
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion

Q8TCU4 ALMS1_HUMAN Homo
sapiens

Centrosome-
associated
protein
ALMS1

17.821845 S495;S504;S508;S809;T848;T850;S
855;S906;S951;T1110;T1136;T1142;
S1143;S1236;T1242;S1266;S1269;T
1275;T1276;T1282;S1283;T1284;S1
300;S1303;S1361;S1364;T1370;T13
71;T1373;S1503;T1512;T1513;S155
1;T1560;S1645;S1662;S1708;S1786
;T1796;S1799;T1802;S1805;S1807;
T2553;T2613

S464;S1189;S2143;S2466;S2632;S2
805

38665916;34019948;33214551;393
02247;31373491;31492838;303791
71;30059200;39531497;40307207;3
0620550;35132862;40136647;2935
1928;38253038;35254053

MEPEDLPWPGELEEEEEEEEEEEEE
EEEAAAAAAANVDDVVVVEEVEEEA
GRELDSDSHYGPQHLESIDDEEDEE
AKAWLQAHPGRILPPLSPPQHRYSE
GERTSLEKIVPLTCHVWQQIVYQGN
SRTQISDTNVVCLETTAQRGSGDDQ
KTESWHCLPQEMDSSQTLDTSQTR
FNVRTEDTEVTDFPSLEEGILTQSEN
QVKEPNRDLFCSPLLVIQDSFASPDL
PLLTCLTQDQEFAPDSLFHQSELSFA
PLRGIPDKSEDTEWSSRPSEVSEALF
QATAEVASDLASSRFSVSQHPLIGST
AVGSQCPFLPSEQGNNEETISSVDE
LKIPKDCDRYDDLCSYMSWKTRKDT
QWPENNLADKDQVSVATSFDITDEN
IATKRSDHFDAARSYGQYWTQEDSS
KQAETYLTKGLQGKVESDVITLDGL
NENAVVCSERVAELQRKPTRESEYH
SSDLRMLRMSPDTVPKAPKHLKAG
DTSKGGIAKVTQSNLKSGITTTPVDS
DIGSHLSLSLEDLSQLAVSSPLETTT
GQHTDTLNQKTLADTHLTEETLKVT
AIPEPADQKTATPTVLSSSHSHRGKP
SIFYQQGLPDSHLTEEALKVSAAPGL
ADQTTGMSTLTSTSYSHREKPGTFY
QQELPESNLTEEPLEVSAAPGPVEQ
KTGIPTVSSTSHSHVEDLLFFYRQTL
PDGHLTDQALKVSAVSGPADQKTGT
ATVLSTPHSHREKPGIFYQQEFADS
HQTEETLTKVSATPGPADQKTEIPAV
QSSSYSQREKPSILYPQDLADSHLPE
EGLKVSAVAGPADQKTGLPTVPSSAY
SHREKLLVFYQQALLDSHLPEEALK
VSAVSGPADGKTGTPAVTSTSSASSS
LGEKPSAFYQQTLPNSHLTEEALKV
SIVPGPGDQKTGIPSAPSSFYSHREK
PIIFSQQTLPDFLFPEEALKVSAVSVL
AAQKTGTPTVSSNSHSHSEKSSVFY
QQELPDSDLPRESLKMSAIPGLTDQ
KTVPTPTVPSGSFSHREKPSIFYQQE
WPDSYATEKALKVSTGPGPADQKTEI
PAVQSSSYPQREKPSVLYPQVLSDSH
LPEESLKVSAFPGPADQMTDTPAVP
STFYSQREKPGIFYQQTLPESHLPKE
ALKISVAPGLADQKTGTPTVTSTSYS
QHREKPSIFHQQALPGTHIPEEAQK
VSAVTGPGNQKTWIPRVLSTFYSQR
EKPGIFYQQTLPGSHIPEEAQKVSPV
LGPADQKTGTPTPTSASYSHTEKPGI
FYQQVLPDNHPTEEALKISVASEPVD
QTTGTPAVTSTSYSQYREKPSIFYQQ
SLPSSHLTEEAKNVSAVPGPADQKT
VIPILPSTFYSHTEKPGVFYQQVLPHS
HPTEEALKISVASEPVDQTTGTPTVT
STSYSQHTEKPSIFYQQSLPGSHLTE
EAKNVSAVPGPGDRKTGIPTLPSTFY
SHTEKPGSFYQQVLPHSHLPEEALE
VSVAPGPVDQTIGTPTVTSPSSSFGE
KPIVIYKQAFPEGHLPEESLKVSVAP
GPVGQTTGAPTITSPSYSQHRAKSGS
FYQLALLGSQIPEEALRVSSAPGPAD
QTTGIPTITSTSYSFGEKPIVNYKQAF
PDGHLPEEALKVSIVSGPTEKKTDIP
AGPLGSSALGEKPITFYRQALLDSPL
NKEVVKVSAAPGPADQKTETLPVHS
TSYSNRGKPVIFYQQTLSDSHLPEEA
LKVPPVPGPDAQKTETPSVSSSLYSY
REKPIVFYQQALPDSELTQEALKVSA
VPQPADQKTGLSTVTSSFYSHTEKP
NISYQQELPDSHLTEEALKVSNVPGP
ADQKTGVSTVTSTSYSHREKPIVSYQ
RELPHFTEAGLKILRVPGPADQKTGI
NILPSNSYPQREHSVISYEQELPDLT
EVTLKAIGVPGPADQKTGIQIASSSSY
SNREKASIFHQQELPDVTEEALNVF
VVPGQGDRKTEIPTVPLSYYSRREKP
SVISQQELPDSHLTEEALKVSPVSIPA
EQKTGIPIGLSSSYSHSHKEKLKISTV
HIPDDQKTEFPAATLSSYSQIEKPKIS
TVIGPNDQKTPSQTAFHSSYSQTVKP

