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Q8IVF2 AHNK2_HUMAN Homo
sapiens

Protein
AHNAK2

19.853344 T788;S1293;S1567;T1613;S3346;S4
425;S4428;S4634;S4636;S4710;S48
40;S4851;S4856;T5495;S5504;T550
8;S5509;T5513;S5515;S5519;S5712

S280;S294;S593;S842;S1007;S1112
;S1337;S1418;S1502;S1667;S1832;
S2162;S2243;S2408;S2492;S2738;S
2822;S2987;S3068;S3152;S3233;S3
408;S3812;S3977;S4142;S4307;S43
88;S4472;S4477;S4894;S4897;S570
7

30059200;37217939;38253038;395
31497;37340703;30379171;286576
54;34019948;31492838;36240223;3
0620550;31373491;39534244;3930
2247;35254053

MCDCFHMVLPTWPGTPGSVSGRQL
QPGEPGAETEDDHSVTEGPADEGIR
PRPQGSSPVYEYTTEAADFGLQEDAP
GRQGSAGRRRSWWKRDSGDSRTFF
RMSRPEAVQEATEVTLKTEVEAGAS
GYSVTGGGDQGIFVKQVLKDSSAAK
LFNLREGDQLLSTTVFFENIKYEDAL
KILQYSEPYKVQFKIRRQLPAPQDEE
WASSDAQHGPQGKEKEDTDVADGC
RETPTKTLEGDGDQERLISKPRVGR
GRQSQRERLSWPKFQSIKSKRGPGP
QRSHSSSEAYEPRDAHDVSPTSTDT
EAQLTVERQEQKAGPGSQRRRKFLN
LRFRTGSGQGPSSTGQPGRGFQSGV
GRAGVLEELGPWGDSLEETGAATGS
RREERAEQDREVMPAQSMPLPTEL
GDPRLCEGTPQEGGLRAARLHGKTL
EGQAQETAVAQRKPRAQPTPGMSRE
GEGEGLQSLEIGIARLSLRDTTEGGT
QIGPPEIRVRVHDLKTPKFAFSTEKE
PERERRLSTPQRGKRQDASSKAGTG
LKGEEVEGAGWMPGREPTTHAEAQ
GDEGDGEEGLQRTRITEEQDKGRED
TEGQIRMPKFKIPSLGWSPSKHTKT
GREKATEDTEQGREGEATATADRRE
QRRTEEGLKDKEDSDSMTNTTKIQL
IHDEKRLKKEQILTEKEVATKDSKFK
MPKFKMPLFGASAPGKSMEASVDV
SAPKVEADVSLLSMQGDLKTTDLSV
