Alignment of 37 Human PTP 'catalytic' domains (excluding domain D2 sequences)

e

Amino acid in hPTP1B #10 #20 #30 #40 _ #50 #60 #80
hPTPaIpha DKLEEE INRRMADDN - -KLFREEFNALPACPIQA- - ---- TCEAASKEENKEKNRY|VN/ILPYDHSRVMHLTPVEGV--PDSDY| SFINGY-- -QEKNKFIAAQG
hPTPepSiIonEHLEEEIRIRSADDC- -KQFREEFNSLPSGHIQG- - - - - - TFELANKEENREKNRY/PN/ILPNDHSRMILSQLDGI--PCSDY| SYIDGY - - -KEKNKFIAAQG
hPTPkappa ADLLQHINLMKTSDS - -YGFKEEYESFIFEGQSA- - ----- SWDVAKKDQNRAKNRYGN|I | AYDHSRM I LQPVEDD--PSSDY, NYIDGY - - -QRPSHY[IATQG
hPTPmu ADLLQHITQMKCAEG - -YGFKEEYESFFEGQSA- - ----- PWDSAKKDENRMKNRYGN|I | AYDHSRMRLQT IEGD--TNSDY, NGNYIDGY-- -HRPNHYIATQG
hPTPrho ADLLQHITQMKRGQG - -YGFKEEYEALPEGQTA- - ----- SWDTAKEDENRNKNRYGN|I ISYDHSRMRLLVLDGD--PHSDY, NYIDGY - - -HRPRHY[IATQG
hPTPlamda ADLLQH I NQMKTAEG - -YGFKQEYESFFEGWDA - - - - - - - T----KKKDKVKGSRQEPMPAYDRHRMKLHPMLGD--PNADY,| NYIDGY - - -HRSNHFIATQG
hPTPdelta LELADHIERLKANDN - -LKFSQEYES IDPGQQF - - - - - - - TWEHSNLEVNKPKNRYANV IAYDHSR LLSAIEGI--PGSDYVN NYIDGY - - -RKQNAY[IATQGS
hPTPsigma ADMAEHTERLKANDS - -LKLSQEYES IDPGQQF - - - - - - - TWEHSNLEVNKPKNRYANVIAYDHSRMILQPIEGI--MGSDYINANYVDGY - - -RRQNAYIATQG
hPTPgammaKQFVKHIGELYSNNQ-- ---HGFSEDFEEVIQRCTADMN-1---TAEHSNHPENKHKNRY|INILAYDHSRMKLRPLPGKDSKHSDYJINANYVDGY - - -NKAKAY[IATQG
hPTPzeta KHFPKHVADLHASSGF - -TEEFETLKEFYQEVQSCTVDLG!I---TADSSNHPDNKHKNRY|I NI VAYDHSRMKLAQLAEKDGKLTDYINANYVDGY - - -NRPKAY[IAAQG
hLAR TDLADNIERLKANDG- -----LKFSQEYES I|DPGQQF - - - ---- TWENSNLEVNKPKNRYANVIAYDHSRMILTSIDGV--PGSDYINANY IDGY - - -RKQNAYIATQG
hCD45 DILLETYKRKIADEG- -RLFLAEFQS IPRVFSKF - ----- PIKEARKPFNQNKNRY|VD/I LPYDYNRMELSE INGD--AGSNYINASY IDGF - - -KEPRKY[IAAQG
hGLEPP1 DDFDAY | KDMAKDSD - -YKFSLQFEELK|LIGLDI - - ---- PHFAADLPLNRCKNRY|[TNILPYDFSRMRLVSMNEE--EGADYINANY IPGY - - -NSPQEY[IATQG
hPTPS31 KSFLQHVEELCTNNN - -LKFQEEFSELPKFLQDL - ----- SSTDADLPWNRAKNRFPNIKPYNNNRMKL | ADASV--PGSDYINASY ISGY - - -LCPNEFIATQG
hDEP1 ENFEAYFKKQQADSN - -CGFAEEYEDLK|[LVGISQ------ PKYAAELAENRGKNRYNNVLPYDISRMKLSVQTHS---TDDYINANYMPGY - - -HSKKDFIATQG
