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ADMAEHTERLKANDS------LKLSQEYESIDPG----QQFTWEH---SNLEVNKPK-NRYANVIAYDHSRVILQPIEGI---------------------MGSDYINANYVDGYRRQhPTPsigma_D1 (NP_002841) PTPRS (1) 
TDMAEHMERLKANDS------LKLSQEYESIDPG----QQFTWEH---SNLEANKPK-NRYANVIAYDHSRVILQPLEGI---------------------MGSDYINANYVDGYRRQmPTPsigma_D1 (NP_035348(revised)) Ptprs (1) 
TDMAEHMERLKANDS------LKLSQEYESIDPG----QQFTWEH---SNLEANKPK-NRYANVIAYDHSRVILQPLEGI---------------------MGSDYINANYVDGYRRQrPTPsigma_D1 (NP_062013) Ptprd (1) 
SELAEHTEHLKANDN------LKLSQEYESIDPG----QQFTWEH---SNLEVNKPK-NRYANVIAYDHSRVILLPIEGI---------------------VGSDYINANYIDGYRKQcPTPsigma_D1 (I50212) (1) 
ADLAEHTEHLKANDN------LKLSQEYESVDPG----QQFTWEH---SNLEVNKAK-NRYANVIAYDHSRVILLPVEGI---------------------IGSDYINANYIDGYRKQxPTPsigma_D1 (AAF43607) (1) 
SELAEHTELLKANDN------LKLSQEYESIDPG----QQFTWEH---SNLEVNKPK-NRYANVIAYDHSRVILAPIEGI---------------------TGSDYINSNYIDGYRKQzPTPsigma_D1 (CAC44759) (1) 
TDLADNIERLKANDG------LKFSQEYESIDPG----QQFTWEN---SNLEVNKPK-NRYANVIAYDHSRVILTSIDGV---------------------PGSDYINANYIDGYRKQhLAR_D1 (NP_002831) PTPRF (1) 
TDLADNIERLKANDG------LKFSQEYESIDPG----QQFTWEN---SNSEVNKPK-NRYADVIAYDHSRVLLTSIDGV---------------------PGSDYINANYIDGYRKQmLAR_D1 (NP_035343) Ptprf (1) 
TDLADNIERLKANDG------LKFSQEYESIDPG----QQFTWEN---SNSEVNKPK-NRYANVIAYDHSRVLLTSIDGV---------------------PGSDYINANYIDGYRKQrLAR_D1 (NP_062122) Ptprf (1) 
SDLADNIERLKANDG------LKFSQEYESIDPG----QQFTWEN---SNLEVNKPK-NRYANVIAYDHSRVILTSVDAV---------------------PGSDYINANYIDGYRKQxLAR_D1 (AAF43606) (1) 
LELADHIERLKANDN------LKFSQEYESIDPG----QQFTWEH---SNLEVNKPK-NRYANVIAYDHSRVLLSAIEGI---------------------PGSDYVNANYIDGYRKQhPTPdelta _D1 (NP_002830) PTPRD (1) 
LELADHIERLKANDN------LKFSQEYESIDPG----QQFTWEH---SNLEVNKPK-NRYANVIAYDHSRVLLSAIEGI---------------------PGSDYVNANYIDGYRKQmPTPdelta_D1 (D54689) (1) 
LELEDHIERLKANDN------LKFSQEYESIDPG----QQFTWEH---SNLEVNKPK-NRYANVIAYDHSRVLLSAIDGI---------------------PGSDYINSNYIDGYRKQxPTPdelta_D1 (AAF43605) (1) 
ADLLQHITQMKRGQG------YGFKEEYEALPEG----QTASWDT---AKEDENRNK-NRYGNIISYDHSRVRLLVLDGD---------------------PHSDYINANYIDGYHRPhPTPrho_D1 (NP_573400) PTPRT (1) 
ADLLQHITQMKRGQG------YGFKEEYEALPEG----QTASWDT---AKEDENRNK-NRYGNIISYDHSRVRLLVLDGD---------------------PHSDYINANYIDGYHRPmPTPrho_D1 (NP_067439) Ptprt (1) 