QTPSADLEVQDGQVDVKLPEGPLPE
GASLKGHLPKVQRPSLKMPKVDLKG
PKLDLKGPKAEVTAPDVKMSLSSME
VDVQAPRAKLDGARLEGDLSLADKE
VTAKDSKFKMPKFKMPSFGVSAPGK
SMEDSVDVSAPKVEADVSLSSMQG
DLKATDLSIQPPSADLEVQAGQVDV
KLPEGPVPEGAGPKVHLPKVEMPSF
KMPKVDLKGPQIDVKGPKLDLKGPK
AEVTAPDGEVSLPSMEVDVQAQKAK
LDGAWLEGDLSLADKDVTAKDSKFK
MPKFKMPSFGVSAPGKSIKALVDVS
APKVEADLSLPSMQGDLKTTDLSIQP
ASTDLKVQADQVDVKLPEGHLPEGA
GLKGHLPKVEMPSFKMPKVALKGP
QVDVKGPKLDLKSPKAEVTAPDVEV
SLPSVEVDVEAPGAKLDSARLEGELS
LADKDVTAKDSRFKMPKFKMPSFG
ASAPGKSIEASVDVSAPKVEADVSLP
SMQGDLKTTDLSIQPPSADLEVHAG
QVDVKLLEGHVPEGAGFKGHLPKVQ
MPSLKMPKVDLKGPQVEVRGPKLDL
KGHKAEVTAHEVAVSLPSVEVDMQA
PGAKLDGAQLDGDLSLADKDVTAKD
SKFKMPKFKMPSFGVSAPGKSIEAS
VDLSAPKVEADMSLPSMQGDLKTTD
LSIQPPSTDLELQAGQLDVKLPEGPV
PEGAGLKGHLPKLQMPSFKVPKVDL
KGPEIDIKGPKLDLKDPKVEVTAPDV
EVSLPSVEVDVEAPGAKLDGGRLEE
DMSLADKDLTTKDSKFKMPKFKMP
SFGVSAPGKSIEASVDVSAPKVEADV
SLPSMQGDLKATDLSIQPPSADLEV
QAGQVDVKLPEGPVSEGAGLKGHLP
KVQMPSFKMPKVDLKGPQIDVKGPK
LDLKGPKVEVTAPDVKMSLSSMEVD
VQAPRAKLDGAQLEGDLSLADKAVT
AKDSKFKMPKFKMPSFGVSAPGKSI
EASVDVSEPKVEADVSLPSMQGDLK
TTDLSIQSPSADLEVQAGQVNVKLPE
GPLPEGAGFKGHLPKVQMPSLKMP
KVALKGPQMDVKGPKLDLKGPKAEV
MAPDVEVSLPSVEVDVEAPGAKLDS
VRLEGDLSLADKDVTAKDSKFKMPK
FKMPSFGVSAPGKSIEASVDVSAPKV
EAEVSLPSMQGDLKTTDLCIPLPSAD
LVVQAGQVDMKLPEGQVPEGAGLK
GHLPKVDMPSFKMPKVDLKGPQTD
VKGAKLDLKGPKAEVTAPDVEVSLPS
MEVDVQAQKAKLDGARLEGDLSLA
DKDMTAKDSKFKMPKFKMPSFGVS