hPTPbeta NQFEGHFMKLQADSN - -YLLSKEYEELKDVGRNQ- - ---- SCDIALLPENRGKNRYNNILPYDATRMKLSNVDDD--PCSDYINASY IPGN- - -NFRREYIVTQG
hSAP1 EDFADHVRKNERDSN - -CGFADEYQQL[S|LVGHSQ- - ---- SQMVASASENNAKNRYRNVLPYDWSRMPLKP IHEE--PGSDYINASFMPGL - - -WSPQEFIATQG
hSTEP SRVLQAEELHEKALDP - -FLLQAEFFEIPMNFVD- - - ----- PKEYDIPGLVRKNRYKT/ILPNPHSRMCLTSPDPDD-PLSSYJINANY -GEEKVY[IATQG
hPCPTP1 SRILTRSQLRDVVASS - -HLLQSEFME IPMNFVD - - - - - - - - PKEIDIPRHGTKNRYKT/ILPNPLSRMCLRPKNVTD-SLSTYJINANY -GKEKAFIATQG
hHePTP GHPLTRWALQRQPPSP - - - - - KQLEEEFLKIPISNFVS - - - ----- PEDLDIPGHASKDRYKT|[ILPNPQSRMCLGRAQSQE- -DGDYINANY IRGYD- ------ GKEKVYLATQG
hSHP1 ADIENRVLELNKKQESEDTAKAGFWEEFESLQKQEVKNLH----QRLEGQRPENKGKNRY|KN[ILPFDHSRMILQGRDSNI-PGSDY INANY IKN--QLLGPD-ENAKTY[ASQGC
hSHP2 AEIESRVRELSKLAETTDKVKQGFWEEFETLQQQECKLLY----SRKEGQRQENKNKNRY|KN[ILPFDHTRMVLHDGDPNE-PVSDY INANI IMPEFETKCNNSKPKKSY[LATQGC
hPEST EILRKFIQRVQAMKSPDHNGEDNFARDFMRLRRLSTKYRTEKIYPTATGEKEENVKKNRYKD|ILPFDHSRMKLTLKTPS--QDSDYINANFIKGV - - -YGPKAYVATQG
hLyPTP EILQKFLDEAQSKKITK----EEFANEFLKLKRQSTKYKADKTYPTTVAEKPKNIKKNRYKD|ILPYDYSRMELSLITSD--EDSSYINANFIKGV- - -YGPKAYIATQG
hBDP1 DSARSFLERLEARGGREG---AVLAGEFSDIQACSAAWKADGVCSTVAGSRPENVRKNRYKDVLPYDQTRMILSLLQEE--GHSDYINGNFIRGV- - -DGSLAYIATQG
hPTPD1 ATNDERCKILEQRLEQG- --MVFTEYERI|LKKRLVDG- - - - - ECSTARLPENAERNRFQDVLPYDDARMELVPTKEN---NTGYINASHIKVSV- - -SGIEWDYIATQG
hPTPD2 VPMDERFRTLKKKLEEG- --MVFTEYEQIPKKKANG- - - - - - IFSTAALPENAERSRIRE|VVPYEENRMEL IPTKEN---NTGYENASHIKVVVG -GAEWHYI ATQG
hMEG1 HSLRESMIQLAEGLITG- --TVLTQFDQL[YRKKPGM=- - - - - - TMSCAKLPQNISKNRYRD[ISPYDATRMILKG- - - - - - - NEDY ENANY I NME I P - SSS I INQYIACQG
hPTPH1 DTLEGSMAQLKKGLESG- --TVLIQFEQL[YRKKPGL - - - - - - AITFAKLPQNLDKNRYKDIVLPYDTTRMLLQG- - - - - - - NEDY ENASYVNME I P - AANLVNKYIATQG
hPTPBAS KSVIRVLRGLLDQGI - ---PSKELENLQELKPLD- ----- QCLIGQTKENRRKNRYKN/ILPYDATRMPLGD- - - - - - - EGGYINASFIKIPVG -KEEFVY[IACQG
hPTP1B MEMEKEFEQ IDKSGS - ---WAAIYQDIRHEASDF - - - - - - PCRVAKLPKNKNRNRYRDVSPFDHSRIKLHQE- - - - - - DNDYENASL | KME - - -EAQRSYILTQG
hTCPTP TTIEREFEELDTQRR- ---WQPLYLEIRNESHDY - - ---- PHRVAKFPENRNRNRYRDVSPYDHSRMKLQNA- - - - - - ENDYINASLVDIE- - -EAQRSYILTQG