ADLLQHITQMKRGQG------YGFKEEYEALPEG----QTASWDT---AKEDENRNK-NRYGNIISYDHSRVRLQQIEED---------------------PHSDYINANYVDGYHRPxPTPrho_D1 (AAD50295) (1) 
ADLLQHITQMKCAEG------YGFKEEYESFFEG----QSAPWDS---AKKDENRMK-NRYGNIIAYDHSRVRLQTIEGD---------------------TNSDYINGNYIDGYHRPhPTPmu_D1 (NP_002836) PTPRM (1) 
ADLLQHITQMKCAEG------YGFKEEYESFFEG----QSAPWDS---AKKDENRMK-NRYGNIIAYDHSRVRLQMLEGD---------------------NNSDYINGNYIDGYHRPmPTPmu_D1 (NP_033010) Ptprm (1) 
ADLLQHINLMKTSDS------YGFKEEYESFFEG----QSASWDV---AKKDQNRAK-NRYGNIIAYDHSRVILQPVEDD---------------------PSSDYINANYIDGYQRPhPTPkappa_D1 (NP_002835) PTPRK (1) 
ADLLQHINLMKTSDS------YGFKEEYESFFEG----QSASWDV---AKKDQNRAK-NRYGNIIAYDHSRVILQPVEDD---------------------PSSDYINANYRDGYQRPmPTPkappa_D1 (NP_033009 (revised)) Ptprk (1) 
ADLLQHINQMKTAEG------YGFKQEYESFFEG--------WD----ATKKKDKVKGSRQEPMPAYDRHRVKLHPMLGD---------------------PNADYINANYIDGYHRShPTPlamda_D1 (NP_005695) PTPRU (1) 
ADLLQHINQMKTAEG------YGFKQEYESFFEG--------WD----ATKKKDKLKGGRQEPVSAYDRHHVKLHPMLAD---------------------PDADYISANYIDGYHRSmPTPlamda_D1 (NP_035344) Ptprl (1) 
ADLLQHINQMKTAEG------YGFKQEYESFFEG--------WD----ATKKKDKLKSGRQEPVSAYDRHRVKLHPMLGD---------------------PDADYISANYIDGYHRPrPTPpsi_D1 (AAB42210) Ptpru Fragm (1) 
DKLEEEINRRIGDDN------KLFREEFNALP------ACPIQATCEAASKEENKEK-NRYVNILPYDHSRVHLTPVEGV---------------------PDSHYINTSFINSYQEKcPTPalpha_D1 (AAB04150) (1) 
DKLEEEINRRMADDN------KLFREEFNALP------ACPIQATCEAASKEENKEK-NRYVNILPYDHSRVHLTPVEGV---------------------PDSDYINASFINGYQEKhPTPalpha_D1 (NP_002827) PTPRA (1) 
DKLEEEINRRMADDN------KLFREEFNALP------ACPIQATCEAASKEENKEK-NRYVNILPYDHSRVHLTPVEGV---------------------PDSDYINASFINGYQEKmPTPalpha_D1 (AAK56109) Ptpra (1) 
DKLEEEINRRMADDN------KLFREEFNALP------ACPIQATCEAASKEENKEK-NRYVNLLPYDHSRVHLTPVEGV---------------------PDSDYINASFINGYQEKrPTPalpha_D1 (NP_036895) Ptpra (1) 
DKLEEEMNRRMADDN------KLFREEFNALP------VCPIQASCDAASKEESKEK-NRYVNILPYDHSRVHLTSLEGV---------------------PDSDYINASYINGYQEKzPTPalpha_D1 (NP_571963) ptpra (1) 
DKLEEEINRRMADDN------KLFREESNALP------ACPIQATCEAASKEENMEK-NRYVNILPYDHSRVHLSPIEGV---------------------PDSDYINSSFINGYQEKxPTPalpha_D1 (AAA17990) (1) 
