UniprotKB . . . . . . . lendoplasmic [golgi plasma
D Entry name organism full name |oglcnacscore |oglcnac sites phosphorylation sites PMIDS [sequence intracellular extracellular|cytosol nucleus mitochndrion reticulum |apparatus membrane
Q8K4E0 IALMS1_MOUSE Mus Centrosome-|24.992371 T750;T1030;T2291(S401;51305;S1623;S1788;S1916;S1 |36852467  MEPEDLPWPDELEEEEEEEEEEGEE |False False 3.663 (3.379 [1.427 1.304 0.973 1.498
musculus |associated 958 EEGKKEVENASAAATEEALTSEESG
protein RLEEFEEAGPDLDFNYESQRQESSD
ALMS1 EEEDELAKAWLQAHPDRPGSAFSLP

PPTPPPPPPPLSPRLRYTPVEHLGKT
EVVPLTCRVWQQSSYQDNSRAQFS
NSSTMLLETGVRWGSEEDQRTESW
HCLPQERDSSQTLAMSQTEIGRVEG
TEVPDLPSQEGGLPAQSQCPGKKPK
LNVLCSPLLVIQDNFAAPDLPLLTCL
IQDQEEVEPDSLFQQSELEFAPLRGI
PDKSEDSEWLARPSEVSEALIQATSE
TSSDLANSCFSISQHPLTEGLQGKAE
SGVLTRCGDAKYSSLYENLGAQSERI
AVLQREVGCSNLGISQASPSSLPSFV
PQEPTSEPEYHSSNLRMLRVSPDTL
LTTHTHSAGSADQKIGAAVVSSAYSQ
EIKPGSFHQEELPDRHLNEEIRKVSP
ALRTAGQKPEMLPVQSSSYSKGMKS
IFYQHPVSHGHQGKEPLSVSAVCGS
AGNKAFHQLSTLSDSLLTEETWPVS
VIPGLGNQKTPLPSEFSLSYSHRGKN
LPEDVVKVSTDSGSAHKKADILTASS
RTYQHKMKPANIYHQELPDSRVPIG
TRKVAFESGPAGQKSGVSHPYGEMP
SVFYQQGLPDRHSAKSPTKTFIPGPA
DQKTDLSPVPPTSSSHAEKPVSPYQL
TLPGSHLPEDVFKASSVCKSSDELS
GITALTSASYSYKGRPNSSYQQKFPD
SHLNEEAQKILGTTGTVDQKTVTPT
MSSSFLQKEKPSIFYQQTLPDGGLSE
EDLQVSAVPWPADQNIAIPTVTSAAF
SQREKPRIFYQQTLSVDRLPGEPLNV
LGTSGPPDQNTGAPTVTPSSYFPGEE
SIIFYQAGFPGNTLSAMSFKVPRISG
STEQTNVTTGSSSSYSVGEKSIIFYH
QALPDGRLPQEASPAPADLNTGEPP
MYLASCSVGVKPITFYQQPMSDSQR
TKGHKESDVPGPTDQKTGIATVHST
SQSYIGRRTVSYQKEFPDLSEKALKV
LGDVGSTEQKTQIPVVSSALLHKEGP
SAYQEDLPDLTEEPLQILGVSEEVSS
SSYQRKLPDHIEVFLKSVGSGSADRK
TGAQIVSSSREKSSGFHQQELPNTG
GDAVDAFHPEPVVQEVRKVQTPGAP
AGPSSSHFHKEKLSDYQKASPHRDL
TESSLKASTVPGLSDQKKKPAVSSGF
CLHKEKHEISASALLNCQTAELLTVT
QRSCLHREDPAISTVIKPDDQKIPLP
TTFHGSSDQKVKPVIFVQKQLRDRD
QSEDIPKISTVSEPTVVNTVLPVLLPG
SYSHREKSDSFYPQELPDGHLTEVD
LKVSSGLGQADQISGLPTGIPGTYSH
SEKHQLISEHVQELMDNLNSSESSC
LSVDSMPLNSQIDDGVIICKPESLGF
ANAGCEEMQNIDRGSKTLKEIQTLL
