}Jl;l iprotKB Entry name organism full oglcnacscore °g lenac phosp ylation sites PMIDS sequence intracellular [extracellular|cytosol nucleus mitochndrion enc!oplasmlc golgi
name sites reticulum |apparal
QINTI5S PDS5B_HUMAN [Homo Sister 30.838466 S140;T518(S1140;S1162;S1166;S1176;51182;S [37217939;31492838;40596516;409 |MAHSKTRTNDGKITYPPGVKEISDKI |True False 4.579 [4.901 |1.453 1.033 0.724
sapiens  |chromatid 1191;T1255;S1257;S1259;S1283;S1 (14422;35138101;29351928 SKEEMVRRLKMVVKTFMDMDQDS
cohesion 319;S1334;S1358;51366;T1367;513 EEEKELYLNLALHLASDFFLKHPDK
protein 69;T1370;T1381;S1383;S1417 DVRLLVACCLADIFRIYAPEAPYTSPD
PDS5 KLKDIFMFITRQLKGLEDTKSPQFNR
homolog YFYLLENIAWVKSYNICFELEDSNEI
B FTQLYRTLFSVINNGHNQKVHMHM

'VDLMSSIICEGDTVSQELLDTVLVNL
VPAHKNLNKQAYDLAKALLKRTAQA
IEPYITNFFNQVLMLGKTSISDLSEH
VFDLILELYNIDSHLLLSVLPQLEFKL
KSNDNEERLQVVKLLAKMFGAKDS
ELASQNKPLWQCYLGRFNDIHVPIR
LECVKFASHCLMNHPDLAKDLTEYL
KVRSHDPEEAIRHDVIVSIVTAAKKDI
LLVNDHLLNFVRERTLDKRWRVRK
EAMMGLAQIYKKYALQSAAGKDAAK
QIAWIKDKLLHIYYQNSIDDRLLVERI
FAQYMVPHNLETTERMKCLYYLYAT
LDLNAVKALNEMWKCQNLLRHQVK
DLLDLIKQPKTDASVKAIFSKVMVIT
RNLPDPGKAQDFMKKFTQVLEDDE
KIRKQLEVLVSPTCSCKQAEGCVREI
TKKLGNPKQPTNPFLEMIKFLLERIA
PVHIDTESISALIKQVNKSIDGTADDE
DEGVPTDQAIRAGLELLKVLSFTHPI
SFHSAETFESLLACLKMDDEKVAEA
ALQIFKNTGSKIEEDFPHIRSALLPVL
HHKSKKGPPRQAKYAIHCIHAIFSSK
ETQFAQIFEPLHKSLDPSNLEHLITP
LVTIGHIALLAPDQFAAPLKSLVATFI
IVKDLLMNDRLPGKKTTKLWVPDEE
VSPETMVKIQAIKMMVRWLLGMKN
NHSKSGTSTLRLLTTILHSDGDLTEQ
GKISKPDMSRLRLAAGSAIVKLAQEP
CYHEIITLEQYQLCALAINDECYQVR
QVFAQKLHKGLSRLRLPLEYMAICA
LCAKDPVKERRAHARQCLVKNINVR
REYLKQHAAVSEKLLSLLPEYVVPYT
IHLLAHDPDYVKVQDIEQLKDVKECL
WEFVLEILMAKNENNSHAFIRKMVE
NIKQTKDAQGPDDAKMNEKLYTVC
DVAMNIIMSKSTTYSLESPKDPVLPA
RFFTQPDKNFSNTKNYLPPEMKSFF
TPGKPKTTNVLGAVNKPLSSAGKQS
QTKSSRMETVSNASSSSNPSSPGRI
KGRLDSSEMDHSENEDYTMSSPLP
GKKSDKRDDSDLVRSELEKPRGRKK
TPVTEQEEKLGMDDLTKLVQEQKPK
GSQRSRKRGHTASESDEQQWPEEK
RLKEDILENEDEQNSPPKKGKRGRP
PKPLGGGTPKEEPTMKTSKKGSKKK
SGPPAPEEEEEEERQSGNTEQKSKS
KQHRVSRRAQQRAESPESSAIESTQ
STPQKGRGRPSKTPSPSQPKKNVRV
GRSKQAATKENDSSEEVDVFQGSSP
VDDIPQEETEEEEVSTVNVRRRSAK
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