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

reticulum
golgi
apparatus

0

O43149 ZZEF1_HUMAN Homo
sapiens

Zinc
finger	ZZ-
type	and
EF-hand
domain-
containing
protein	1

27.163227 T66;S1509;T1512 S240;S1475;S1488;S1509;T1512;S1
518;T1521;T1523;S1537;S1540;S24
44

29351928;30379171;40307207 MGNAPSHSSEDEAAAAGGEGWGPH
QDWAAVSGTTPGPGVAAPALPPAAA
LLEPARLREAAAALLPTPPCESLVSR
HRGALFRWLEERLGRGEESVTLEQF
RELLEARGAGCSSEQFEEAFAQFDA
EGDGTVDAENMLEALKNSSGANLQ
GELSHIIRQLQACSLVPGFTDIFSESK
EGLDIHSSMILRFLHRNRLSSAVMP
YPMLEHCNNMCTMRSSVLKESLDQ
LVQKEKESPGDLTRSPEMDKLKSVA
KCYAYIETSSNSADIDKMTNGETSSY
WQSDGSACSHWIRLKMKPDVVLRH
LSIAVAATDQSYMPQQVTVAVGRNA
SDLQEVRDVHIPSNVTGYVTLLENA
NVSQLYVQINIKRCLSDGCDTRIHGL
RAVGFQRVKKSGVSVSDASAIWYWS
LLTSLVTASMETNPAFVQTVLHNTQ
KALRHMPPLSLSPGSTDFSTFLSPN
VLEEVDSFLIRITSCCSTPEVELTLLA
FALARGSVAKVMSSLCTITDHLDTQ
YDASSLILSMASVRQNLLLKYGKPLQ
LTLQACDVKGKEDKSGPENLLVEPW
TRDGFLTETGKTRASTIFSTGTESAF
QVTQIRIMVRRGGIGAQCGLVFAYNS
SSDKFCAEEHFKRFEKYDKWKLQEL
RQFVKSRIGCSSDDLGEDDPIGWFE
LEEEWDEADVKLQQCRVAKYLMVK
FLCTRQESAERLGVQGLTISGYLRPA
RAEAEQSVTCAHCRKDTEESVCGAT
LLLRTLQFIQQLAHDLVQQKESGLKY
KSFLDFAGLDLQIFWNFYSKLKQNP
REECVSAQTLLLQLLQSCFSVLQGD
VLAASEEEKAPIQSPKGVEAAKELYT
HLCDVVDKVDGDSVPMEILKQEVR
NTLLNGAAIFFPNRQTRRNHLFTM
MNVTEQEHKQSLQLTFRSLCTYFSD
KDPGGLLLLPEKNDLAKMNISEVLA
VMDTLVSVAARECELLMLSGAPGEV
GSVLFSLFWSVQGSLLSWCYLQLKS
TDSGAKDLAVDLIEKYVGQFLASMR
AILESLFSQYSGKTIVERLCNSVFSM
AARQLVIFLLDFCTLDIPHCVLLREF
SVLTELLKKLCSGPEGGLRKLDVET
WQQEQPVVLHTWTKESAHNYENN
CHEVSVFVSPGATYFEVEFDDRCET
EKRYDYLEFTDARGRKTRYDTKVGT
DKWPKKVTFKAGPRLQFLFHSDSSH
NEWGYKFTVTACGLPDVAVSWGLD
LQLLVSRLMGRLASQCMALKSVRQL
GSNMVVPQAKMALVLSSPLWKPVF
RHQVCPELELEASWPTHPHRNSKE
VKNIPDDPCRHFLLDFAQSEPAQNF
CGPYSELFKGFIQACRKQAPKTDIVA
GSTIDQAVNATFAALVYRTPDLYEKL
QKYVNSGGKIALSEEFAQVYSLADGI
RIWMLEMKQKSLMSLGNEAEEKHS
SEATEVNPESLAKECIEKSLLLLKFL
PTGISSKESCEKLETADETSHLQPLN
KRQRTSSVVEEHFQASVSPTEAAPP
ATGDQSPGLGTQPKLPSSSGLPAAD
VSPATAEEPLSPSTPTRRPPFTRGRL
RLLSFRSMEEARLVPTVKEKYPVLK
DVMDFIKDQSLSHRSVVKVLSLRKA
QAQSILEVLKITQHCAESLGQPHCF
HPPFILFLLELLTCQKDFTNYFGHLE
GCGADLHKEIRDTYYQLVLFLVKAVK
GFSSLNDRSLLPALSCVQTALLHLLD
MGWEPNDLAFFVDIQLPDLLMKMS
QENISVHDSVISQWSEEDELADAKQ
NSEWMDECQDGMFEAWYEKIAQE
DPEKQRKMHMFIARYCDLLNVDISC
DGCDEIAPWHRYRCLQCSDMDLCK
TCFLGGVKPEGHGDDHEMVNMEFT
CDHCQGLIIGRRMNCNVCDDFDLC
YGCYAAKKYSYGHLPTHSITAHPMV
TIRISDRQRLIQPYIHNYSWLLFAALA
LYSAHLASAEDVDGEKLDPQTRSSA
TTLRSQCMQLVGDCLMKAHQGKGL
KALALLGVLPDGDSSLEDQALPVTVP
TGASEEQLEKKAVQGAELSEAGNGK

