}Jl;l iprotkB Entry name organism ffull oglcnacscore joglcnac sites phosphorylation sites PMIDS |sequence intracellular [extracellular|cytosol nucleus mitochndrion em!oplasmlc rg
name reticulum |a
Q8NI27 'THOC2_HUMAN [Homo THO 10.26313 S600;S1055;S1245(51222;T1385;S1390;S1393;S1417;T [34019948;33214551;30379171;334 |MAAAAVVVPAEWIKNWEKSGRGEF |True False 0.844 |5.0 0.656 0.656 F
sapiens |complex 1443;S1450;S1486;S1516 65208;37217939;40596516;293519 |LHLCRILSENKSHDSSTYRDFQQAL
subunit 28;28510447 'YELSYHVIKGNLKHEQASNVLSDISE
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FREDMPSILADVFCILDIETNCLEEK
SKRDYFTQLVLACLYLVSDTVLKERL
DPETLESLGLIKQSQQFNQKSVKIKT
KLFYKQQKFNLLREENEGYAKLIAEL
GQDLSGSITSDLILENIKSLIGCFNLD
PNRVLDVILEVFECRPEHDDFFISLL
ESYMSMCEPQTLCHILGFKFKFYQE
PNGETPSSLYRVAAVLLQFNLIDLDD
LYVHLLPADNCIMDEHKREIAEAKQI
'VRKLTMVVLSSEKMDEREKEKEKEE
EKVEKPPDNQKLGLLEALLKIGDWQ
HAQNIMDQMPPYYAASHKLIALAIC
KLIHITIEPLYRRVGVPKGAKGSPVN
ALQNKRAPKQAESFEDLRRDVFNM
FCYLGPHLSHDPILFAKVVRIGKSFM
KEFQSDGSKQEDKEKTEVILSCLLSI
TDQVLLPSLSLMDCNACMSEELWG
MFKTFPYQHRYRLYGQWKNETYNS
HPLLVKVKAQTIDRAKYIMKRLTKEN
'VKPSGRQIGKLSHSNPTILFDYILSQI
QKYDNLITPVVDSLKYLTSLNYDVLA
'YCIIEALANPEKERMKHDDTTISSWL
QSLASFCGAVFRKYPIDLAGLLQYVA
NQLKAGKSFDLLILKEVVQKMAGIEI
TEEMTMEQLEAMTGGEQLKAEGGY
FGQIRNTKKSSQRLKDALLDHDLAL
PLCLLMAQQRNGVIFQEGGEKHLKL
'VGKLYDQCHDTLVQFGGFLASNLST
EDYIKRVPSIDVLCNEFHTPHDAAFF
LSRPMYAHHISSKYDELKKSEKGSK
QQHKVHKYITSCEMVMAPVHEAVV
SLHVSKVWDDISPQFYATFWSLTMY
DLAVPHTSYEREVNKLKVQMKAIDD
NQEMPPNKKKKEKERCTALQDKLL
EEEKKQMEHVQRVLQRLKLEKDNW
LLAKSTKNETITKFLQLCIFPRCIFSAI
DAVYCARFVELVHQQKTPNFSTLLC
'YDRVFSDIIYTVASCTENEASRYGRF
LCCMLETVTRWHSDRATYEKECGN
'YPGFLTILRATGFDGGNKADQLDYE
NFRHVVHKWHYKLTKASVHCLETG
EYTHIRNILIVLTKILPWYPKVLNLGQ
ALERRVHKICQEEKEKRPDLYALAM
GYSGQLKSRKSYMIPENEFHHKDPP
PRNAVASVQNGPGGGPSSSSIGSAS
KSDESSTEETDKSRERSQCGVKAVN
KASSTTPKGNSSNGNSGSNSNKAVK
ENDKEKGKEKEKEKKEKTPATTPEA
RVLGKDGKEKPKEERPNKDEKARET
KERTPKSDKEKEKFKKEEKAKDEKF
KTTVPNAESKSTQEREREKEPSRER
DIAKEMKSKENVKGGEKTPVSGSLK
SPVPRSDIPEPEREQKRRKIDTHPSP
SHSSTVKDSLIELKESSAKLYINHTP
PPLSKSKEREMDKKDLDKSRERSRE
REKKDEKDRKERKRDHSNNDREVP
PDLTKRRKEENGTMGVSKHKSESPC
ESPYPNEKDKEKNKSKSSGKEKGSD
SFKSEKMDKISSGGKKESRHDKEKI
EKKEKRDSSGGKEEKKHHKSSDKH
R