EHLEEEIRIRSADDC------KQFREEFNSLP------SGHIQGTFELANKEENREK-NRYPNILPNDHSRVILSQLDGI---------------------PCSDYINASYIDGYKEKhPTPepsilon_D1 (NP_006495) PTPRE (1) 
EHLEEEIRVRSADDC------KRFREEFNSLP------SGHIQGTFELANKEENREK-NRYPNILPNDHCRVILSQVDGI---------------------PCSDYINASYIDGYKEKmPTPepsilon_D1 (NP_035342) Ptpre (1) 
EHLEEEIRVRSADDC------KRFREEFNSLP------SGHIQGTFELANKEENREK-NRYPNILPNDHCRVILSQLDGI---------------------PCSDYINASYIDGYKEKrPTPepsilon_D1 (XP_215102) Ptpre (1) 
KQFVKHIGELYSNNQ------HGFSEDFEEVQRC----TADMNITAEHSNHPENKHK-NRYINILAYDHSRVKLRPLPGKDS-------------------KHSDYINANYVDGYNKAhPTPgamma_D1 (NP_002832) PTPRG (1) 
KQFGKHIGELYSNSQ------HGFSEDFEEVQRC----TADMNITAEHSNHPDNKHK-NRYINILAYDHSRVKLRPLPGKDS-------------------KHSDYINANYVDGYNKAmPTPgamma_D1 (NP_033007) Ptprg (1) 
IPIPDDMEAIPVKQF--GKSQHGFSGDFEEVQRC----TADMNITAEHSNHPDNKHK-NRYINILAYDHSRVKLRPLPGKDS-------------------KHSDYINANYVDGYNKArPTPgamma _D1 (NP_599183) Ptprg (1) 
KQFVKHISELYSNNQ------HGFSEDFEEVQRC----TADMNITAEHSNHPDNKHK-NRYINILAYDHSRVKLRPLPGKDS-------------------KHSDYINANYVSGYNKAcPTPgamma_D1 (Q98936) (1) 
KHFPKHVADLHASSG-FTEEFETLKEFYQEVQSC----TVDLGITADSSNHPDNKHK-NRYINIVAYDHSRVKLAQLAEKDG-------------------KLTDYINANYVDGYNRPhPTPzeta_D1 (NP_002842) PTPRZ1 (1) 
KHFPKHVADLHASNG-FTEEFETLKEFYQEVQSC----TVDLGITADSSNHPDNKHK-NRYVNIVAYDHSRVKLTQLAEKDG-------------------KLTDYINANYVDGYNRPrPTPzeta_D1 (NP_037212) Ptprz1 (1) 
KHFPKHVADLHASNG--------FSEEFEEIQSC----TVDLGITSDSSNHPDNKNK-NRYINIVAYDHTRVKLAQLAEKDG-------------------KLTDYINANYVDGYNKPcPTPzeta_D1 (AAA49015) (1) 
KQFHKHVEDLHSRNG--------FTDEFEEVQNC----TTDLGITYENSNHPDNKNK-NRYINIVAYDHSRVKLSQLAEKDG-------------------KATDYINANFVDGYNKQxPTPzeta_D1 (BAA97445) (1) 
DILLETYKRKIADEG------RLFLAEFQSIP------RVFSKFPIKEARKPFNQNK-NRYVDILPYDYNRVELSEINGD---------------------AGSNYINASYIDGFKEPhCD45_D1 (NP_002829) PTPRC (1) 
DILLETYKRKIADEG------RLFLAEFQSIP------RVFSKFPIKDARKPHNQNK-NRYVDILPYDYNRVELSEINGD---------------------AGSTYINASYIDGFKEPmCD45_D1 (NP_035340) Ptprc (1) 
DLLLETYKRKIADEG------RLFLAEFQSIP------RVFSKFPIKDARKSQNQNK-NRYVDILPYDYNRVELSEINGD---------------------AGSTYINASYIDGFKEPrCD45_D1 (XP_213985) Ptprc (1) 
EKLLETYKRKIADEG------RLFLDEFQSIP------RIFTKFPMKEAKRSHNQNK-NRYIDILPYDHNRVELSEIPGD---------------------PGSDYINASYIDGFKEPcCD45_D1 (A54080) (1) 