False False 2.678 1.592 1.532 False False



RAVHEEIRPVDFKQRNKADKGVSLS
KDPSCQTQISDSPADASPPTGLPDAE
DSEVSSQKPIEEKAVTPSPEQVFAEC
SQKRILGLLAAMLPPLKSGPTVPLID
LEHVLPLMFQVVISNAGHLNETYHL
TLGLLGQLIIRLLPAEVDAAVIKVLSA
KHNLFAAGDSSIVPDGWKTTHLLFS
LGAVCLDSRVGLDWACSMAEILRSL
NSAPLWRDVIATFTDHCIKQLPFQLK
HTNIFTLLVLVGFPQVLCVGTRCVY
MDNANEPHNVIILKHFTEKNRAVIV
DVKTRKRKTVKDYQLVQKGGGQEC
GDSRAQLSQYSQHFAFIASHLLQSS
MDSHCPEAVEATWVLSLALKGLYKT
LKAHGFEEIRATFLQTDLLKLLVKKC
SKGTGFSKTWLLRDLEILSIMLYSSK
KEINALAEHGDLELDERGDREEEVE
RPVSSPGDPEQKKLDPLEGLDEPTRI
CFLMAHDALNAPLHILRAIYELQMK
KTDYFFLEVQKRFDGDELTTDERIRS
LAQRWQPSKSLRLEEQSAKAVDTD
MIILPCLSRPARCDQATAESNPVTQK
LISSTESELQQSYAKQRRSKSAALLH
KELNCKSKRAVRDYLFRVNEATAVL
YARHVLASLLAEWPSHVPVSEDILEL
SGPAHMTYILDMFMQLEEKHEWEK
ILQKVLQGCREDMLGTMALAACQF
MEEPGMEVQVRESKHPYNNNTNFE
DKVHIPGAIYLSIKFDSQCNTEEGCD
ELAMSSSSDFQQDRHSFSGSQQKW
KDFELPGDTLYYRFTSDMSNTEWGY
RFTVTAGHLGRFQTGFEILKQMLSE
ERVVPHLPLAKIWEWLVGVACRQTG
HQRLKAIHLLLRIVRCCGHSDLCDL
ALLKPLWQLFTHMEYGLFEDVTQPG
ILLPLHRALTELFFVTENRAQELGVL
QDYLLALTTDDHLLRCAAQALQNIA
AISLAINYPNKATRLWNVEC