hMEG2 MT IQELVDYVNARQKQ - --GIYEEYEDIRRENPVG- - - - - - TFHCSMSPGNLEKNRY|GDIVPCLDQTRMKLTKRSGHT- -QTDYAINASFMDGY - - -KQKNAYIGTQG
hlA2 HMILAYMEDHLRNRDR - ---LAKEWQALICAYQAEPN- - - - - TCATAQGEGNIKKINRHPDFLPYDHARIKLKVESSPS--RSDYINASP | | EHD - -PRMPAYIATQG
hlA2beta HMILSYMEDHLKNKNR - ---LEKEWEALICAYQAEPN- - - - - SSFVAQREENVPKNRS|LAVLTYDHSRMLLKAENSHS- -HSDYINASP IMDHD - -PRNPAYIATQG
hPTPTyp TAIKDCLKILEEKTAA. .YDIMQEFMALEILKNLPG..... EFYSGNQPSNREKNRYRD|ILPYDSTRMPLGK . ... ... SKDYENASYIRIVN. .. CGEEYFYIATQG
hHDPTP ERLRQLQQELEAFRGQLGDV.GALDTVWRELQDAQEHDAR....GRSIAIARCYSLKNRHQDVMPYDSNRMVLRSG. ... .. KDDYENASCVEGLS . .. .PYCPPLVATQA|
Consensus - (amino acid identity 100%, 90%, 80%): E N KNRY D RV L Y 1ATQGP
Motif 1 Motif 2
Amino acid #90 #100 #110 #130 #140 #150 0
hPIPalpha KEEMVNDFWRM IWEQNTATIVMVTNLKERK-ECK[EAQY] D----QGCWTYGNIRVSVEDVTVLVDYTVRKFCIQQVGDMTN- - - - - - - RKPQRL I TQFHFTS
hP1Pepsilon KQET VN FWRMVWEQKSAT IVMLTNLKERK - EEKCHQY] D----QGCWTYGNIRVCVEDCVVLVDYTIRKFCIQPQLPDG- - - - - - - - CKAPRLVSQLHFTS
hPI1Pkappa VHET VYD FWRM IWQEQSACIVMVTNLVEVG-RVKCYKYWP|- - - - - DDTEVYGDFKVTCVEMEPLAEYVVRTFTLERRG--=- - - ------ YNE | REVKQFHFTG!
hP1Pmu MQET | YDFWRMVWHENTASI IMVTNLVE|VG-RVKIECKYWP- - - - - DDTEIYKDIKVTLIETELLAEYVIRTFAVEKRG--=- -« ------ VHE | RE | RQFHFTG
hP1Prho MQEF VKD FWRM IWQENSASIVMVTNLVEVG-RVKEVRYWP - - - - - DDTEVYGD IKVTLIETEPLAEYVIRTFTVQKKG- - - - - - - - - - - YHE IRELRLFHFTS
hP1Plamda KPEMVYDFWRMVWQEHCSSIVMITKLVEVG-RVKICSRYWP|- - - - - EDSDTYGD IKIMLVKTETLAEYVVRTFALERRG- - - - - - - - - - YSARHEVRQFHFTA!
hPI1Pdelta LPEMFGDFWRM IWEQRSATVVMMTKLEERS -RVKIEDQY] S----RGTETHGLVQVTLLDTVELATYCVRTFALYKNG=----------- SSEKREVRQFQFTA
hPIPsigma LPETFGDFWRMVWEQRSATIVMMTRLEEKS -RIKEDQY] N----RGTETYGF IQVTLLDTIELATFCVRTFSLHKNG=----------- SSEKREVRQFQFTA
hPIPgammaL KST FEDFWRM IWEQNTGI IVMITNLVEKG - RRKEDQY] T----ENSEEYGNI IVTLKSTKIHACYTVRRFSIRNTKVKKGQKGNPKGRQNERVV IQYHYTQ
hP1Pzeta LKSTAEDFWRM IWEHNVEVIVMITNLVEKG-RRKIEDQY! A----DGSEEYGNFLVTQKSVQVLAYYTVRNFTLRNTKIKKGSQ---KGRPSGRVVTQYHYTQ!
