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	E: Experimentally determined
PS: Predicted by sequence similarity
PO: Predicted by analysis other than seq. similarity
PK: Predicted by BioKnowledgeTM Transfer by Proteome, Inc. 



	


	CDC28
	Interactions


	

	Associations 

· Cak1p (8752211 E) 

· Cdc6p (8930895 E, 10512865 E) 

· Cdc6p Cks1p Clb2p (affinity column, 12960422 E) 

· Cdc6p Clb2p (coippt, 15496876 E) 

· Cks1p (coippt, high-throughput 2-hybrid, 2664468 E, 10997903 E, 10655498 E, 11283351 E) 

· Cks1p Clb2p Dbp1p Ded1p Sic1p Slm1p Ssa1p Ssb1p Sup35p Tef1p Yll054p (11160944 E) 

· Cla4p (11134337 E) 

· Clb1p (8455600 E) 

· Clb2p (coippt, copurification, 1849457 E, 1989884 E, 10206189 E, 11014197 E, 15200949 E) 

· Clb2p Swe1p (coippt, copurification, 16096060 E) 

· Clb3p (coippt, copurification, 8455600 E, 10206189 E, 15200949 E) 

· Clb4p (8455600 E) 

· Clb5p (copurification, 15200949 E, 8253070 PO) 

· Clb6p (8253070 PO) 

· Cln1p Far1p (coippt, 8395009 E) 

· Cln2p (coippt, copurification, 2142620 E, 15200949 E, 16200502 E, see 9123966, see 1989884) 

· Cln2p Far1p (coippt, 8395009 E, 8066461 E) 

· Cln2p Grr1p (coippt, 12052857 E) 

· Cln3p (coippt, 1316273 E, 12024050 E, 16200502 E, see 9123966) 

· Cln3p Far1p (coippt, 8395009 E, 8066461 E) 

· Cln3p Whi3p (coippt, 14685274 E) 

· Hsl1p (9169874 E) 

· Kar9p (2-hybrid, 12554645 E) 

· Mpt5p (9154842 E) 

· Orc1p Orc2p Orc3p Orc4p Orc5p Orc6p (coippt, 11572976 E) 

· Pho2p (10884387 E) 

· Sic1p (coippt, 8421781 E, see 8614808) 



Complexes 

· Cln2p-associated complex (4 members): Atp3p Cln2p Ecm10p (11805837 E) 

· Cks1p-associated complex (10 members): Bur2p Cks1p Clb2p Clb3p Clb5p Cln1p Hyp2p Ydr170p Yer138p (11805837 E) 

· Cdh1p-associated complex (7 members): Cct2p Cct3p Cdh1p Clb2p Nap1p Ubp15p (11805837 E) 

· Fkh1p-associated complex (27 members): Ceg1p Cka1p Cka2p Ckb1p Ckb2p Fkh1p Fyv8p Gcd2p Gcd7p Gcn3p Hhf1p Htb1p Mbp1p Mgm101p Mph1p Net1p Nop1p Rrp1p Sec2p Sin3p Sui2p Sui3p Ubp12p Ure2p Ygr017p Ymr144p (11805837 E) 

· Cyclin cyclin-dependent protein kinase: Cks1p Clb1p (see 8507488) 

· Cyclin cyclin-dependent protein kinase: Cks1p Clb2p (see 8507488) 

· Cyclin cyclin-dependent protein kinase: Cks1p Clb3p (see 8507488) 

· Cdc28p-associated complex (10 members): Cks1p Clb3p Cln1p Cln2p Dal7p Pca1p Sic1p Srl3p Ypl014p (11805826 E) 

· Cyclin cyclin-dependent protein kinase: Cks1p Clb4p (see 8507488) 

· Cyclin cyclin-dependent protein kinase: Cks1p Clb5p (8253070 E, see 8319908) 

· Cyclin cyclin-dependent protein kinase: Cks1p Clb6p (8253070 E, see 8319908) 

· Cyclin cyclin-dependent protein kinase: Cks1p Cln1p (see 8262069) 

· Cln1p-associated complex (4 members): Cks1p Cln1p Pgm2p (11805837 E) 

· Cyclin cyclin-dependent protein kinase: Cks1p Cln2p (see 8262069) 