GGLVEAYKNKIADEG------RLFMDEFQSIP------RIFSNYTIKEAKKSENQYK-NRYVDILPYDYNRVTLSTGGED------------------------NYINASFIEGYREPcypcaCD45_D1 (BAA92179) (1) 
ETLLDAYKRKIADEG------RLFLAEFQSIP------RIFSKYTVKEAKKSHNVPK-NRYVDILPYDYNRVQLTTGNGS---------------------AGCDYINASFIDGFKELfuCD45_D1 (CAB96211) (1) 
EQLIDVYRRKQADES------RLFLAEFQSIP------RVFSKFSVKEARRGCNTNK-NRYVDILPYDHNRVQLSPIAGE---------------------QGSDYINASFIDGFNESsharkCD45_D1 (T43148) (1) 
ENFEAYFKKQQADSN------CGFAEEYEDLK------LVGISQPKYAAELAENRGK-NRYNNVLPYDISRVKLSVQTHS----------------------TDDYINANYMPGYHSKhDEP1_D1 (NP_002834) PTPRJ (1) 
ENFEAYFKKQQADSN------CGFAEEYEDLK------LIGISLPKYAAEIAENRGK-NRYNNVLPYDISRVKLSVQTHS----------------------TDDYINANYMPGYHSKrDEP1_D1 (NP_058965) Ptprj (1) 
ENFEAYFKKQQADSN------CGFAEEYEDLK------LIGISLPKYTAEIAENRGK-NRYNNVLPYDISRVKLSVQTHS----------------------TDDYINANYMPGYHSKmDEP1_D1 (NP_033008) Ptprj (1) 
DDFDAYIKDMAKDSD------YKFSLQFEELK------LIGLDIPHFAADLPLNRCK-NRYTNILPYDFSRVRLVSMNEE---------------------EGADYINANYIPGYNSPhGLEPP1_D1 (NP_109592) PTPRO (1) 
DDFDSYIKDMAKDSD------YKFSLQFEELK------LIGLDIPHFAADLPLNRCK-NRYTNILPYDFSRVRLVSMNEE---------------------EGADYINANYIPGYNSPrGLEPP1_D1 (NP_059032) Ptpro (1) 
DDFDSYIKDMAKDSD------YKFSLQFEELK------LIGLDIPHFAADLPLNRCK-NRYTNILPYDFSRVRLVSMNEE---------------------EGADYINANYIPGYNSPmPTPphi_D1 (NP_035346) Ptpro (1) 
DDFDAYIKDMAKDSD------YKFSLQFEELK------LIGLDIPHFAADLPLNRCK-NRYTNILPYDFSRVRLLSMNEE---------------------EGADYINANYIPGYNSPrabPTPoc_D1 (AAB16824) (1) 
NQFEGHFMKLQADSN------YLLSKEYEELK------DVGRNQSCDIALLPENRGK-NRYNNILPYDATRVKLSNVDDD---------------------PCSDYINASYIPGNNFRhPTPbeta_D1 (NP_002828) PTPRB (1) 
NQFEGHFMKLQADSN------YLLSKEYEDLK------DVGRSQSCDIALLPENRGK-NRYNNILPYDASRVKLSNVDDD---------------------PCSDYINASYIPGNNFRmPTPbeta_D1 (NP_084204) Ptprb (1) 
NQFEGHFMKLQADSN------YLLSKEYEDLK------DVGRSQSCDIALLPENRGK-NRYNNILPYDASRVKLCNVDDD---------------------PCSDYINASYIPGNNFRrPTPbeta_D1 (XP_235156 (revised)) (1) 
KSFLQHVEELCTNNN------LKFQEEFSELP------KFLQDLSSTDADLPWNRAK-NRFPNIKPYNNNRVKLIADASV---------------------PGSDYINASYISGYLCPhPTPS31_D1 (AR073855) PTPGMC1 (1) 
KSFLQHVEELCTNSN------LKFQEEFSELP------KFLQDLSSTDADLPWNRAK-NRFPNIKPYNNNRVKLIADVSL---------------------PGSDYINASYVSGYLCPrPTPGMC1_D1 (NP_075214) Ptprq (1) 