True True 4.796 4.322 1.378



0

APGRSIEASVDVPAPKVEADVSLPSM
QGDLKTTDLSIQPPSADLKVQTGQV
DVKLPEGHVPEGAGLKGHLPKVEM
PSLKMPKVDLKGPQVDIKGPKLDLK
DPKVEMRVPDVEVSLPSMEVDVQAP
RAKLDSAHLQGDLTLANKDLTTKDS
KFKMPKFKMPSFGVSAPGKSIEASV
DVSPPKVEADMSLPSMQGDLKTTDL
SIQPLSADVKVQAGQVDVKLLEGPVP
EEVGLKGHLPKLQMPSFKVPKVDLK
GPEIDIKGPKLDLKDPKVEVTAPDVE
VSLPSVEVDVKAPGAKLDGARLEGD
MSLADKDVTAKDSKFKMPKFKMLS
FGVSALGKSIEASADVSALKVEADVS
LPSMQGDLKTTDLSVQPPSADLEVQ
AGQVDVKLPEGPVPEGAGLKGHLPK
LQMPSFKMPKVDLKGPQIDVKGPKL
DLKGPKTDVMAPDVEVSQPSVEVDV
EAPGAKLDGAWLEGDLSVADKDVTT
KDSRFKIPKFKMPSFGVSAPGKSIEA
SVDVSAPKVEADGSLSSMQGDLKAT
DLSIQPPSADLEVQAGQVDVKLPEGP
VPEGAGLKGHLPKVQMPSFKMPEM
DLKGPQLDVKGPKLDLKGPKAEVTA
PDVEMSLSSMEVDVQAPRAKLDGA
RLEGDLSLADKGVTAKDSKFKMPKF
KMPSFRVSAPGESIEALVDVSELKVE
ADMSLPSMQGDLKTTDISIQPPSAQ
LEVQAGQVDVKLPEGHVPEGAGLKG
HLPKLQMPSFKMPEVDLKGPQIDVK
GPNVDLKGPKAEVTAPDVKMSLSS
MEVDVQAPRAKLDGARLEGDLSLAD
KGMTAKDSKFKMPKFKMPSFGVSA
PGKSIEASVDVSELKVEADGSFPSM
QGDLKTTDIRIQPPSAQLEVQAGQVD
VKLPEGHVPEGAGLKGHLPKVQMPS
FKMPKVDLKGPQIDVKGPKLDLKGP
KAEVTAPDVEVSLPSVEVDVEAPRAK
LDGARLEGDLSLADKDVTAKDSKFK
MPKFKMPSFGVSAPGKSIEVSVDVS
APKVEAEVSLPSMQGDLKTTDISIEP
PSAQLEVQAGQVDLKLPEGHVPEGA
GLKGHLPKLQMPSFKMPKVDRKGP
QIDVKGPKLDLKGPKTDVTAPDVEVS
QPGMEVDVEAPGAKLDGARLEGDL
SLADKDVTAKDSKFKMPKFKMPSFG
VSAPGKSIEVLVDVSAPKVEADLSLP
SMQGDLKNTDISIEPPSAQLEVQAG
QVDVKLPEGHVLEGAGLKGHLPKLQ
MPSFKMPKVDRKGPQIDIKGPKLDL
KGPKMDVTAPDVEVSQPSMEVDVE
APGAKLDGARLEGDLSLADKDVTAK
DSKFKMPKFKMPSYRASAPGKSIQA
SVDVSAPKAEADVSLPSMQGDLKTT
DLSIQLPSVDLEVQAGQVDVKLPEG
HVPEGAGLKGHLPKVEMPSFKMPK
VDLKSPQVDIKGPKLDLKVPKAEVTV
PDVEVSLPSVEVDVQAPRAKLDGAR
LEGDLSLAEKDVTAKDSKFKMPKFK
MPSFGVSAPGRSIEASLDVSAPKVEA
DVSLSSMQGDLKATDLSIQPPSADL
EVQAVQVDVELLEGPVPEGAGLKGH
LPKVEMPSLKTPKVDLKGPQIDVKG
PKLDLKGPKAEVRVPDVEVSLPSVEV
DVQAPKAKLDAGRLEGDLSLADKDV
TAKDSKFKMPKFKMPSFRVSAPGKS
MEASVDVSAPKVEADVSLPSMQGDL
KTTDLSIQPPSADLKVQAGQMDVKL
PEGQVPEGAGLKEHLPKVEMPSLK
MPKVDLKGPQVDIKGPKLDLKVSKA
EVTAPDVEVSLPSVEVDVQAPRAKL
DSAQLEGDLSLADKDVTAKDSKFKM
PKFKMPSFGVSAPGKSIEASVHVSAP
KVEADVSLPSMQGDLKTTDLSIQPH
SADLTVQARQVDMKLLEGHVPEEA
GLKGHLPKVQMPSFKMPKVDLKGP
EIDIKGPKLDLKDPKVEVTAPDVEVS
LPSVEVDVEAPGAKLDGARLEGDLS
LADKDMTAKDSKFKMPKFKMPSFG
VSAPGKSMEASVDVTAPKVEADVSL
PSMQGDLKATDLSVQPPSADLEVQA
GQVDVKLPEGPVPEGASLKGHLPKV
QMPSFKMPKVDLKGPQIDVKGPKLD



