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--FLRR------------------------VKACN-------PLDA-------------------------------------------------------------GPMVVHCSAGVGRTGCFIVIDAML
--FVRR------------------------SSAAR-------MPET-------------------------------------------------------------GPVLVHCSAGVGRTGTYIVIDSML
--FVRK------------------------AAYAK-------RHAV-------------------------------------------------------------GPVVVHCSAGVGRTGTYIVLDSML
--FWRM------------------------LRQW--------LDQTMEG----------------------------------------------------------GPPIVHCSAGVGRTGTLIALDVLL
--FRYL------------------------VRDYM-------KQSPPE-----------------------------------------------------------SPILVHCSAGVGRTGTFIAIDRLI
--FVRT------------------------VRDYI-------NRSPGA-----------------------------------------------------------GPTVVHCSAGVGRTGTFIALDRIL
--FVHM------------------------VRQQA--------TKSK------------------------------------------------------------GPMIIHCSAGVGRTGTFIALDRLL
--FVKL------------------------VRASR-------AHDT-------------------------------------------------------------TPMIVHCSAGVGRTGVFIALDHLT
--LVAE------------------------VEESP-------ETAAHP-----------------------------------------------------------GPIVVHCSAGIGRTGCFIATRIGC
--LMLD------------------------VEEDR-------LASQGR-----------------------------------------------------------GPVVVHCSAGIGRTGCFIATSIGC
--LVRE------------------------VEEAA-------QQEGPHC----------------------------------------------------------APIIVHCSAGIGRTGCFIATSICC
--FLDQ------------------------INQRQ-------ESLPHA-----------------------------------------------------------GPIIVHCSAGIGRTGTIIVIDMLM
--FLEE------------------------VHHKQ-------ESIMDA-----------------------------------------------------------GPVVVHCSAGIGRTGTFIVIDILI
--YLEEIQS---------------------VRRHTN---STSDPQSPN-----------------------------------------------------------PPLLVHCSAGVGRTGVVILSEIMI
--YLEEIQS---------------------VRRHTN---SMLEGTKNR-------------------------------------------------------H---PPIVVHCSAGVGRTGVLILSELMI
--FVCH------------------------VRNKR-------AGKE-------------------------------------------------------------EPVVVHCSAGIGRTGVLITMETAM
--FVNY------------------------VRSLR-------VDS--------------------------------------------------------------EPLLVHCSAGIGRTGVLVTMETAM
--FLRV------------------------VRNQQSLAVSNMGARSKG-------------------------------------------------------QCPEPPIVVHCSAGIGRTGTFCSLDICL
--FLFK------------------------VRE-S-------GSLSPEH----------------------------------------------------------GPVVVHCSAGIGRSGTFCLADTCL
--FLFK------------------------VRE-S-------GSLNPDH----------------------------------------------------------GPAVIHCSAGIGRSGTFSLVDTCL
--FISY------------------------MRH---------IHRS-------------------------------------------------------------GPIITHCSAGIGRSGTLICIDVVL
--YIRY------------------------ARK---------SHLT-------------------------------------------------------------GPMVVHCSAGIGRTGVFLCVDVVF
--MVEE------------------------ARRLQ-------GSGP-------------------------------------------------------------EPLCVHCSAGCGRTGVLCTVDYVR
--LIWD------------------------VRCYQ-------EDDS-------------------------------------------------------------VPICIHCSAGCGRTGVICAIDYTW