True False 4.424 4.666 4.0



0
NILFQQQLPDRDQSKGILKISAVPEL
TDVNTGKPVSLSSSYFHREKSNIFSP
QELPGSHVTEDVLKVSTIPGPAGQKT
VLPTALPSSFSHREKPDIFYQKDLPD
RHLTEDALKISSALGQADQITGLQTV
PSGTYSHGENHKLVSEHVQRLIDNL
NSSDSSVSSNNVLLNSQADDRVVIN
KPESAGFRDVGSEEIQDAENSAKTL
KEIRTLLMEAENMALKRCNFPAPLA
RFRDISDISFIQSKKVVCFKEPSSTGV
SNGDLLHRQPFTEESPSSRCIQKDIG
TQTNLKCRRGIENWEFISSTTVRSPL
QEAESKVSMALEETLRQYQAAKSVM
RSEPEGCSGTIGNKIIIPMMTVIKSDS
SSDASDGNGSCSWDSNLPESLESVS
DVLLNFFPYVSPKTSITDSREEEGVS
ESEDGGGSSVDSLAAHVKNLLQCES
SLNHAKEILRNAEEEESRVRAHAWN
MKFNLAHDCGYSISELNEDDRRKVE
EIKAELFGHGRTTDLSKGLQSPRGM
GCKPEAVCSHIIIESHEKGCFRTLTS
EHPQLDRHPCAFRSAGPSEMTRGR
QNPSSCRAKHVNLSASLDQNNSHF
KVWNSLQLKSHSPFQNFIPDEFKIS
KGLRMPFDEKMDPWLSELVEPAFV
PPKEVDFHSSSQMPSPEPMKKFTTS
ITFSSHRHSKCISNSSVVKVGVTEGS
QCTGASVGVFNSHFTEEQNPPRDLK
QKTSSPSSFKMHSNSQDKEVTILAE
GRRQSQKLPVDFERSFQEEKPLERS
DFTGSHSEPSTRANCSNFKEIQISD
NHTLISMGRPSSTLGVNRSSSRLGV
KEKNVTITPDLPSCIFLEQRELFEQS
KAPRADDHVRKHHSPSPQHQDYVA
PDLPSCIFLEQRELFEQCKAPYVDHQ
MRENHSPLPQGQDSIASDLPSPISLE
QCQSKAPGVDDQMNKHHFPLPQGQ
DCVVEKNNQHKPKSHISNINVEAKF
NTVVSQSAPNHCTLAASASTPPSNR
KALSCVHITLCPKTSSKLDSGTLDER
FHSLDAASKARMNSEFNFDLHTVSS
RSLEPTSKLLTSKPVAQDQESLGFLG
PKSSLDFQVVQPSLPDSNTITQDLKT
IPSQNSQIVTSRQIQVNISDFEGHSN
PEGTPVFADRLPEKMKTPLSAFSEKL
SSDAVTQITTESPEKTLFSSEIFINAE
DRGHEIIEPGNQKLRKAPVKFASSSS
VQQVTFSRGTDGQPLLLPYKPSGST
KMYYVPQLRQIPPSPDSKSDTTVESS
HSGSNDAIAPDFPAQVLGTRDDDLS
ATVNIKHKEGIYSKRVVTKASLPVGE
KPLQNENADASVQVLITGDENLSDK
KQQEIHSTRAVTEAAQAKEKESLQK
DTADSSAAAAAEHSAQVGDPEMKN
LPDTKAITQKEEIHRKKTVPEEAWPN
NKESLQINIEESECHSEFENTTRSVF
RSAKFYIHHPVHLPSDQDICHESLG
KSVFMRHSWKDFFQHHPDKHREH
MCLPLPYQNMDKTKTDYTRIKSLSI
NVNLGNKEVMDTTKSQVRDYPKHN
GQISDPQRDQKVTPEQTTQHTVSLN
ELWNKYRERQRQQRQPELGDRKEL
SLVDRLDRLAKILQNPITHSLQVSES
THDDSRGERSVKEWSGRQQQRNKL
QKKKRFKSLEKSHKNTGELKKSKVL
SHHRAGRSNQIKIEQIKFDKYILSKQ
PGFNYISNTSSDCRPSEESELLTDTT
TNILSGTTSTVESDILTQTDREVALH
ERSSSVSTIDTARLIQAFGHERVCLS
PRRIKLYSSITNQQRRYLEKRSKHSK
KVLNTGHPLVTSEHTRRRHIQVANH
VISSDSISSSASSFLSSNSTFCNKQN
VHMLNKGIQAGNLEIVNGAKKHTR
DVGITFPTPSSSEAKLEENSDVTSWS
EEKREEKMLFTGYPEDRKLKKNKK
NSHEGVSWFVPVENVESRSKKENV
PNTCGPGISWFEPITKTRPWREPLRE
QNCQGQHLDGRGYLAGPGREAGRD
LLRPFVRATLQESLQFHRPDFISRSG
ERIKRLKLIVQERKLQSMLQTERDAL
FNIDRERQGHQNRMCPLPKRVFLAI
QKNKPISKKEMIQRSKRIYEQLPEVQ
KKREEEKRKSEYKSYRLRAQLYKKR



VTNQLLGRKVPWD


