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Q6R327 RICTR_HUMAN Homo
sapiens

Rapamycin-
insensitive
companion
of	mTOR

21.39673 S1121;T1266;S1267;S1348 S21;S35;S265;T1103;T1135;S1138;
S1162;S1219;S1235;T1271;S1274;S
1278;S1282;S1284;T1295;S1302;S1
313;T1332;S1346;S1353;T1376;S13
85;T1386;S1388;S1396;S1411;S157
1;S1574;S1577;S1591;T1695

30379171;30059200;37217939;401
36647;28510447

MAAIGRGRSLKNLRVRGRNDSGEE
NVPLDLTREPSDNLREILQNVARLQ
GVSNMRKLGHLNNFTKLLCDIGHS
EEKLGFHYEDIIICLRLALLNEAKEV
RAAGLRALRYLIQDSSILQKVLKLKV
DYLIARCIDIQQSNEVERTQALRLVR
KMITVNASLFPSSVTNSLIAVGNDGL
QERDRMVRACIAIICELALQNPEVVA
LRGGLNTILKNVIDCQLSRINEALITT
ILHLLNHPKTRQYVRADVELERILAP
YTDFHYRHSPDTAEGQLKEDREARF
LASKMGIIATFRSWAGIINLCKPGNS
GIQSLIGVLCIPNMEIRRGLLEVLYDI
FRLPLPVVTEEFIEALLSVDPGRFQD
SWRLSDGFVAAEAKTILPHRARSRP
DLMDNYLALILSAFIRNGLLEGLVEV
ITNSDDHISVRATILLGELLHMANTI
LPHSHSHHLHCLPTLMNMAASFDI
PKEKRLRASAALNCLKRFHEMKKRG
PKPYSLHLDHIIQKAIATHQKRDQYL
RVQKDIFILKDTEEALLINLRDSQVL
QHKENLEWNWNLIGTILKWPNVNL
RNYKDEQLHRFVRRLLYFYKPSSKL
YANLDLDFAKAKQLTVVGCQFTEFL
LESEEDGQGYLEDLVKDIVQWLNAS
SGMKPERSLQNNGLLTTLSQHYFLF
IGTLSCHPHGVKMLEKCSVFQCLLN
LCSLKNQDHLLKLTVSSLDYSRDGL
ARVILSKILTAATDACRLYATKHLRVL
LRANVEFFNNWGIELLVTQLHDKN
KTISSEALDILDEACEDKANLHALIQ
MKPALSHLGDKGLLLLLRFLSIPKGF
SYLNERGYVAKQLEKWHREYNSKYV
DLIEEQLNEALTTYRKPVDGDNYVR
RSNQRLQRPHVYLPIHLYGQLVHHK
TGCHLLEVQNIITELCRNVRTPDLDK
WEEIKKLKASLWALGNIGSSNWGLN
LLQEENVIPDILKLAKQCEVLSIRGT
CVYVLGLIAKTKQGCDILKCHNWDA
VRHSRKHLWPVVPDDVEQLCNELS
SIPSTLSLNSESTSSRHNSESESVPS
SMFILEDDRFGSSSTSTFFLDINEDT
EPTFYDRSGPIKDKNSFPFFASSKLV
KNRILNSLTLPNKKHRSSSDPKGGK
LSSESKTSNRRIRTLTEPSVDFNHSD
DFTPISTVQKTLQLETSFMGNKHIED
TGSTPSIGENDLKFTKNFGTENHRE
NTSRERLVVESSTSSHMKIRSQSFN
TDTTTSGISSMSSSPSRETVGVDATT
MDTDCGSMSTVVSTKTIKTSHYLTP
QSNHLSLSKSNSVSLVPPGSSHTLP
RRAQSLKAPSIATIKSLADCNFSYTSS
RDAFGYATLKRLQQQRMHPSLSHSE
ALASPAKDVLFTDTITMKANSFESRL
TPSRFMKALSYASLDKEDLLSPINQ
NTLQRSSSVRSMVSSATYGGSDDYI
GLALPVDINDIFQVKDIPYFQTKNIPP
HDDRGARAFAHDAGGLPSGTGGLV
KNSFHLLRQQMSLTEIMNSIHSDAS
LFLESTEDTGLQEHTDDNCLYCVCI
EILGFQPSNQLSAICSHSDFQDIPYS
DWCEQTIHNPLEVVPSKFSGISGCS
DGVSQEGSASSTKSTELLLGVKTIPD
DTPMCRILLRKEVLRLVINLSSSVST
KCHETGLLTIKEKYPQTFDDICLYSE
VSHLLSHCTFRLPCRRFIQELFQDV
QFLQMHEEAEAVLATPPKQPIVDTS
AES

True True 4.11 2.062 1.922 5.0