MEAENMALKRCNFSVPLVPFRDVN
DVSFIRSKKVVCFKESSTTDVCTQRE
SFVEEVPHIEYVQKDIGTQTNLKYQR
GVGNWEFISSATFRSPLQEAEGTAR
MAYDETFRQYKAARSVMRSEPEGCS
TGIGNKMIIPMMTIIKSDSSSDVSDG
CCSWDNNLPESLESVSDVFLNFFPY
TSPKTSITDSREEEWLSESEDGYGST
DSLAAHVKYLLQCETSLNQAKQILK
NAEEEEYRVRTQAWNLKFNLGRDR
GYSISELNEDDRRKVEEIKAKLFGHG
RATHMSEGLRSPQGIGCLPEAVCSRI
[IESHEKGCFRTLTAEQPRPDSCHCA
FRSVEPSDLIRGHRSPSSWRGRHIN
LSRSIEQSNPCFKVGSSFQLQSHPPF
QKLLPDDIKISKGVGMPVHAYMDPQ
PSELVEPTCVPAKEMDFPSSSQILPP
EPKKQFTTAITFSSHEHSECISDSSG
CKVGVTADSQCSGPSLGVFKPHIPEE
QISPRDLKQKTSFQSSLERHGSTPVT
ILADGSRQRQKLPVDFEHSHQKEKL
LQRLGFKVSHSEPNVSTNVSNFKGV
QFSGKDTIVSQDKLTSTVEVKEKNVT
VTPDLPSCIFLEQPELFEESHTPHTD




LQMRKYPSPSCPEIASRIFLEQPKLS
EQSKAPHVDREIREDHSFFPKCQDYI
'VADPSPDFPDQQQCKPPDVVGHTRK.
QNSLLSEGQDYELEEVQHIPQSYFS
NMVNVEAKVSDAISQSAPDHCTAAS
TPPSNRKALSCVRITLCPKTSSKLDS
GTLGERFHSLDPASKTRINSEFNSD
LRIISSRSLEPTSKLLTCKPVAQDQES
LVFLGPKSPLDLQVAQSSLPDSKTIF
QDLKTKPPQNSQIVTSRQTQVNISHL
EGYSKPEGTPVSADGSQEQSKVSFT
TSFGKLSSDAITQITTESPEKTTFSSE
IFIHADDRGQGILDPMAQKPSRFASS
SSVQQIPASHGKDAQPVLLPYKPSGS
SKMYYVPLLKRVPSYLDSKSDTTVES
SHSGSNDAIAPDFPPQMLGTRDDDL
SNTVNIKHKEGIYSKRAATKGKNPS
QKGDAAAPVQMPITWDENVLDENQ
EEVISRGVVIKMAGPEEMSSLEKDL
AGPSDITVQDRKTENLPDTKSIKQKE
GSLEIESECHSAFENTAHSVFRSAKF
YFHHPVHLPHEQDFCHESLGRSVF
MQHSWKDFFHHHSGHSCLPPPGPS
SDKLDKTKMDYTRIKSLSINLNLGE
HEKIHTIKNQARDPKGKRQANEQKK
DQKVTPELTTECPVSLNELWNRYQE
RQKQQNPSGACDTKELSLVERLDRL
AKLLQNPITHSLRASESAQDDSRGG
HRAREWTGRRQQKQKGKQHRKWS
KSLERGQSTGDFRKSKVFSPHQGGK
SSQFKIEQIKLDKYILRKEPGFNNVS
NTSLDSRPSEESVSLTDSPNIFSSTD
SPVDSDVLTPTDRDMPLNERSSSIST
IDTVRLIQAFGQDRLSLSPRRIKLYST
VTSQRRRYLEQPCKHNRKALNTACP
QMTSEHSRRRHIQVANHMTSSDSV
SSPGSLLSLDSALSNEETVRMVSKG
VQAGNLEIVAGVKKYTQDVGVTFPTP
SSSEARLEEDSDVTSSSEEKAKEKKF
LSNYLQTKNLRKNKPNPCAGVSWF
VPVESGQSGSKKENLPKIYRPVISWF
EPVTKTKPWREPLREQNWQAQCMN
SRGSLGGPGRDSGQVSLRPFVRATL
QESLQLHRPDFISHSGERIKRLKLLV
QERKLQSLFQSEREALFHSARPLPR
RVLLAVQKNKPIGKKEMIQRTRRIYE
QLPEVKKKREEEKRKSEYKSYWLRA
QHYKMKVTNHLLGRKVPWD




