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Q09666 AHNK_HUMAN Homo
sapiens

Neuroblast
differentiation-
associated
protein
AHNAK

32.150552 T146;S148;S230;S232;T247;S283;T
308;T318;S332;S337;T348;S442;S5
01;S521;S572;S613;T638;S698;T78
8;S819;S886;S947;S983;S1007;S10
23;S1068;S1135;S1158;S1263;S129
8;S1391;S1519;S1580;S1674;S1721
;S1744;S1747;T1750;S1782;T1885;
S1888;T1952;S1955;S2057;S2150;S
2185;S2252;S2313;S2387;S2397;S2
454;S2519;S2580;S2647;S2775;T28
45;S2903;S3031;S3220;S3240;S329
4;S3337;S3360;S3412;S3416;S3483
;S3611;T3625;S3672;S3692;S3813;
S4069;S4197;S4325;S4360;S4386;S
4516;S4520;S4522;S4661;S4789;S4
803;S4850;T4917;S5195;S5298;S53
10;S5318;S5377;S5386;S5397;S544
8;S5552;S5555;S5573;S5593;S5603
;S5604;T5610;S5611;S5641;S5643;
S5851

S41;S93;T101;S115;S135;T158;S17
7;S210;S212;S216;T218;S220;S256;
S332;S337;S379;S470;T490;S511;T
551;T553;S559;S570;S572;S658;S7
93;S819;S1010;S1042;S1068;S1170
;T1192;S1196;S1286;S1298;S1580;
S1654;S1856;S1923;T1986;S1990;S
2092;S2118;S2138;T2181;S2287;T2
309;S2397;S2580;S2600;S2670;S27
08;S2728;S2798;T2832;T2845;S305
4;S3092;S3182;S3220;S3362;S3409
;S3412;S3426;S3544;T3716;S3746;
S3766;S3836;S3874;S3964;S4002;S
4022;S4092;T4100;S4150;S4220;S4
258;S4278;S4360;S4406;S4425;T44
30;S4460;S4480;S4486;S4516;S452
0;T4564;S4684;S4722;T4766;S4812
;S4900;S4903;S4908;S4953;S4960;
S4986;S4993;T5009;S5077;S5099;S
5110;S5125;S5261;S5318;S5332;S5
369;S5386;S5393;S5400;T5415;S54
48;S5519;S5530;S5552;S5577;S562
0;S5641;S5731;S5739;S5749;S5752
;S5762;S5763;S5780;S5782;S5790;
S5793;T5794;T5824;S5830;S5841;T
5845;S5851;S5857;S5863

40136647;30379171;35289036;351
32862;32574038;30059200;413507
04;39302247;28657654;27655845;4
0307207;23301498;38665916;2006
8230;37217939;35254053;3321455
1;40596516;34019948;31492838;38
253038;29237092;30620550;33465
208;30444036;22661428;31373491;
37340703;34846842;21158410;293
51928;39531497;35083852;347257
12;32119511