EDFADHVRKNERDSN------CGFADEYQQLS------LVGHSQSQMVASASENNAK-NRYRNVLPYDWSRVPLKPIHEE---------------------PGSDYINASFMPGLWSPhSAP1_D1 (NP_002833) PTPRH (1) 
KDFADHVRENEKDSN------CGFAEEYQQLA------LEGQGQSQITASALENRSK-NRYRNVLPYDWSRVPLQPLQEE---------------------PGSDYINASFMPGLWSPmSAP1_D1 (BAC37443) (1) 
KDFADHVRENEKDSN------CGFAEEYQQLA------LEGQGQSQMTALALENVSK-NRYRNVLPYDWSRVPLQPLHEE---------------------PGSDYINASFMPGLWSPrPTPBEM2_D1 (NP_598276) (1) 
HSFRQSYEAKSARAH------QAFFQEFEELK------EVGKDQPRLEAEHPANITK-NRYPHVLPYDHSRVRLTQLSGE---------------------PHSDYINANFIPGYSHPmPTPESP_D1 (NP_031981) Esp (1) 
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HFLSWPAEGTPAS--TRPLLDFRRKVNKCYR-------------GRSCPIIVHCSDGAGRTGTYILIDMVLNRMAKG--VKEIDIAATLEHVRDQRPGLVRSKDQFEFALTAVAEEVNbIA2_D1 (P56722) Ptprn (179) 
HFLSWYDRGVPSS--SRSLLDFRRKVNKCYR-------------GRSCPIIVHCSDGAGRSGTYVLIDMVLNKMAKG--AKEIDIAATLEHLRDQRPGMVQTKEQFEFALTAVAEEVNhIA2beta_D1 (NP_002838) PTPRN2 (179) 
HFLSWYDRGVPSS--SRSLLDFRRKVNKCYR-------------GRSCPIIVHCSDGAGRSGTYVLIDMVLNKMAKG--AKEIDIAATLEHLRDQRPGMVQTKEQFEFALTAVAEEVNmacneIA2beta_D1 (O02695) (179) 
HFLSWYDQGVPSS--TRSLLDFRRKVNKCYR-------------GRSCPIIVHCSDGAGRSGTYVLIDMVLNKMAKG--AKEIDIAATLEHLRDQRPGMVQTKEQFEFALTAVAEEVNmPTPNP_D1 (P80560) Ptprn2 (179) 
HFLSWYDQGVPSS--TRSLLDFRRKVNKCYR-------------GRSCPIIVHCSDGAGRSGTYVLIDMVLNKMAKG--AKEIDIAATLEHLRDQRPGMVQTKEQFEFALTAVAEEVNrPTPNE6_D1 (NP_113788) Ptprn2 (179) 
QYTNWSVEQLPAE--PKELISMIQVVKQKLPQKNSSEGN---KHHKSTPLLIHCRDGSQQTGIFCALLNLLESAET---EEVVDIFQVVKALRKARPGMVSTFEQYQFLYDVIASTYPhCD45_D2 (NP_002829) PTPRC (199) 
QCTTWKGEELPAE--PKDLVSMIQDLKQKLPKASPEGM----KYHKHASILVHCRDGSQQTGLFCALFNLLESAET---EDVVDVFQVVKSLRKARPGVVCSYEQYQFLYDIIASIYPmCD45_D2 (NP_035340) Ptprc (199) 
QCTTWKGEELPAE--PKDLVTLIQNIKQKLPKSGSEGM----KYHKHASILVHCRDGSQQTGLFCALFNLLESAET---EDVVDVFQVVKSLRKARPGMVGSFEQYQFLYDIMASIYPrCD45_D2 (XP_213985) Ptprc (199) 
QYHKWNGLDVPED--PKDLVDMILSLKQKVPSRPASEDS---RNSRSVPFVIHCCDGSQQTWCVLCLMTLLESAET---EEVIDVFQVVKALRRSRLGVVSTFEQYQFLYDTIARTYPcCD45_D2 (A54080) (199) 
QFLKWGDKEVPEK--PQDLADLIKEIKHRCGY----------TWPRSTPIIVHCNDGSSRSGAFCALWNLLDNAEK---EKMVDVFQVVKTLRKERQGMCPSLEQYQFLYDALEVVYPfuCD45_D2 (CAB96211) (199) 
QFLKWRGRELPEN--AQELVEMASIIRENGHYDNS-------KTNRNVPIVVHCNNGSSRTGIFCALWNLLDSAYT---EKLVDVLQEVKNLRKLRQGMVETIEQYQFLYTALEGAFPcypcaCD45_D2 (BAA92179) (197) 
