}Jl;l iprotKB Entry name |organism nfualllne oglcnacscore joglcnac sites phosphorylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion ::
070305 IATX2_MOUSE [Mus Ataxin- [56.21947 T186;S187;S189;T635;5738;S745;S [S218;5219;S362;S435;S477;5523;S [22517741;22645316;34887587;408 [MRSSTAAVQRPAAGDPEPRRPAGW |False False 3.709 [3.453 [2.12 1.
musculus 2 778;T852;T858 593;5611;S653;S697;T710;S741;S7 |85482;27669760;36852467;362883 |AARRSLPRTARRGGRGGAVAYPSAG

53;5827;5828;5832;5836;5838;S85
9;5860

43;35822049;40021952;28528544

PPPRGPGAPPRGPRSPPCASDCFGS
NGHGASRPGSRRLLGVCGPPRPFVV
VLLALAPAATPARACPPGVRASPPRS
GVSSSARPAPGCPRPACEPVYGPLT
MSLKPQPQPPAPATGRKPGGGLLSS
PGAAPASAAVTSASVVPAPAAPVASS
SAAAGGGRPGLGRGRNSSKGLPQPT
ISFDGIYANVRMVHILTSVVGSKCEV
QVKNGGIYEGVFKTYSPKCDLVLDA
AHEKSTESSSGPKREEIMESVLFKCS
DFVVVQFKDTDSSYARRDAFTDSAL
SAKVNGEHKEKDLEPWDAGELTAS
EELELENDVSNGWDPNDMFRYNEE
NYGVVSTYDSSLSSYTVPLERDNSEE
FLKREARANQLAEEIESSAQYKARVA
LENDDRSEEEKYTAVQRNCSDREG
HGPNTRDNKYIPPGQRNREVLSWG
SGRQSSPRMGQPGPGSMPSRAASH
TSDFNPNAGSDQRVVNGGVPWPSP
CPSHSSRPPSRYQSGPNSLPPRAAT
HTRPPSRPPSRPSRPPSHPSAHGSPA
PVSTMPKRMSSEGPPRMSPKAQRH
PRNHRVSAGRGSMSSGLEFVSHNP
PSEAAAPPVARTSPAGGTWSSVVSG
'VPRLSPKTHRPRSPRQSSIGNSPSGP
VLASPQAGIIPAEAVSMPVPAASPTP
IASPASNRALTPSIEAKDSRLQDQRQ
NSPAGSKENVKASETSPSFSKADNK
GMSPVVSEHRKQIDDLKKFKNDFRL
QPSSTSESMDQLLSKNREGEKSRDL
IKDKTEASAKDSFIDSSSSSSNCTSG
SSKTNSPSISPSMLSNAEHKRGPEV
TSQGVQTSSPACKQEKDDREEKKDT
TEQVRKSTLNPNAKEFNPRSFSQPK
PSTTPTSPRPQAQPSPSMVGHQQPA
PVYTQPVCFAPNMMYPVPVSPGVQP
LYPIPMTPMPVNQAKTYRAGKVPNM
PQQRQDQHHQSTMMHPASAAGPPI
'VATPPAYSTQYVAYSPQQFPNQPLVQ
HVPHYQSQHPHVYSPVIQGNARMM
IAPPAHAQPGLVSSSAAQFGAHEQTH
IAMYACPKLPYNKETSPSFYFAISTGS
LAQQYAHPNAALHPHTPHPQPSATP
TGQQQSQHGGSHPAPSPVQHHQHQ
IAAQALHLASPQQQSAIYHAGLAPTPP
SMTPASNTQSPQSSFPAAQQTVFTI
HPSHVQPAYTTPPHMAHVPQAHVQ
SGMVPSHPTAHAPMMLMTTQPPGP
KAALAQSALQPIPVSTTAHFPYMTHP
SVQAHHQQQL