MEKEETTRELLLPNWQGSGSHGLTI
AQRDDGVFVQEVTQNSPAARTGVVK
EGDQIVGATIYFDNLQSGEVTQLLNT
MGHHTVGLKLHRKGDRSPEPGQTW
TREVFSSCSSEVVLSGDDEEYQRIYT
TKIKPRLKSEDGVEGDLGETQSRTIT
VTRRVTAYTVDVTGREGAKDIDISSP
EFKIKIPRHELTEISNVDVETQSGKT
VIRLPSGSGAASPTGSAVDIRAGAISA
SGPELQGAGHSKLQVTMPGIKVGGS
GVNVNAKGLDLGGRGGVQVPAVDIS
SSLGGRAVEVQGPSLESGDHGKIKF
PTMKVPKFGVSTGREGQTPKAGLRV
SAPEVSVGHKGGKPGLTIQAPQLEVS
VPSANIEGLEGKLKGPQITGPSLEGD
LGLKGAKPQGHIGVDASAPQIGGSIT
GPSVEVQAPDIDVQGPGSKLNVPKM
KVPKFSVSGAKGEETGIDVTLPTGEV
TVPGVSGDVSLPEIATGGLEGKMKG
TKVKTPEMIIQKPKISMQDVDLSLGS
PKLKGDIKVSAPGVQGDVKGPQVAL
KGSRVDIETPNLEGTLTGPRLGSPSG
KTGTCRISMSEVDLNVAAPKVKGGV
DVTLPRVEGKVKVPEVDVRGPKVDV
SAPDVEAHGPEWNLKMPKMKMPTF
STPGAKGEGPDVHMTLPKGDISISGP
KVNVEAPDVNLEGLGGKLKGPDVKL
PDMSVKTPKISMPDVDLHVKGTKVK
GEYDVTVPKLEGELKGPKVDIDAPDV
DVHGPDWHLKMPKMKMPKFSVPG
FKAEGPEVDVNLPKADVDISGPKIDV
TAPDVSIEEPEGKLKGPKFKMPEMN
IKVPKISMPDVDLHLKGPNVKGEYD
VTMPKVESEIKVPDVELKSAKMDID
VPDVEVQGPDWHLKMPKMKMPKF
SMPGFKAEGPEVDVNLPKADVDISG
PKVGVEVPDVNIEGPEGKLKGPKFK
MPEMNIKAPKISMPDVDLHMKGPK
VKGEYDMTVPKLEGDLKGPKVDVSA
PDVEMQGPDWNLKMPKIKMPKFS
MPSLKGEGPEFDVNLSKANVDISAP
KVDTNAPDLSLEGPEGKLKGPKFKM
PEMHFRAPKMSLPDVDLDLKGPKM
KGNVDISAPKIEGEMQVPDVDIRGPK
VDIKAPDVEGQGLDWSLKIPKMKMP
KFSMPSLKGEGPEVDVNLPKADVVV
SGPKVDIEAPDVSLEGPEGKLKGPKF
KMPEMHFKTPKISMPDVDLHLKGP
KVKGDVDVSVPKVEGEMKVPDVEIK
GPKMDIDAPDVEVQGPDWHLKMPK
MKMPKFSMPGFKGEGREVDVNLPK
ADIDVSGPKVDVEVPDVSLEGPEGKL
KGPKFKMPEMHFKAPKISMPDVDL
NLKGPKLKGDVDVSLPEVEGEMKVP
DVDIKGPKVDISAPDVDVHGPDWHL
KMPKVKMPKFSMPGFKGEGPEVDV
KLPKADVDVSGPKMDAEVPDVNIEG
PDAKLKGPKFKMPEMSIKPQKISIPD
VGLHLKGPKMKGDYDVTVPKVEGEI
KAPDVDIKGPKVDINAPDVEVHGPD
WHLKMPKVKMPKFSMPGFKGEGPE
VDMNLPKADLGVSGPKVDIDVPDVN
LEAPEGKLKGPKFKMPSMNIQTHKI
SMPDVGLNLKAPKLKTDVDVSLPKV
EGDLKGPEIDVKAPKMDVNVGDIDI
EGPEGKLKGPKFKMPEMHFKAPKIS
MPDVDLHLKGPKVKGDMDVSVPKV
EGEMKVPDVDIKGPKVDIDAPDVEV
HDPDWHLKMPKMKMPKFSMPGFK
AEGPEVDVNLPKADIDVSGPSVDTD
APDLDIEGPEGKLKGSKFKMPKLNIK
APKVSMPDVDLNLKGPKLKGEIDAS
VPELEGDLRGPQVDVKGPFVEAEVP
DVDLECPDAKLKGPKFKMPEMHFK
APKISMPDVDLHLKGPKVKGDADVS
VPKLEGDLTGPSVGVEVPDVELECP
DAKLKGPKFKMPDMHFKAPKISMP
DVDLHLKGPKVKGDVDVSVPKLEGD
LTGPSVGVEVPDVELECPDAKLKGP
KFKMPEMHFKTPKISMPDVDLHLK

