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0

Q8NDV7 TNR6A_HUMAN Homo
sapiens

Trinucleotide
repeat-
containing
gene	6A
protein

25.411336 S264;S273;S1266;S1657;S1659;S16
60;S1661;S1662;T1665;T1666;S166
9;T1670;S1671;S1674;S1675;S1679
;S1686;S1687;T1688;S1691;T1692;
S1693;T1702;S1704;S1707;T1711;S
1712;S1884;S1890

S739;S878;S991;S1212;S1270;T147
0;S1585;S1869;S1890

38665916;23301498;33214551;393
02247;39531497;38253038;395342
44;35254053;31492838;40307207;3
2119511;34019948;29237092;3513
2862;30397120;34846842;4013664
7;37217939;37340703;30059200;35
138101;29351928;36240223

MRELEAKATKDVERNLSRDLVQEEE
QLMEEKKKKKDDKKKKEAAQKKAT
EQKIKVPEQIKPSVSQPQPANSNNG
TSTATSTNNNAKRATANNQQPQQQ
QQQQQPQQQQPQQQPQPQPQQQQ
PQQQPQALPRYPREVPPRFRHQEHK
QLLKRGQHFPVIAANLGSAVKVLNS
QSESSALTNQQPQNNGEVQNSKNQ
SDINHSTSGSHYENSQRGPVSSTSD
SSTNCKNAVVSDLSEKEAWPSAPGS
DPELASECMDADSASSSESERNITI
MASGNTGGEKDGLRNSTGLGSQNK
FVVGSSSNNVGHGSSTGPWGFSHG
AIISTCQVSVDAPESKSESSNNRMN
AWGTVSSSSNGGLNPSTLNSASNH
GAWPVLENNGLALKGPVGSGSSGIN
IQCSTIGQMPNNQSINSKVSGGSTH
GTWGSLQETCESEVSGTQKVSFSGQ
PQNITTEMTGPNNTTNFMTSSLPNS
GSVQNNELPSSNTGAWRVSTMNHP
QMQAPSGMNGTSLSHLSNGESKSG
GSYGTTWGAYGSNYSGDKCSGPNG
QANGDTVNATLMQPGVNGPMGTN
FQVNTNKGGGVWESGAANSQSTSW
GSGNGANSGGSRRGWGTPAQNTGT
NLPSVEWNKLPSNQHSNDSANGNG
KTFTNGWKSTEEEDQGSATSQTNE
QSSVWAKTGGTVESDGSTESTGRLE
EKGTGESQSRDRRKIDQHTLLQSIV
NRTDLDPRVLSNSGWGQTPIKQNTA
WDTETSPRGERKTDNGTEAWGSSA
TQTFNSGACIDKTSPNGNDTSSVSG
WGDPKPALRWGDSKGSNCQGGWE
DDSAATGMVKSNQWGNCKEEKAA
WNDSQKNKQGWGDGQKSSQGWSV
SASDNWGETSRNNHWGEANKKSSS
GGSDSDRSVSGWNELGKTSSFTWG
NNINPNNSSGWDESSKPTPSQGWG
DPPKSNQSLGWGDSSKPVSSPDWN
KQQDIVGSWGIPPATGKPPGTGWLG
GPIPAPAKEEEPTGWEEPSPESIRRK
MEIDDGTSAWGDPSKYNYKNVNM
WNKNVPNGNSRSDQQAQVHQLLTP
ASAISNKEASSGSGWGEPWGEPSTP
ATTVDNGTSAWGKPIDSGPSWGEPI
AAASSTSTWGSSSVGPQALSKSGPK
SMQDGWCGDDMPLPGNRPTGWEE
EEDVEIGMWNSNSSQELNSSLNWP
PYTKKMSSKGLSGKKRRRERGMMK
GGNKQEEAWINPFVKQFSNISFSRD
SPEENVQSNKMDLSGGMLQDKRM
EIDKHSLNIGDYNRTVGKGPGSRPQI
SKESSMERNPYFDKDGIVADESQN
MQFMSSQSMKLPPSNSALPNQALG
SIAGLGMQNLNSVRQNGNPSMFGV
GNTAAQPRGMQQPPAQPLSSSQPN
LRAQVPPPLLSPQVPVSLLKYAPNNG
GLNPLFGPQQVAMLNQLSQLNQLS
QISQLQRLLAQQQRAQSQRSVPSGN
RPQQDQQGRPLSVQQQMMQQSRQ
LDPNLLVKQQTPPSQQQPLHQPAM
KSFLDNVMPHTTPELQKGPSPINAF
SNFPIGLNSNLNVNMDMNSIKEPQ
SRLRKWTTVDSISVNTSLDQNSSKH
GAISSGFRLEESPFVPYDFMNSSTSP
ASPPGSIGDGWPRAKSPNGSSSVNW
PPEFRPGEPWKGYPNIDPETDPYVTP
GSVINNLSINTVREVDHLRDRNSGS
SSSLNTTLPSTSAWSSIRASNYNVPL
SSTAQSTSARNSDSKLTWSPGSVTN
TSLAHELWKVPLPPKNITAPSRPPPG
LTGQKPPLSTWDNSPLRIGGGWGNS
DARYTPGSSWGESSSGRITNWLVLK
NLTPQIDGSTLRTLCMQHGPLITFHL
NLPHGNALVRYSSKEEVVKAQKSLH
MCVLGNTTILAEFASEEEISRFFAQS
QSLTPSPGWQSLGSSQSRLGSLDCS
HSFSSRTDLNHWNGAGLSGTNCGD
LHGTSLWGTPHYSTSLWGPPSSSDP
RGISSPSPINAFLSVDHLGGGGESM

True False 4.319 4.675 False


