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0

Q12830 BPTF_HUMAN Homo
sapiens

Nucleosome-
remodeling
factor
subunit
BPTF

44.796723 S1617;S1626;T1709;T1712;T1716;T
1738;S1741;S1742;T1743;S1749;T1
750;T1753;T1754;T1755;T1757;T17
59;S1762;T2056;S2057;T2058;T205
9;S2060;S2081;S2083;T2085;T2086
;T2088;T2094;S2098;T2101;T2103;
S2140;S2141;T2144;T2148;T2192;S
2229;T2230;S2233;T2237;S2239;S2
240;T2241;S2246;S2261;T2338;T23
42;T2343;T2345;T2346;S2348;T234
9

S216;S572;S763;S817;T1064;S1231
;S1300;T1303;S1310;S2098;S2465

27114449;35289036;31637018;292
37092;32574038;33214551;348468
42;21158410;34725712;35254053;3
1492838;32119511;22661428;2924
9144;20068230;30379171;3624022
3;30620550;29351928;35132862;30
059200;34019948;34065225;28657
654;20305658;34931806

MRGRRGRPPKQPAAPAAERCAPAPP
PPPPPPTSGPIGGLRSRHRGSSRGR
WAAAQAEVAPKTRLSSPRGGSSSRR
KPPPPPPAPPSTSAPGRGGRGGGGG
RTGGGGGGGHLARTTAARRAVNKV
VYDDHESEEEEEEEDMVSEEEEEE
DGDAEETQDSEDDEEDEMEEDDDD
SDYPEEMEDDDDDASYCTESSFRSH
STYSSTPGRRKPRVHRPRSPILEEKD
IPPLEFPKSSEDLMVPNEHIMNVIAI
YEVLRNFGTVLRLSPFRFEDFCAALV
SQEQCTLMAEMHVVLLKAVLREED
TSNTTFGPADLKDSVNSTLYFIDGM
TWPEVLRVYCESDKEYHHVLPYQEA
EDYPYGPVENKIKVLQFLVDQFLTTN
IAREELMSEGVIQYDDHCRVCHKLG
DLLCCETCSAVYHLECVKPPLEEVPE
DEWQCEVCVAHKVPGVTDCVAEIQK
NKPYIRHEPIGYDRSRRKYWFLNRR
LIIEEDTENENEKKIWYYSTKVQLAE
LIDCLDKDYWEAELCKILEEMREEIH
RHMDITEDLTNKARGSNKSFLAAAN
EEILESIRAKKGDIDNVKSPEETEKD
KNETENDSKDAEKNREEFEDQSLE
KDSDDKTPDDDPEQGKSEEPTEVGD
KGNSVSANLGDNTTNATSEETSPSE
GRSPVGCLSETPDSSNMAEKKVASE
LPQDVPEEPNKTCESSNTSATTTSIQ
PNLENSNSSSELNSSQSESAKAADD
PENGERESHTPVSIQEEIVGDFKSEK
SNGELSESPGAGKGASGSTRIITRLR
NPDSKLSQLKSQQVAAAAHEANKLF
KEGKEVLVVNSQGEISRLSTKKEVIM
KGNINNYFKLGQEGKYRVYHNQYST
NSFALNKHQHREDHDKRRHLAHKF
CLTPAGEFKWNGSVHGSKVLTISTL
RLTITQLENNIPSSFLHPNWASHRA
NWIKAVQMCSKPREFALALAILECA
VKPVVMLPIWRESLGHTRLHRMTSI
EREEKEKVKKKEKKQEEEETMQQA
TWVKYTFPVKHQVWKQKGEEYRVT
GYGGWSWISKTHVYRFVPKLPGNTN
VNYRKSLEGTKNNMDENMDESDK
RKCSRSPKKIKIEPDSEKDEVKGSDA
AKGADQNEMDISKITEKKDQDVKEL
LDSDSDKPCKEEPMEVDDDMKTES
HVNCQESSQVDVVNVSEGFHLRTSY
KKKTKSSKLDGLLERRIKQFTLEEKQ
RLEKIKLEGGIKGIGKTSTNSSKNLS
ESPVITKAKEGCQSDSMRQEQSPNA
NNDQPEDLIQGCSESDSSVLRMSDP
SHTTNKLYPKDRVLDDVSIRSPETKC
PKQNSIENDIEEKVSDLASRGQEPSK
SKTKGNDFFIDDSKLASADDIGTLIC
KNKKPLIQEESDTIVSSSKSALHSSV
PKSTNDRDATPLSRAMDFEGKLGCD
SESNSTLENSSDTVSIQDSSEEDMIV
QNSNESISEQFRTREQDVEVLEPLK
CELVSGESTGNCEDRLPVKGTEANG
KKPSQQKKLEERPVNKCSDQIKLKN
TTDKKNNENRESEKKGQRTSTFQIN
GKDNKPKIYLKGECLKEISESRVVSG
NVEPKVNNINKIIPENDIKSLTVKES