True True 4.757 5.0 1.794



0

GPKVKGDMDVSVPKVEGEMKVPDV
DIKGPKMDIDAPDVDVHGPDWHLK
MPKMKMPKFSMPGFKAEGPEVDVN
LPKADVVVSGPKVDVEVPDVSLEGP
EGKLKGPKLKMPEMHFKAPKISMP
DVDLHLKGPKVKGDVDVSLPKLEGD
LTGPSVDVEVPDVELECPDAKLKGP
KFKMPEMHFKTPKISMPDVNLNLK
GPKVKGDMDVSVPKVEGEMKVPDV
DIRGPKVDIDAPDVDVHGPDWHLK
MPKMKMPKFSMPGFKGEGPEVDV
NLPKADVDVSGPKVDVEVPDVSLEG
PEGKLKGPKFKMPEMHFKTPKISMP
DVDFNLKGPKIKGDVDVSAPKLEGE
LKGPELDVKGPKLDADMPEVAVEGP
NGKWKTPKFKMPDMHFKAPKISMP
DLDLHLKSPKAKGEVDVDVPKLEGD
LKGPHVDVSGPDIDIEGPEGKLKGPK
FKMPDMHFKAPNISMPDVDLNLKG
PKIKGDVDVSVPEVEGKLEVPDMNI
RGPKVDVNAPDVQAPDWHLKMPK
MKMPKFSMPGFKAEGPEVDVNLPK
ADVDISGPKVDIEGPDVNIEGPEGKL
KGPKLKMPEMNIKAPKISMPDFDLH
LKGPKVKGDVDVSLPKVEGDLKGPE
VDIKGPKVDINAPDVGVQGPDWHLK
MPKVKMPKFSMPGFKGEGPDGDVK
LPKADIDVSGPKVDIEGPDVNIEGPE
GKLKGPKFKMPEMNIKAPKISMPDI
DLNLKGPKVKGDVDVSLPKVEGDLK
GPEVDIKGPKVDIDAPDVDVHGPDW
HLKMPKIKMPKISMPGFKGEGPDVD
VNLPKADIDVSGPKVDVECPDVNIE
GPEGKWKSPKFKMPEMHFKTPKIS
MPDIDLNLTGPKIKGDVDVTGPKVE
GDLKGPEVDLKGPKVDIDVPDVNVQ
GPDWHLKMPKMKMPKFSMPGFKA
EGPEVDVNLPKADVDVSGPKVDVEG
PDVNIEGPEGKLKGPKFKMPEMNIK
APKIPMPDFDLHLKGPKVKGDVDISL
PKVEGDLKGPEVDIRGPQVDIDVPDV
GVQGPDWHLKMPKVKMPKFSMPG
FKGEGPDVDVNLPKADLDVSGPKVD
IDVPDVNIEGPEGKLKGPKFKMPEM
NIKAPKISMPDIDLNLKGPKVKGDM
DVSLPKVEGDMKVPDVDIKGPKVDI
NAPDVDVQGPDWHLKMPKIKMPKI
SMPGFKGEGPEVDVNLPKADLDVSG
PKVDVDVPDVNIEGPDAKLKGPKFK
MPEMNIKAPKISMPDLDLNLKGPK
MKGEVDVSLANVEGDLKGPALDIKG
PKIDVDAPDIDIHGPDAKLKGPKLKM
PDMHVNMPKISMPEIDLNLKGSKLK
GDVDVSGPKLEGDIKAPSLDIKGPEV
DVSGPKLNIEGKSKKSRFKLPKFNFS
GSKVQTPEVDVKGKKPDIDITGPKVD
INAPDVEVQGKVKGSKFKMPFLSISS
PKVSMPDVELNLKSPKVKGDLDIAG
PNLEGDFKGPKVDIKAPEVNLNAPD
VDVHGPDWNLKMPKMKMPKFSVS
GLKAEGPDVAVDLPKGDINIEGPSM
NIEGPDLNVEGPEGGLKGPKFKMPD
MNIKAPKISMPDIDLNLKGPKVKGD
VDISLPKLEGDLKGPEVDIKGPKVDI
NAPDVDVHGPDWHLKMPKVKMPK
FSMPGFKGEGPEVDVTLPKADIDISG
PNVDVDVPDVNIEGPDAKLKGPKFK
MPEMNIKAPKISMPDFDLNLKGPK
MKGDVVVSLPKVEGDLKGPEVDIKG
PKVDIDTPDINIEGSEGKFKGPKFKIP
EMHLKAPKISMPDIDLNLKGPKVKG
DVDVSLPKMEGDLKGPEVDIKGPKV
DINAPDVDVQGPDWHLKMPKVKMP
KFSMPGFKGEGPDVDVNLPKADLD
VSGPKVDIDVPDVNIEGPEGKLKGPK
FKMPEMNIKAPKISMPDIDLNLKGP
KVKGDMDVSLPKVEGDMQVPDLDI
KGPKVDINAPDVDVRGPDWHLKMP
KIKMPKISMPGFKGEGPEVDVNLPK
ADLDVSGPKVDVDVPDVNIEGPDAK
LKGPKFKMPEMNIKAPKISMPDFDL
HLKGPKVKGDVDVSLPKMEGDLKAP
EVDIKGPKVDIDAPDVDVHGPDWHL