hLAR LPEFMGDFWRMVWEQRTATVVMMTRLEE|KS - RVIKIEDQ Y/ A----RGTETCGLIQVTLLDTVELATYTVRTFALHKSG--=--------- SSEKRELRQFQFMA
hCD45 RDET VDD FWRM IWEQKATVIVMVTRCEEGN - RNKIEAE Y| SM--EEGTRAFGDVVVKINQHKRCPDY | IQKLNIVNKKE- - - - - -« - KATGREVTHIQFTS
hGLEPP1 LPEFRNDFWKMVLQQKSQI IVMLTQCNEKR-RV|KIEDH Y/ FT---EEPIAYGDITVEMISEEEQDDWACRHFRINYAD- - - - - - - - -« - - - EMQDVMHFENYTA!
hP1PS31 LPGEVGDFWRMVWETRAKTLVMLTQCFEKG-RIRIEHQY] ED--NKPVTVFGD IVITKLMEDVQIDWT IRDLKIERHG- - - - - - -« -« - - DCMT VRQCNFTA!
hDEP1 LPNTLKBDFWRMVWEKNVYAI IMLTKCVE|QG-RTKICEEY S----KQAQDYGD ITVAMTSE I VLPEWT IRDFTVKNIQT - - - - - - - - - - - SESHPLRQFHFTS
hP1Pbeta LPGFKDBFWKMVWEQNVHNIVMVTQCVEKG - RV|KIEDH Y/ AD---QDSLYYGDL ILQMLSESVLPEWT IREFKICGEEQ--------- - LDAHRL | RHFHYTV
hSAP1 LPQFVGBFWRLVWEQQSHTLVMLTNCMEAG - RVIKICEH Y/ LD---SQPCTHGHLRVTLVGEEVMENWTVRELLLLQVEE=----------- QKT LSVRQFHYQA
hS1EP I VSEVAD FWRMVWQEHTPIIVMITNIEEMN- - EKICTE YWP|- - - - - EEQVAYDGVE ITVQKVIHTEDYRLRLISLKSGT - - - - - - «----- EERGLKHYWFTS
hPCPI1P1 MINFTVDDFWQM VWQEDSPVIVMI TKLKEKN- -EKEVL YWP - - - - - EKRGIYGKVEVLVISVNECDNYTIRNLVLKQGS --=---=-=------- HTQHVKHYWYTS
hHeP 1P MPNFVSDFWEMVWQEEVSLIVMLTQLRE|GK- -EKIEVHYWP|- - - - - TEEETYGPFQIRIQDMKECPEYTVRQLTIQYQE - - - - - - - -+« -- ERRSVKHILFSA
hSHP1 LEAFRVNDFWQM AWQENSRVIVMTTREVEKG - RNKIEVP Y E---VGMQRAYGPYSVTNCGEHDTTEYKLRTLQVSPLDN- - - - - -« - GDL IRE IWHYQYLS
hSHP2 LQNFVNDFWRMVFQENSRVIVMTTKEVERG - KSIKIEVK Y/ D---EYALKEYGVMRVRNVKESAAHDYTLRELKLSKVGQ---------- GNTERTVWQYHFRT
hPESI LANTV IDFWRM IWEYNVVIIVMACREFEMG - RKIKIEER Y/ LY--GEDPITFAPFKISCEDEQARTDYFIRTLLLEFQN- - - -« - - -+~ ESRRLYQFHYVN
hLyPIP LSTHELLDFWRM IWEYSVLIIGMACMEYEMG - KKKIEERYWAEP--VEMQLEFGPFSVSCEAEKRKSDY | IRTLKVKFNS - - - - - - -« ETRT | YQFHYKN:
hBDP1 LPHTLLDFWRLVWEFGVKVILMACRE I ENG- RKREERYWAQE--QEPLQTGLFCITLIKEKWLNED IMLRTLKVTFQK=- - - - -« «----- ESRSVYQLQYMS
hP1PD1 LQNFCQBDFWQMVWEQG IAI IAMVT AEEE|GG - REKSFRY] RLGSRHNTVTYGRFKITTRFRTDSGCYATTGLKMKHLLT -~ - - - - -« -~ GQERTVWHLQYTD
hP1PD2 LPH CH FWQM VWEQGVNVIAMVTAEEEGG - RTIKSHRY] KLGSKHSSATYGKFKVTTKFRTDSVCYATTGLKVKHLLS - - - - - -+~ GQERTVWHLQYTD