AIRPFINGDVIMEDFNERNSSETKS
HLLSSSDAEGNYRDSLETLPSTKES
DSTQTTTPSASCPESNSVNQVEDME
IETSEVKKVTSSPITSEEESNLSNDFI
DENGLPINKNENVNGESKRKTVITE
VTTMTSTVATESKTVIKVEKGDKQTV
VSSTENCAKSTVTTTTTTVTKLSTPS
TGGSVDIISVKEQSKTVVTTTVTDSLT
TTGGTLVTSMTVSKEYSTRDKVKLM
KFSRPKKTRSGTALPSYRKFVTKSSK
KSIFVLPNDDLKKLARKGGIREVPYF
NYNAKPALDIWPYPSPRPTFGITWRY
RLQTVKSLAGVSLMLRLLWASLRW
DDMAAKAPPGGGTTRTETSETEITTT
EIIKRRDVGPYGIRSEYCIRKIICPIGV
PETPKETPTPQRKGLRSSALRPKRPE
TPKQTGPVIIETWVAEEELELWEIRA
FAERVEKEKAQAVEQQAKKRLEQQK
PTVIATSTTSPTSSTTSTISPAQKVMV
APISGSVTTGTKMVLTTKVGSPATVT
FQQNKNFHQTFATWVKQGQSNSGV
VQVQQKVLGIIPSSTGTSQQTFTSFQ
PRTATVTIRPNTSGSGGTTSNSQVIT
GPQIRPGMTVIRTPLQQSTLGKAIIRT
PVMVQPGAPQQVMTQIIRGQPVSTA
VSAPNTVSSTPGQKSLTSATSTSNIQ
SSASQPPRPQQGQVKLTMAQLTQLT
QGHGGNQGLTVVIQGQGQTTGQLQ
LIPQGVTVLPGPGQQLMQAAMPNGT
VQRFLFTPLATTATTASTTTTTVSTTA
AGTGEQRQSKLSPQMQVHQDKTLP
PAQSSSVGPAEAQPQTAQPSAQPQP
QTQPQSPAQPEVQTQPEVQTQTTVS
SHVPSEAQPTHAQSSKPQVAAQSQP
QSNVQGQSPVRVQSPSQTRIRPSTPS
QLSPGQQSQVQTTTSQPIPIQPHTSL
QIPSQGQPQSQPQVQSSTQTLSSGQ
TLNQVTVSSPSRPQLQIQQPQPQVIA
VPQLQQQVQVLSQIQSQVVAQIQAQ
QSGVPQQIKLQLPIQIQQSSAVQTHQ
IQNVVTVQAASVQEQLQRVQQLRDQ
QQKKKQQQIEIKREHTLQASNQSEII
QKQVVMKHNAVIEHLKQKKSMTPA
EREENQRMIVCNQVMKYILDKIDKE
EKQAAKKRKREESVEQKRSKQNATK
LSALLFKHKEQLRAEILKKRALLDKD
LQIEVQEELKRDLKIKKEKDLMQLA
QATAVAAPCPPVTPAPPAPPAPPPSP
PPPPAVQHTGLLSTPTLPAASQKRKR
EEEKDSSSKSKKKKMISTTSKETKK
DTKLYCICKTPYDESKFYIGCDRCQN
WYHGRCVGILQSEAELIDEYVCPQC
QSTEDAMTVLTPLTEKDYEGLKRVL
RSLQAHKMAWPFLEPVDPNDAPDY
YGVIKEPMDLATMEERVQRRYYEKL
TEFVADMTKIFDNCRYYNPSDSPFY
QCAEVLESFFVQKLKGFKASRSHNN
KLQSTAS


