. ING2 GSE FAIDPNEPTY -C-LCNQVS- -YGEMIGCDN EQCPIE-WFH FSCVSLTY-- K--PK--GKW YCPK-CRGDNE --=--===--- -
Sc. YNG1 Do e e e e Y -C-FCRNVS- -YGPMVACDN PACPFE-WFH YGCVGLKQ-- A--PK--GKW YCSKDCK---- ---------- i
= - loop L1 mmp — = loop L2 [=-__..
BA BB p1 pz ol 02
conseneus: --—- —————=——=- 7, SO . (RS o7, RN, SRR Pl e e W B o memmn -
l..?.ll zn2+ + -'-?-lt Zn2+ T

Structural Insight into the Recognition of the H3K4me3 Mark
by the TFIID Subunit TAF3. Cell Structure 16, 1245-1256,
August 6, 2008
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o TAFEEH &5t

MPDBHZRTAF3, L HE=ZNARELERGFHBNIER: fEprotein model
portalH 482X Q5HZG4, 1527 %Identityf = ) N2K16 (RS N46%) o W]
ek R 5PDBIHE R &S R —3K

<=

ID Name Length Organism
2K16 | Solution structure of the free
) 75 Mouse
TAF3 PHD domain
2K17 | Solution structure of the TAF3 | H3K4me3 peptide 13
PHD domain in complex with a | Transcription initiation factor TFIID | 75 Mouse

H3K4me3 peptide subunit 3
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o TAFEEH &5t

MPDBHZRTAF3, L HE=ZNARELERGFHBNIER: fEprotein model
portalH 482X Q5HZG4, 1527 %Identityf = ) N2K16 (RS N46%) o W]
ek R 5PDBIHE R &S R —3K

<=

ID Name Length Organism
2K16 | Solution structure of the free
) 75 Mouse
TAF3 PHD domain
2K17 | Solution structure of the TAF3 | H3K4me3 peptide 13
PHD domain in complex with a | Transcription initiation factor TFIID | 75 Mouse

H3K4me3 peptide subunit 3




PROTEIN

PMP | Query Result:

Summary: o

Domain annotation: [ InterPro ] #
s PHD »

] Bromo_TF &

Colors: Quenrl Sequencel Structuresl Models | Domains |

| Start analysis of structural variability | 0 | Deselect All |

Q5HZG4 » TAF3_MOUSE ; Transcription initiation factor TFIID subunit 3; 140 kDa TATA
box-binding protein-associated factor; TBP-associated factor 3; Transcription
initiation factor TFIID 140 kDa subunit; TAF(II)140; Short=TAF140;
Short=TAFII-140; Short=TAFII140; Mus musculus (Mouse).
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Model Rel. Provider Type Templates %Seqid from to Sel.
[Show] & MODBASE sC 2k16A -~ 02% 851 924 [
[Show] ¢ MODBASE SC leSwA » 45% 700 747 ]
[Show] 7 MODBASE s5C 2fuiA » 41% 8564 914 [
[Show] 7 MCODBASE 5C 1weOA » 38% 870 917 [
[Show] 7 MCODBASE s5C 1A 2 37 % 871 9831 ]
[Show] 7 MCODBASE s5C 1wWoOrA » 32% 618 744 o
[Show] & = MCODBASE sC 1clgA = 17% 51a 747 ]
[Show] & | MODBASE SC 1fpoA » 16% 861 930 O]
[Show] & | MODBASE SC 1g8xA » 11% 511 747 [
[Show] & MODBASE SC ldeqC » 11% 511 751 ]
[Show] &~ MODBASE s5C 2iw3A - 10% 723 9830 [
[Show] & MODBASE 5C 1xf1A » 9% 197 570 [
[Show] & = MCODBASE s5C 1yviA » 8% 372 46 ]
[Show] & MCODBASE s5C icii » 8% 511 752 o
[Show] & = MCODBASE sC 1vaodB - 8% 420 748 ]
Experimental Structures:
PDB Title 0pSeq Id from - to Sel.
Solution structure of the TAF3 PHD
2k17 » domain in complex with 2 H3K4me3 100 857-924 [l
peptide
Jkle » Solution structure of the free TAF3 PHD 100 857-974 1

domain
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3DE I HM 7 Hr—spdbv

fEspdb viewer DNR2K1745%0, W NEPI

CYS8 \
praapuent. 5896

c293] 38/‘ZN94O
' YS885

’l, 1 VOTS

PiE_ AR TNEBRNZINE S, & NOBERESENPEE FRY
H3K4me3 peptide, EHFRBINTAFIID subunit 3, Cys§5His5ZnE&1E
ANZnI845H0, 4kMMbindingfEZ N/5HIH3K4me3 peptide L,
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Cell Structure 16, 1245-1256, August 6, 2008
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PHD5H3K4Ame3l&ES X9 :
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PHD5H3K4mMe3xEES X9, :

Cell Structure 16, 1245-1256,
August 6, 2008
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