hMEG1 LPH FWQMTWEQGSSMVVMLTTQVERG - RVKEHQY] EP---TGSSSYGCYQVTCHSEEGNTAY I FRKMTLFNQEK=- - - - - - - - - - - NESRPLTQIQYIA
hP1PH1 LPH CAQFWQVV DQKLSLIVMLTTLTERG-RTKEHQY] DP---PDVMNHGGFHIQCQSEDCTIAYVSREMLVTNTQT -~ - - - - -« -- GEEHTVTHLQYVA
hP1PBAS LPT VG.FWQ EQKSTVIAMMTQEVE|GE - K I KEQRY NILG- KTTMVSNRLRLALVRMQQLKGFVVRAMTLEDIQT -~ - - - - -« - REVRH I SHLNFTA
hP1P1B LPNFCGHFWE V EQKSRGVVMLNRVMEKG - SLKIEAQY] QKEEKEMIFEDTNLKLTL ISEDIKSYYTVRQLELENLTT -~ -« ------ QETRE | LHFHYTT
hI1CPIP LPNFCCHFWLMVWQQKTKAVVMLNR I VEIKE - SVIKIEAQ Y/ TDD-QEMLFKETGFSVKLLSEDVKSYYTVHLLQLENINS-- -« ------ GETRT I SHFHYTT
hMEG2 LENTYRBFWLMVWEQKVLVIVMTTRFEE|GG - RRKIEGQ Y] LEK--DSRIRFGFLTVTNLGVENMNHYKKTTLE IHNTEE- - - - ------- RQKRQVTHFQFLS
hIA2 LSHFT | ADFWQM VWESGCTVIVMLTPLVEDG - VKIQE€DR Y/ DE---GASLYHVYEVNLVSEHIWCEDFLVRSFYLKNVQT-=---------- QETRTLTQFHFLS
hlAZbeta LPARVADFWQM VWESGCVVIVMLTPLAENG- VRQEYH Y] DE---GSNLYHIYEVNLVSEHIWCEDFLVRSFYLKNLQT-=---------- NETRTVTQFHFLSWY
hPIP1yp LLST IDBFWQMVLENNSNVIAMITREME|GG. | I|KIEYHY] IS. . LKKPLELKHFRVFLENYQILQYFIIRMFQVVEKSTG. ... ....... TSHSVKQLQFTK
hHDP P LPGTAADFWLMVHEQKVSVIVMLVSEAEME . KQKVARYFPTE. . RGQPMVHGALSLALSSVRSTETHVERVLSLQFRDQ. . ... ... ... SLKRSLVHLHFPT
Consensus T DEWM W E R R
i oA ) a5 ] ( 6
Amino acid #190 #200 #210 #220 #230 #240 #250 ~ #260 #270 #280
hPTPaIpha --PIGMLKFLKKVKACNPQYA- - - - - -« - -« GAIVVHCSAGVGRTGTFVV IDAMLDMMHTERK - - - VDVYGFVSRIRAQRCQMVQTDMQYVF I YQALLEHYLYGDTEL
hPTPepSiIon--PIGMLKFLKKVKTLNF'VHA ------------- GP | VVHCSAGVGRTGTFIVIDAMMAMMHAEQK - - - VDVFEFVSRIRNQRPQMVAQTDMQYTF I YQALLEYYLYGDTEL
hPTPkappa --ATGLLSFIRRVKLSNPPSA- - - - - -« - GP | VVHCSAGAGRTGCYIVIDIMLDMAEREGV---VDIYNCVKALRSRR/INMVQTEEQY | FIHDAILEACLC|GETAI
hPTPmu --ATGLLGFVRQVKSKSPPSA- - - - - -« - -« - GPLVVHCSAGAGRTGCFIVIDIMLDMAEREGV---VDIYNCVRELRSRRVNMVQTEEQYVF IHDAILEACLC|GDTSYV,|
hPTPrho --ATGLLGFVRQVKFLNPPEA- - - - - - - - - - - - - GP | VVHCSAGAGRTGCFIAIDTMLDMAENEGV---VDIFNCVRELRAQRIVNLVQTEEQYVFVHDAILEACLCIGNTAI
hPTPlamda - - ATGLLAF IRRVKASTPPDA- - - - - - = = - - - - - GPIVIHCSAGTGRTGCYIVLDVMLDMAECEGV---VDIYNCVKTLCSRRVNMIQTEEQY | FIHDAILEACLCGETT I