QYTNWSVXXLPAX--PKELISMIQVXKQKLPQKNSSEGN---KXHKSXPLLIHCRDGSQQTGIFCALLNLLESAET---EEVVDXFQVVKALRKARPGMXSTFEQXQFLYDXIASTYPaotvoCD45_D2 (AAM48512) (3') (191) 
HFHDWAESELPED--PSNFTKMIRSIKEKLSTLQEPE------SSLSPSLIVHCSDGAKKTGVFYALWILLDNADT---ENVIDVLQTVKVLRKARPGLVSTFEQYQFLYDIIASTYPsharkCD45_D2 (T43148) (198) 
HFHGWPEVGIPSD--GKGMINIIAAVQKQQQ------------QSGNHPMHCHCSAGAGRTGTFCALSTVLERVKA---EGILDVFQTVKSLRLQRPHMVQTLEQYEFCYKVVQEYIDcPTPalpha_D2 (AAB04150) (181) 
HFHGWPEVGIPSD--GKGMISIIAAVQKQQQ------------QSGNHPITVHCSAGAGRTGTFCALSTVLERVKA---EGILDVFQTVKSLRLQRPHMVQTLEQYEFCYKVVQEYIDhPTPalpha_D2 (NP_002827) PTPRA (182) 
HFHGWPEVGIPSD--GKGMINIIAAVQKQQQ------------QSGNHPITVHCSAGAGRTGTFCALSTVLERVKA---EGILDVFQTVKSLRLQRPHMVQTLEQYEFCYKVVQEYIDmPTPalpha_D2 (NP_033006) Ptpra (182) 
HFHGWPEVGIPSD--GKGMINIIAAVQKQQQ------------QSGNHPITVHCSAGAGRTGTFCALSTVLECVKA---EGILDVFQTVKTLRLQRPHMVQILEQYEFCYKVVQEYIDrPTPalpha_D2 (NP_036895) Ptpra (182) 
HFHGWPEVGIPTD--GKGMINIIAAVQKQQQ------------QSGNHPITVHCSAGAGRTGTFCALSTVLERVKA---EGILDVFQTVKSLRLQRPHMVQTLEQYEFCYRVVQEYIDxPTPalpha_D2 (AAA17990) (182) 
HFHGWPEVGIPSD--GKGMINIIAAVQKQQQ------------QSGNHPITSHCSAGAGRTGTFCALSTVLERVKA---EGILDVFQTVKSLRLQRPHMVQTLEQYEFCYKVVQEYIDzPTPalpha_D2 (NP_571963) ptpra (182) 
HFHGWPEVGIPAD--GKGMINLIAAVQKQQQ------------QSGNHPITVHCSAGAGRTGTFCALSTVLERVKA---EGILDVFQTVKSLRLQRPHMVQTLEQYEFCYKVVQEYIDryPTPR4b_D2 (BAA95196) (182) 
HFHGWPEIGIPAE--GKGMIDLIAAVQKQQQ------------QTGNHPITVHCSAGAGRTGTFIALSNILERVKA---EGLLDVFQAVKSLRLQRPHMVQTLEQYEFCYKVVQDFIDhPTPepsilon_D2 (NP_006495) PTPRE (187) 
HFHGWPEVGIPAE--GKGMIDLIAAVQKQQQ------------QTGNHPITVHCSAGAGRTGTFIALSNILERVKA---EGLLDVFQAVKSLRLQRPHMVQTLEQYEFCYKVVQDFIDmPTPepsilon_D2 (NP_035342) Ptpre (187) 
HFHGWPEVGIPTE--GKGMIDLIAAVQKQQQ------------QTGNHPITVHCSAGAGRTGTFIALSNILERVKA---EGLLDVFQAVKSLRLQRPHMVQTLEQYEFCYKVVQDFIDrPTPepsilon_D2 (XP_215102) Ptpre (187) 
HFHGWPEIGIPVD--GRGMIDIIAAVQRQQQ------------QSGNRPIIVHCSAGAGRTGTFIALSNILERVKA---EGLLDVFQTVKSLRMQRPHMVQTVEQYDFCYKVVQDFIDorylaPTPepsilon_D2 (BAC06424) (187) 
HFHDWPEIGIPAE--GKGMIDLIAAVQKQQQ------------KSGNHPIIVHCSAGAGRTGTFIALSNILERVKA---EGLLDVFQTVKSLRMQRPHMVQTLEQYDFCYKVVQDFLDryPTPR4a_D2 (BAA95190) (182) 
QYLGWASHREVPGS-KRSFLKLILQVEKWQEEC----------EEGEGRTIIHCLNGGGRSGMFCAIGIVVEMVKR---QNVVDVFHAVKTLRNSKPNMVEAPEQYRFCYDVALEYLEhPTPkappa_D2 (NP_002835) PTPRK (180) 