--MISL------------------------MRKYQ-------EHED-------------------------------------------------------------VPICIHCSAGCGRTGAICAIDYTW
--FIQE------------------------VHAHY-------LHQRPLH----------------------------------------------------------TPIIVHCSSGVGRTGAFALLYAAV
-DFRRK------------------------VNKCY-------RGRS-------------------------------------------------------------CPIIVHCSDGAGRTGTYILIDMVL
-DFRRK------------------------VNKCY-------RGRS-------------------------------------------------------------CPIIVHCSDGAGRSGTYVLIDMVL
-TFMEL------------------------VQEQA-------RATQGM-----------------------------------------------------------GPILVHCSVGMGQTGTFVALLRLL
--FMYR------------------------LRELP-------QFNN-------------------------------------------------------------SPVVIHCSAGVGRTGTFISIDSML
-EFRRK------------------------VNKSY-------RGRS-------------------------------------------------------------SAVLVHSWDGSGRTGVYCAVDVLC
--FVHY------------------------TSDIH--------STG--------------------------------------------------------------PVVVHCSAGVGRSGSYILVDSMR
--FVDE------------------------VRKAR-------QGS-------------------------------------------------------------VDPIVVHCSAGIGRTGVLILMETAA
--FSRM------------------------FRHHL-------PHSPHN-----------------------------------------------------------APTIVHCSAGVGRSGTFISIDRLL
--FLED------------------------VDREY-------DYFNAQPIAASLP---------------------------------------------------QGPIVVHCSAGIGRTGTVLVLDALL
--FLKR------------------------VKTLN-------PNDA-------------------------------------------------------------GPIISHCSAGIGRTGAFIVIDCML
NELREKSATLETSMDADGSKAEAGSTSSHEINGNI-------SSRSG-------------------------------------------------------TRSQQGPLTVHCSPGTGRTGTIIASDMAI
--FLQK------------------------VREKQ-------AQLVQGLGDTWAGHPR------------------------------------------------GPPIVVHCSAGIGRTGTFITLDICI
-EFRRR------------------------VRLVVGN---IIKDEDDMR----------------------------------------------------------GPILVHCSDGGGRSGVYMSIDANL
--HRQR------------------------CKAAN-------APQ--------------------------------------------------------------SPLIMNCLTGSERSELVAIGVCAI
--FLQD------------------------VNTRQ-------SHLAQAGEKP-------------------------------------------------------GPICVHCSAGIGRTGTFIVIDMIL
--FVKK------------------------VKAEK-------RPS-------------------------------------------------------------YSPIVVHCSAGVGRTGTFIGLDLIM
-DFRRK------------------------VNKSY-------RGRRS------------------------------------------------------------CPIVVHGSAGAGRTGVYILLDLVL
--FLRR------------------------CRALT-------PPES-------------------------------------------------------------GPVIVHCSAGVGRTGCYIVIDSML
--FLEELN---------------------SVRLASTQEVPPGHNTN-------------------------------------------------------------PPVLLHCLEGGGRSGVTLTADLLL
--VLNLGKC---------------------ESEFD-------IYDDTRSER-----------------------------------NAHLAAQRLEIYQQDIFNAVQPLPVIHCSAGIGRTGCFTAILNAV
--FVRA------------------------FRD-R-------IGAEQ------------------------------------------------------------RPIVVHCSAGVGRSGTFITLDRIL
--FVRA------------------------FRD-V-------IGTDMR------------------------------------------------------------PIIVHCSAGVGRSGTFIALDRIL