hPTPdelta - -PTPFLAFLRRVKTCNPPDA- - - - - -« -« - -~ GPMVVHCSAGVGRTGCFIVIDAMLERIKHEKT - --VDIYGHVTLMRAQRNYMVQTEDQY | FIHDALLEAVTC|GNTE V|
hPTPsigma --PTPFLAFLRRVKTCNPPDA- - - - - -« - -« - GP | VVHCSAGVGRTGCFIVIDAMLERIKPEKT - - -VDVYGHVTLMRSQRNYMVQTEDQYSF I HEALLEAVGC|GNTE V|
hPTPgamma--ALPVLTFVRRSSAARMPET ------------- GPVLVHCSAGVGRTGTY IVIDSMLQQIKDKST---VNVLGFLKHIRTQRNY|[LVAQTEEQY | FIHDALLEAILGKETEYV,|
hPTPzeta --SLPVLTFVRKAAYAKRHAV- - - - - -« - - oo GPVVVHCSAGVGRTGTY IVLDSMLQQIQHEGT---VNIFGFLKHIRSQRNYLVATEEQYVF IHDTLVEAILSKKETEYV,|
hLAR --PTPILAFLRRVKACNPLDA- - - - - -« - - -« - GPMVVHCSAGVGRTGCF IV IDAMLERMKHEKT - - -VDIYGHVTCMRSQRNYMVQTEDQYVF I HEALLEAATC|GHTE V|
hCD45 --PHLLLKLRRRVNAFSNFFS- - - - -« ------ GP | VVHCSAGVGRTGTY IGIDAMLEGLEAENK- - -VDVYGYVVKLRRQRICLMVQVEAQY I LI HQALVEYNQFGETEYV,
hGLEPP1 NAAES | LQFVHMVRQQATKSK- - - - = = = = = = = - - GPM| |HCSAGVGRTGTFIALDRLLQHIRDHEF---VDILGLVSEMRSYRMSMVQTEEQY | FIHQCVQLMWMKKKQQF
hPTPS31 - -SAPL IHFVKLVRASRAHDT - - = = = = = = = = = = = TPM I VHCSAGVGRTGVF I ALDHLTQH INDHDF- - -VDIYGLVAELRSERMCMVQNLAQY | FLHQCILDLLSNKGSNQ
hDEP1 TDLLINFRYLVRDYMKQSPPE- - - - - - - - - - - -« SPILVHCSAGVGRTGTFIAIDRLIYQIENENT---VDVYGIVYDLRMHRPLMVQTEDQYVFLNQCVLDIVRSQKDSK
hPTPbeta --TQSLIQFVRTVRDY INRSPGA- - - - - -« -~ GPTVVHCSAGVGRTGTFIALDRILQQLDSKDS---VDIYGAVHDLRLHR[VHMVQTECQYVYLHQCVRDVLRARKLRS
hSAP1 PDTLLAFWRMLRQWLDQTMEG- - - - - = = = = = - - - GPP | VHCSAGVGRTGTLIALDVLLRQLQSEGL---LGPFSFVRKMRESRPLMVAQTEAQYVFLHQCICGSSNSQPRPQ
hSTEP --APPLLHLVREVEEAAQQEGPHC- - - - - - - - - - AP1 | VHCSAGI GRTGCFIATSICCQQLRQEGV---VDILKTTCQLRQDRGGMIQTCEQYQFVHHVMSLYEKQLSHQS
hPCPTP1 - -AQPLLQLMLDVEEDRLASQGR- - - - - -« -« - GP|VVVHCSAGI GRTGCFIATS IGCQQLKEEGV- - -VDALS I VCQLRMDR[GGMVQTSEQYEFVHHALCLYESRLSAET
hHePTP --AGPLLRLVAEVEESPETAAHP - - - - - - - - - - - GP | VVHCSAGIGRTGCFIATRIGCQQLKARGE---VDILGIVCQLRLDRGGMIQTAEQYQFLHHTLALYAGQLPEEP
hSHP1 --PGGVLSFLDQINQRQESLPHA - - - - - - - - - - GP | | VHCSAGI GRTGT I | VIDMLMENISTKGLDCD IDIQKT IQMVRAQR|[SGMVQTEAQYKF I YVAIAQF ETTKKKL
hSHP2 --PGGVLDFLEEVHHKQESIMDA- - - - - - - - - - - GPVVVHCSAGIGRTGTFIVIDILIDIIREKGVDCDIDVPKT IQMVRSQR[SGMVAQTEAQYRF I YMAVQHY IETLQRR I