QYLGWASHREVPGS-KRSFLKLILQVEKWQEEC----------EEGEGRTIIHCLNGGGRSGMFCAIGIVVEMVKR---QNVVDVFHAVKTLRNSKPNMVEAPEQYRFCYDVALEYLEmPTPkappa_D2 (NP_033009) Ptprk (180) 
QYLGWAAHREIPAS-KRSFLKLILQVDKWQEEC----------EEGEGRTIIHCLNGGGRSGMFCAITIICEMIKR---QNVVDIFHGVKTLRNSRPNMVETLDQYRFCYDVALEYLEryPTPR2B_D2 (BAA95194) (180) 
QFLRWSAYRDTPDS-KKAFLHLLAEVDKWQAES------------GDGRTIVHCLNGGGRSGTFCACATVLEMIRC---HNLVDVFFAAKTLRNYKPNMVETMDQYHFCYDVALEYLEhPTPlamda_D2 (NP_005695) PTPRU (183) 
QFLRWSAYRDTPDS-RKAFLHLLAEVDKWQAES------------GDGRTVVHCLNGGGRSGTFCACATVLEMIRC---HSLVDVFFAAKTLRNYKPNMVETMDQYHFCYDVALEYLEmPTPlamda_D2 (NP_035344) Ptprl (183) 
QFLGWPMYRDTPVS-KRSFLKLIRQVDKWQEEYN----------GGEGPTVVHCLNGGGRSGTFCAISIVCEMLRH---QRTVDVFHAVKTLRNNKPNMVDLLDQYKFCYEVALEYLNhPTPmu_D2 (NP_002836) PTPRM (180) 
QFLGWPMYRDTPVS-KRSFLKLIRQVDKWQEEYN----------GGEGPTVVHCLNGGGRSGTFCAISIVCEMLRH---QRTVDVFHAVKTLRNNKPNMVDLLDQYKFCYEVALEYLNmPTPmu_D2 (NP_033010) Ptprm (180) 
QFLGWPMYRDTPVS-KRSFLKLIRQVDKWQEEYN----------GGEGRTVVHCLNGGGRSGTFCAISIVCEMLRH---QRTVDVFHAVKTLRNNKPNMVDLLQSWSSRETRALVLSSrPTPmu_D2 (XP_237546 (revised)) (180) 
QYIGWPAYRDTPPS-KRSLLKVVRRLEKWQEQYD----------GREGRTVVHCLNGGGRSGTFCAICSVCEMIQQ---QNIIDVFHIVKTLRNNKSNMVETLEQYKFVYEVALEYLShPTPrho_D2 (NP_573400) PTPRT (180) 
QYIGWPAYRDTPPS-KRSLLKVVRRLEKWQEQYD----------GREGRTVVHCLNGGGRSGTFCAICSVCEMIQQ---QNIIDVFHIVKTLRNNKSNMVETLEQYKFVYEVALEYLSmPTPrho_D2 (NP_067439) Ptprt (180) 
QFTDWPEQGVPKS--GEGFIDFIGQVHKTKEQFG-----------QDGPISVHCSAGVGRTGVFITLSIVLERMRY---EGVVDIFQTVKMLRTQP-AMVQTEDEYQFCYQAALEYLGcPTPsigma_D2 (I50212) (182) 
QFTDWPEQGVPKT--GEGFIDFIGQVHKTKEQFG-----------QDGPITVHCSAGVGRTGVFITLSIVLERMRY---EGVVDMFQTVKTLRTQRPAMVQTEDQYQLCYRAALEYLGhLAR_D2 (NP_002831) PTPRF (182) 
QFTDWPEQGVPKT--GEGFIDXIGQVHKTKEQFG-----------QDGPITVHCSAGVGRTGVFITLSIVLERMRY---EGVVDMFQTVKTLRTQRPAMVQTEDQYQLCYRAALEYLGmLAR_D2 (NP_035343) Ptprf (182) 
QFTDWPEQGVPKT--GEGFIDFIGQVHKTKEQFG-----------QDGPITVHCSAGVGRTGVFITLSIVLERMRY---EGVVDMFQTVKTLRTQRPAMVQTEDQYQLCYRAALEYLGrLAR_D2 (NP_062122) Ptprf (182) 
QFTDWPEQGVPKT--GEGFIDFIGQVHKTKEQFG-----------QDGPITVHCSAGVGRTGVFITLSIVLERMRY---EGVVDMFQTVKTLRTQRPAMVQTEDQYQLCYRAALEYLGxLAR_D2 (AAF43606) (182) 
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