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S178 S308 S434

PTBP2

D

RRM1

RRM2

RRM3

RRM4

PTBP2  1    MDGIVTEVAVGVKRGSDELLSGSVLSSPNSNMSSMVVTANGNDSKKFKGEDKMDGAPSRV  60 

            MDGIV·++AVG·KRGSDEL·S··V·+·P·· ·S+····ANGNDSKKFKG+·+··G·PSRV 

PTBP1  1    MDGIVPDIAVGTKRGSDELFSTCVTNGPFIMSSNSASAANGNDSKKFKGDSRSAGVPSRV  60 

 

PTBP2  61   LHIRKLPGEVTETEVIALGLPFGKVTNILMLKGKNQAFLELATEEAAITMVNYYSAVTPH  120 

            +HIRKLP·+VTE·EVI+LGLPFGKVTN+LMLKGKNQAF+E+·TEEAA·TMVNYY++VTP· 

PTBP1  61   IHIRKLPIDVTEGEVISLGLPFGKVTNLLMLKGKNQAFIEMNTEEAANTMVNYYTSVTPV  120 

 

PTBP2  121  LRNQPIYIQYSNHKELKTDNTLNQRAQAVLQA-VTAVQTAN--TPLSGTTVSESAVTPAQ  177 

            LR·QPIYIQ+SNHKELKTD++·NQ·········V·+VQ+·N·····S···V········Q 

PTBP1  121  LRGQPIYIQFSNHKELKTDSSPNQARAQAALQAVNSVQSGNLALAASAAAVDAGMAMAGQ  180 

 

PTBP2  178  SPVLRIIIDNMYYPVTLDVLHQIFSKFGAVLKIITFTKNNQFQALLQYGDPVNAQQAKLA  237 

            SPVLRII++N++YPVTLDVLHQIFSKFG·VLKIITFTKNNQFQALLQY·DPV+AQ·AKL+ 

PTBP1  181  SPVLRIIVENLFYPVTLDVLHQIFSKFGTVLKIITFTKNNQFQALLQYADPVSAQHAKLS  240 

 

PTBP2  238  LDGQNIYNACCTLRIDFSKLVNLNVKYNNDKSRDYTRPDLPSGDGQPALDPAIAAAFAKE  297 

            LDGQNIYNACCTLRIDFSKL·+LNVKYNNDKSRDYTRPDLPSGD·QP+LD··+AAAF··· 

PTBP1  241  LDGQNIYNACCTLRIDFSKLTSLNVKYNNDKSRDYTRPDLPSGDSQPSLDQTMAAAFGAP  300 

 

PTBP2  298  TSLLAVP--GALSP--LAIPNAAAAAAAAAAGRVGMP------------------GVSAG  335 

            ··+·A·P··GA··P···AIP·AA··+·····G·+·····················G++·· 

PTBP1  301  GIISASPYAGAGFPPTFAIPQAAGLSVPNVHGALAPLAIPSAAAAAAAAGRIAIPGLAGA  360 

 

PTBP2  336  GNTVLLVSNLNEEMVTPQSLFTLFGVYGDVQRVKILYNKKDSALIQMADGNQSQLAMNHL  395 

            GN+VLLVSNLN·E·VTPQSLF·LFGVYGDVQRVKIL+NKK++AL+QMADGNQ+QLAM+HL 

PTBP1  361  GNSVLLVSNLNPERVTPQSLFILFGVYGDVQRVKILFNKKENALVQMADGNQAQLAMSHL  420 

 

PTBP2  396  NGQKMYGKIIRVTLSKHQTVQLPREGLDDQGLTKDFGNSPLHRFKKPGSKNFQNIFPPSA  455 

            NG·K++GK·IR+TLSKHQ·VQLPREG·+DQGLTKD+GNSPLHRFKKPGSKNFQNIFPPSA 

PTBP1  421  NGHKLHGKPIRITLSKHQNVQLPREGQEDQGLTKDYGNSPLHRFKKPGSKNFQNIFPPSA  480 

 

PTBP2  456  TLHLSNIPPSVAEEDLRTLFANTGGTVKAFKFFQ-DHKMALLQMATVEEAIQALIDLHNY  514 

            TLHLSNIPPSV+EEDL+·LF++·GG·VK·FKFFQ·D·KMAL+QM·+VEEA+QALIDLHN+ 

PTBP1  481  TLHLSNIPPSVSEEDLKVLFSSNGGVVKGFKFFQKDRKMALIQMGSVEEAVQALIDLHNH  540 

 

PTBP2  515  NLGENHHLRVSFSKSTI  531 

            +LGENHHLRVSFSKSTI 

PTBP1  541  DLGENHHLRVSFSKSTI  557 
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