hPEST --FDSILDMISLMRKYQEHED - - - - = = = = = = = - - VP ICIHCSAGCGRTGAICAIDYTWNLLKAGKIPEEFNVFNL IQEMRTQRHS/AVQTKE@QYELVHRAIAQLFEKQLQLY
hLyPTP --IDPILEL IWDVRCYQEDDS - - - = === «----- VP ICIHCSAGCGRTGVICAIDYTWMLLKDGI| IPENFSVFSL IREMRTQRPS|LVQTQE@QYELVYNAVLELFKRQMDV |
hBDP1 --PDHMLAMVEEARRLQGSGP- - - - - - = - - - - - - EPLCVHCSAGCGRTGVLCTVDYVRQLLLTQMIPPDFSLFDVVLKMRKQRPAAVQTEEQYRFLYHTVAQMFCSTLQNA
hPTPD1 --LKGFLSYLEEIQSVRRHTNSTSDPQSPN----PPLLVHCSAGVGRTGVVILSEIMIACLEHNEV---LDIPRVLDMLRQQRMMLVATLCQYTFVYRVLIQFLKSSRL I *
hPTPD2 --VQGFLSYLEEIQSVRRHTNSMLEGTKNRH- - -PPIVVHCSAGVGRTGVLILSELMIYCLEHNEK---VEVPMMLRLLREQRMFMIQT I AQYKFVYQVLIQFLQNSRL I *
hMEG1 --SSDFLDFVCHVRNKRAGKE - - - - = = = = - - - - - EPVVVHCSAGIGRTGVLITMETAMCL IECNQP---VYPLDIVRTMRDQRAMMIQTPSQYRFVCEAILKVYEEGFVKP
hPTPH1 - -SSDFLEFVNYVRSLRVDS- -« - ===« «----- EPLLVHCSAGIGRTGVLVTMETAMCLTERNLP---1YPLDIVRKMRDQRAMMVQTSS@YKFVCEAILRVYEEGLVQM
hPTPBAS - -PDDLLTFISYMRHIHRS-- -« -« -« «oo- GP | ITHCSAGIGRSGTLICIDVVLGL ISQDLD---FDISDLVRCMRLQRHGMVQTEDQY | FCYQVILYVLTRLQAEE
hPTP1B VVVHCSAGI GRSGTFCLADTCLLLMDKRKDPSSVDIKKVLLEMRKFRMG|L IQTADQLRFSYLAVIEGAKF IMGDS
hTCPTP AV IHCSAGIGRSGTFSLVDTCLVLMEKGDD- - - INIKQVLLNMRKYRMG|L IQTPDQLRFSYMAI IEGAKCIKGDS
hMEG2 IVVHCSAGI GRTGTFCSLDICLAQLEELGT---LNVFQTVSRMRTQR|AF|SIQTPEQYYFCYKAILEFAEKEGMVS
hlA2 I lVHCSDGAGRTGTY ILIDMVLNRMAKGVK--EIDIAATLEHVRDQRPG|LVRSKDQFEFALTAVAEEVNAILKAL
hlA2beta - -SRSLLDFRRKVNKCYRGRS - - - = = = = = = = = - - CP 1 | VHCSDGAGRSGTYVL IDMVLNKMAKGAK- -EIDIAATLEHLRDQRPGMVQTKEQFEFALTAVAEEVNAILKAL
hPTPTyp ADSF IKY IRYARKSHLT .. ... ... .. ..... GPMVVHCSBG I GRTGVFLCVDVVFCAIVKDCS . . . FNIMD | VAQMREQR/SGMV@TKEQYHFCYDIVLEVLRKLLTLD
hHDPTP PSNLLRFIQEVHAHYLHQRPLH . . ... ... .. TP1 1 VHCSSGVGRTGAFALLYAAVQEVEAGNG. . IPELPQLVRRMRQQRKHMLQEKLHLRFCYEAVVRHVEQVLQRH
Consensus L P VHCSAG GRTG R R QT QY F
Motif 9 Motif 10
Color codenN 100 % amino acid identity ~ E 80 % amino acid identity S 40 % amino acid identity

http://ptp.cshl.edu or htt

90 % amino acid identity

'science.novonordisk.com/ptp

L 60 % amino acid identity

Andersen et al. Mol. Cell. Biol. 2001
Andersen et al. FASEB J. 2003
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