
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites
phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q5S003 SPG17_MOUSE Mus
musculus

Sperm-
associated
antigen
17

25.875327 T154;S156 NaN 30059200 MAPKKEKPTGSANYKIWEPSLIAAH
LNQNDWKASIAFVVGNRVEDDLLIH
ALDLAVRLPQRKLFSIVSWEDILQQ
MDEIQSLAESASAKKGKKPTSVNLP
LHYEVFLAAKIIMESGEKLTLPLIGKL
LKCQLLHIKSKDQQRRENEKKMVEE
RTKSEKDKGKGKSPKEKKVASAKPG
KGKSKDQPEATVTVRKTTQLKRRGE
DDEAKSYIDDEPDDGAQYYIIVVGFN
NPQLLAIMTELGIPITSVIKISSENYE
PLQTHLAAVRQQQEAVLQPEDIEAE
KLKRKNSIKELEVFWKYLEPILNNEK
LEIHLFDVARLQYMVKATYFPSDWS
DNEQMLALGTEIFENIACLMYDSLD
WKRQHHHYLQSMQLINVPQVVSEK
TVLEAITIPEPPPSTAPAPTGKKKAQY
EESHAPPTVAFIITTEVDMRYYNDLL
NPIPEEFISVSLILHCMVEQVVATEE
DLIPPSLVEPAPRADGLDYRIAAHIVS
ILPSLCLSEKEKKNLREIFLTEGESES
KALPKGPLLLNYHDAHAHKKYALKD
QKNFDPVQVEQEMQSKLPLWEFLQ
FPLPPPWNSTKRLATIHELMHFCTN
EVLSWNEVERAFKVFTFESLKLSEV
DEEGRLKPTETTSDTDVENFNIPWD
NPARFAKLIRQRYIHRMSMQKAPPV
VVEIENTERTLFVNKNFAKAEQDAQ
GDENSPNSDEPDAISVTGSTSNSTK
PWNSSNRQFSEKETSGSMWPQPES
MDQTMDTEIKDDAATKDDSPEKKPK
KMVVEADIEDIKKTQQRSLMDWSFT
EYFQPKVLLQVLQEAHQQYRCVDSY
YHTQDNSLLLVFHNPMNLQRLQCE
HWNIALHSNVGFRNYLELVAKSIED
WVTQEEAKYQEAKMAEELNRIRIEL
ELKATVKTSASKIPGPKRSKTNKVSS
KTELSDQEKDKEKEKDKIPFVLEGSL
KAWKEEQERLAEEERLKEEKKAEKK
GKDTGKKKGKDKADKDDAKALKKK
SSSKEKPKEEPAKTLEVIEETAPLPVP
EVVYPFRGYNMGDIPIQISGTNYYLY
PSDGGQIEVEKTRFERGSTFIKVKVK
KDKHNFIIHLKDPKEIVKKEKEEKNS
EEEEEEEEEKEEVEEKKPKEGEEEK
VKQKVEMKRAQIEKEAVSKFGSFSA
TLENGICLSISYYGSNGMAPEVINSE
LEAMMNIPSAMTATVVPAVVTVPQG
KGKAKPKGKEKHKDSIKEEELPKEE
EKKNHIQEEVEPEIVIQESPPYVPTF
QNLNVSCPSGLLLTFIGQESTDYSIV
DEEPTRNLMIRQSYPQRLKHYEFYK
AVMPPLEQEASRVVTSQGTVIKYML
DGSTQILFADGAVSSSPDSGPVYTSP
ELPTSPHNGDLVDSASQPKSETGPEI
IITKKGKGHKNQTVANKSETHDIIPE
VPPPTPVESHIGTWFTTTPDGRRIGT
KGLEKIEDLKPYLFFQATDPINGTVM
TTREDKVIIVEKKDGTRVVDHADGTR
ITTFYQVYEDHITPSNDEETTEGPRT
VTRQVKCMRIESSHYATIITNCEDSS
CCATFGDGTSIIAKPQGSYQVLPPNT
GCLYIDKDCSATYCHESSNNLYHPF
QKREQLRASRYIMKHTSEVICEVQD
PEGNTFQVMADGSVSTTLPKKKLED
DFNVQMEGYESLSSLHLEKNHMQI
YGEHVPRFFVVYTDGSGVELLRDSDI
EEYLSLAYGESTTVVLQEPVQEYPGA
LSITVLRPFHEASQWIMKKELDTIVP
PNLQSRSWERFPSVEKKTPGPPFGT
QIWKGLSIGSKQLTNIPAPILEGPKVL
QMRQFIQHEVIKNEVKLKLQISLKDY
INHILKKEDELQEMTVKDSRTEEER
GNAADLLKLVMSFPKMEETTKSHM
TKVAAHLTVLFKQSMASAPKCSPDS
YSKEFLEKKWRSLSQGTSWKEKLEQ
QRNNIKKTQSYLMQIKTKEVTPYFKS

None None None None None None None None None



ELSSLFKSKYDYLEKFSKSLPPFVKK
NEAKLMTAVPDLYSDSTLTVDTEKE
ASNTHPLLNQEVAENIQESPREKET
EYVNKSLQTSSSQNQYENVTISPKES
VYQSQTEIETKDTKESAIQNFTEKFK
KYTKKSASQNEIEDLIKSTKESVSQR
QTENVTRPPTEEPDIYMPIKIPTQSLL
QDVTGQARKEKVRLPYYMMSSKPKS
QPYAKVEDPVGGRVNTSSIASAAMY
NPNASPFGFHLLPPSVKFGVLKEGH
TYATIVKLKNVGVDFCRFRVKQPPPS
TGLKVTYKPGPVAAGLQAELKVELFA
MAVGEDGAKGSAHISHNIEIMTEHD
VLFLPVEATVLTSSNYDNRPKNLPQ
GKENPMVFRTSTISSSSLGVVMSQK
ATHH