LKGPKAEVTAPDVKMSLSSMEVDVQ
APRAKLDGVQLEGDLSLADKDVTAK
DSKFKMPKFKMPSFGVSAPGKSME
ASVDVSELKAKADVSLPSMQGDLKT
TDLSIQSPSADLEVQAGQVDVKLPEG
PLPKGAGLKGHLPKVQMPCLKMPK
VALKGPQVDVKGPKLDLKGPKADVM
TPVVEVSLPSMEVDVEAPGAKLDSV
RLEGDLSLADKDMTAKDSKFKMPK
FKMPSFGVSAPGKSIEASLDVSALKV
EADVSLPSMQGDLKTTHLSIQPPSA
DLEVQAGQEDVKLPEGPVHEGAGLK
GHLPKLQMPSFKVPKVDLKGPQIDV
NVPKLDLKGPKVEVTSPNLDVSLPS
MEVDIQAPGAKLDSTRLEGDLSLAD
KDVTAKDSKFKMPKFKMPSFGMLS
PGKSIEVSVDVSAPKMEADMSIPSM
QGDLKTTDLRIQAPSADLEVQAGQV
DLKLPEGHMPEVAGLKGHLPKVEM
PSFKMPKVDLKGPQVDVKGPKLDLK
GPKAEVMAPDVEVSLPSVETDVQAP
GSMLDGARLEGDLSLAHEDVAGKD
SKFQGPKLSTSGFEWSSKKVSMSSS
EIEGNVTFHEKTSTFPIVESVVHEGD
LHDPSRDGNLGLAVGEVGMDSKFK
KLHFKVPKVSFSSTKTPKDSLVPGAK
SSIGLSTIPLSSSECSSFELQQVSACS
EPSMQMPKVGFAGFPSSRLDLTGPH
FESSILSPCEDVTLTKYQVTVPRAAL
APELALEIPSGSQADIPLPKTECSTDL
QPPEGVPTSQAESHSGPLNSMIPVS
LGQVSFPKFYKPKFVFSVPQMAVPE
GDLHAAVGAPVMSPLSPGERVQCPL
PSTQLPSPGTCVSQGPEELVASLQTS
VVAPGEAPSEDADHEGKGSPLKMPK
IKLPSFRWSPKKETGPKVDPECSVED
SKLSLVLDKDEVAPQSAIHMDLPPE
RDGEKGRSTKPGFAMPKLALPKMK
ASKSGVSLPQRDVDPSLSSATAGGS
FQDTEKASSDGGRGGLGATASATGS
EGVNLHRPQVHIPSLGFAKPDLRSS
KAKVEVSQPEADLPLPKHDLSTEGD
SRGCGLGDVPVSQPCGEGIAPTPED
PLQPSCRKPDAEVLTVESPEEEAMT
KYSQESWFKMPKFRMPSLRRSFRD
RGGAGKLEVAQTQAPAATGGEAAAK
VKEFLVSGSNVEAAMSLQLPEADAE
VTASESKSSTDILRCDLDSTGLKLHL
STAGMTGDELSTSEVRIHPSKGPLPF
QMPGMRLPETQVLPGEIDETPLSKP
GHDLASMEDKTEKWSSQPEGPLKL
KASSTDMPSQISVVNVDQLWEDSVL
TVKFPKLMVPRFSFPAPSSEDDVFIP
TVREVQCPEANIDTALCKESPGLWG
ASILKAGAGVPGEQPVDLNLPLEAPP
ISKVRVHIQGAQVESQEVTIHSIVTPE
FVDLSVPRTFSTQIVRESEIPTSEIQT
PSYGFSLLKVKIPEPHTQARVYTTMT
QHSRTQEGTEEAPIQATPGVDSISGD
LQPDTGEPFEMISSSVNVLGQQTLT
FEVPSGHQLADSCSDEEPAEILEFPP
DDSQEATTPLADEGRAPKDKPESKK
SGLLWFWLPNIGFSSSVDETGVDSK
NDVQRSAPIQTQPEARPEAELPKKQ
EKAGWFRFPKLGFSSSPTKKSKSTE
DGAELEEQKLQEETITFFDARESFSP
EEKEEGELIGPVGTGLDSRVMVTSA
ARTELILPEQDRKADDESKGSGLGP
NEG