· Cyclin cyclin-dependent protein kinase: Cks1p Cln3p (see 8262069) 

· Clb2p-associated complex (2 members): Clb2p (11805837 E) 

· S-phase promoting factor (SPF): Clb5p (see 9251036) 

· Cyclin cyclin-dependent protein kinase: Cln1p Far1p (8395009 E) 

· Cyclin cyclin-dependent protein kinase: Cln2p Far1p (8395009 E) 

· Cyclin cyclin-dependent protein kinase: Cln3p Far1p (8395009 E) 

· Cdc28p-associated complex (6 members): Clu1p Gsy1p Met10p Rpn1p Tcp1p (11805837 E) 



Synthetic Lethals 

· ASK1 (12695666 E) 

· CAK1 (8752211 E) 

· CDC23 (10716708 E) 

· CDC37 (12111552 E) 

· CDC7 (9296388 E) 

· CLB2 (11694591 E, see 7621825) 

· ELM1 (7498768 E, 10725226 E) 

· ELM2 (7498768 E) 

· ELM3 (7498768 E) 

· HSF1 (9296388 E) 

· HSL1 (10848588 E) 

· MCD1 (10654086 E) 

· RPN12 (7621825 E) 

· RPO21 (8246887 E) 

· RPT2 (8247132 E) 

· SIT4 (1848673 E) 

· SLT2 (9296388 E) 

· SRP1 (7644471 E) 

· SWM1 (15911580 E) 

· TAF1 (9288741 E) 

· YDJ1 (9296388 E) 




	HSF1   
	Heat shock factor 1, a transcription factor that binds to the heat shock DNA element at both normal and elevated temperatures, plays a role in PSI+ prion de novo formation and strain determination


	

	  Gene Symbol/Synonyms 
HSF1; EXA3; MAS3; G3257; YGL073W [details]

Tools
Gene Families 



	Sequence Information
	
	ChrVII:368756 to 371257 | ORF Map | GBrowse 





	  Last Update
	
	Coordinates: 2004-07-20 | Sequence: 1996-07-31 
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	  Length (a.a.)
	
	833

	  Molecular Weight (Da)
	
	93,281

	  Isoelectric Point (pI)
	
	5.14
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	Heat shock factor protein (HSF) (Heat shock transcription factor) (HSTF)
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	Saccharomyces cerevisiae (Baker's yeast)
	PIRSF002593
	297
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	Protein Name=>Heat shock transcription; Organism Name=>yeast; PIRSF Name=>heat
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scHSF1.pro

ORIGIN      

        1 mnnaantgtt nesnvsdapr ieplpslndd diekilqpnd ifttdrtdas ttsstaiedi

       61 inpsldpqsa aspvpsssff hdsrkpstst hlvrrgtplg iyqtnlyghn srentnpnst

      121 llsskllahp pvpygqnpdl lqhavyraqp ssgttnaqpr qttrryqshk srpafvnklw

      181 smlnddsntk liqwaedgks fivtnreefv hqilpkyfkh snfasfvrql nmygwhkvqd

      241 vksgsiqsss ddkwqfenen firgredlle kiirqkgssn nhnspsgngn pangsnipld

      301 naagsnnsnn nisssnsffn nghllqgktl rlmneanlgd kndvtailge leqikynqia

      361 iskdllrink dnellwqenm marerhrtqq qalekmfrfl tsivphldpk mimdglgdpk

      421 vnneklnsan niglnrdntg tidelksnds finddrnsft nattnarnnm spnnddnsid

      481 tastnttnrk knideniknn ndiindiifn tnlannlsny nsnnnagspi rpykqryllk

      541 nransstsse npsltpfdie snndrkisei pfddeeeeet dfrpftsrdp nnqtsentfd

      601 pnrftmlsdd dlkkdshtnd nkhnesdlfw dnvhrnideq darlqnlenm vhilspgypn

      661 ksfnnktsst ntnsnmesav nvnspgfnlq dyltgesnsp nsvhsvpsng sgstplpmpn

      721 dndtehasts vnqgengsgl tpfltvddht lndnntsegs trvspdikfs atentkvsdn

      781 lpsfndhsys tqadtapena kkrfveeipe paiveiqdpt eyndhrlpkr akk
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