KMPKVKMPKFSMPGFKGEGPEVDV
NLPKADIDVSGPKVDIDTPDIDIHGP
EGKLKGPKFKMPDLHLKAPKISMPE
VDLNLKGPKMKGDVDVSLPKVEGD
LKGPEVDIKGPKVDIDVPDVDVQGPD
WHLKMPKVKMPKFSMPGFKGEGP
DVDVNLPKADLDVSGPKVDIDVPDV
NIEGPDAKLKGPKFKMPEMNIKAPK
ISMPDFDLHLKGPKVKGDVDVSLPK
VEGDLKGPEVDIKGPKVDIDAPDVDV
HGPDWHLKMPKVKMPKFSMPGFK
GEGPDVDVTLPKADIEISGPKVDIDA
PDVSIEGPDAKLKGPKFKMPEMNIK
APKISMPDIDFNLKGPKVKGDVDVS
LPKVEGDLKGPEIDIKGPSLDIDTPD
VNIEGPEGKLKGPKFKMPEMNIKAP
KISMPDFDLHLKGPKVKGDVDVSLP
KVESDLKGPEVDIEGPEGKLKGPKF
KMPDVHFKSPQISMSDIDLNLKGPK
IKGDMDISVPKLEGDLKGPKVDVKG
PKVGIDTPDIDIHGPEGKLKGPKFKM
PDLHLKAPKISMPEVDLNLKGPKVK
GDMDISLPKVEGDLKGPEVDIRDPK
VDIDVPDVDVQGPDWHLKMPKVKM
PKFSMPGFKGEGPDVDVNLPKADID
VSGPKVDVDVPDVNIEGPDAKLKGP
KFKMPEMSIKAPKISMPDIDLNLKG
PKVKGDVDVTLPKVEGDLKGPEADI
KGPKVDINTPDVDVHGPDWHLKMP
KVKMPKFSMPGFKGEGPDVDVSLP
KADIDVSGPKVDVDIPDVNIEGPDAK
LKGPKFKMPEINIKAPKISIPDVDLDL
KGPKVKGDFDVSVPKVEGTLKGPEV
DLKGPRLDFEGPDAKLSGPSLKMPS
LEISAPKVTAPDVDLHLKAPKIGFSG
PKLEGGEVDLKGPKVEAPSLDVHMD
SPDINIEGPDVKIPKFKKPKFGFGAK
SPKADIKSPSLDVTVPEAELNLETPEI
SVGGKGKKSKFKMPKIHMSGPKIKA
KKQGFDLNVPGGEIDASLKAPDVDV
NIAGPDAALKVDVKSPKTKKTMFGK
MYFPDVEFDIKSPKFKAEAPLPSPKL
EGELQAPDLELSLPAIHVEGLDIKAK
APKVKMPDVDISVPKIEGDLKGPKVQ
ANLGAPDINIEGLDAKVKTPSFGISA
PQVSIPDVNVNLKGPKIKGDVPSVGL
EGPDVDLQGPEAKIKFPKFSMPKIGI
PGVKMEGGGAEVHAQLPSLEGDLR
GPDVKLEGPDVSLKGPGVDLPSVNL
SMPKVSGPDLDLNLKGPSLKGDLDA
SVPSMKVHAPGLNLSGVGGKMQVG
GDGVKVPGIDATTKLNVGAPDVTLR
GPSLQGDLAVSGDIKCPKVSVGAPDL
SLEASEGSIKLPKMKLPQFGISTPGS
DLHVNAKGPQVSGELKGPGVDVNL
KGPRISAPNVDFNLEGPKVKGSLGA
TGEIKGPTVGGGLPGIGVQGLEGNL
QMPGIKSSGCDVNLPGVNVKLPTGQ
ISGPEIKGGLKGSEVGFHGAAPDISV
KGPAFNMASPESDFGINLKGPKIKG
GADVSGGVSAPDISLGEGHLSVKGS
GGEWKGPQVSSALNLDTSKFAGGL
HFSGPKVEGGVKGGQIGLQAPGLSV
SGPQGHLESGSGKVTFPKMKIPKFT
FSGRELVGREMGVDVHFPKAEASIQ
AGAGDGEWEESEVKLKKSKIKMPKF
NFSKPKGKGGVTGSPEASISGSKGD
LKSSKASLGSLEGEAEAEASSPKGKF
SLFKSKKPRHRSNSFSDEREFSGPS
TPTGTLEFEGGEVSLEGGKVKGKHG
KLKFGTFGGLGSKSKGHYEVTGSDD
ETGKLQGSGVSLASKKSRLSSSSSN
DSGNKVGIQLPEVELSVSTKKE