--FLQQ------------------------VRD-S-------GCLSR----------------------------------------------------------DVGPAVVHCSAGIGRSGTFCLVDCCL
--FIRQ------------------------INS---------VYSLQR-----------------------------------------------------------GPILVHCSAGVGRTGTLVALDSLI
--FVKK------------------------SSAAN-------PAEAG-------------------------------------------------------------PIVVHCSAGVGRTGTYIVLDAML
--FTER------------------------VRAAR-------NRTLLQEIEESLKQVRLMDADADADENGGLMRERKCAASNGATPEDETPVSTSVHQCISAA---NPPVIVHCSAGIGRTGVLILMDTAL
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hCD45_D1_NP_002829_PTPRC       : 
hPTPalpha_D1_NP_002827_PTPRA   : 
hPTPepsilon_D1_NP_006495_PTPRE : 
hPTPlamda_D1_NP_005695_PTPRU   : 
hPTPkappa_D1_NP_002835_PTPRK   : 
hPTPmu_D1_NP_002836_PTPRM      : 
hPTPrho_D1_NP_573400_PTPRT     : 
hPTPsigma_D1_NP_002841_PTPRS   : 
hPTPdelta_D1_NP_002830_PTPR    : 
hLAR_D1_NP_002831_PTPRF        : 
hPTPgamma_D1_NP_002832_PTPRG   : 
hPTPzeta_D1_NP_002842_PTPRZ1   : 
hSAP1_D1_NP_002833_PTPRH       : 
hDEP1_D1_NP_002834_PTPRJ       : 
hPTPbeta_D1_NP_002828_PTPRB    : 
hGLEPP1_D1_NP_109592_PTPRO     : 
hPTPS31_D1_AR073855_PTPGMC1    : 
hHePTP_D1_NP_002823_PTPN7      : 
hPCPTP1_D1_NP_002840_PTPRR     : 
hSTEP_D1_NP_116170_PTPN5       : 
hSHP1_D1_NP_002822_PTPN6       : 
hSHP2_D1_NP_002825_PTPN11      : 
hPTPD1_D1_NP_008970_PTPN21     : 
hPTPD2_D1_NP_005392_PTPN14     : 
hMEG1_D1_NP_002821_PTPN4       : 
hPTPH1_D1_NP_002820_PTPN3      : 
hMEG2_D1_NP_002824_PTPN9       : 
hPTP1B_D1_NP_002818_PTPN1      : 
hTCPTP_D1_NP_002819_PTPN2      : 
hPTPBAS_D1_NP_006255_PTPN13    : 
hPTPTyp_D1_AL050040_PTPN20     : 
hBDP1_D1_NP_055184_PTPN18      : 
hLyPTP_D1_NP_057051_PTPN22     : 
hPEST_D1_NP_002826_PTPN12      : 
hHDPTP_D1_NP_056281_PTPN23     : 
hIA2_D1_NP_002837_PTPRN        : 
hIA2beta_D1_NP_002838_PTPRN2   : 
hOST-PTP_D1_Predicted          : 
D1_ceClr-1_gi_25154084         : 
D1_ceIA2_gi_25143920           : 
D1_ceK04D7.4_gi_17541230       : 
D1_cePTP1_gi_17554412          : 
D1_cePTP10D_gi_17534045        : 
D1_cePTP2_gi_17535377          : 
D1_cePTP3_gi_25146575          : 
D1_dmCG14714_gi_24646036       : 
D1_dmCG32697_gi_18858107       : 
D1_dmCG7180_gi_19921474        : 
D1_dmCG9311_gi_24664316        : 
D1_dmCSW_gi_17137146           : 
D1_dmDPTP52F_gi_24654059       : 
D1_dmIA2_gi_24580758           : 
D1_dmLAR_gi_24585307           : 
D1_dmPEZ_gi_19920808           : 
D1_dmPTP-ER_gi_24657148        : 
D1_dmPTP10D_gi_24641350        : 
D1_dmPTP4E_gi_24639790         : 
D1_dmPTP61F_gi_17136414        : 
D1_dmPTP69D_gi_24663403        : 
D1_dmPTP99A_gi_17136638        : 
D1_dmPTPMEG_gi_24654733        : 
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EGLEA------ENK-----------------------------------------------------------VDVYG-YVVKLRRQRCLMVQVEAQYILIHQALVEYNQ
DMMHT------ERK-----------------------------------------------------------VDVYG-FVSRIRAQRCQMVQTDMQYVFIYQALLEHYL
AMMHA------EQK-----------------------------------------------------------VDVFE-FVSRIRNQRPQMVQTDMQYTFIYQALLEYYL
DMAEC------EGV-----------------------------------------------------------VDIYN-CVKTLCSRRVNMIQTEEQYIFIHDAILEACL
DMAER------EGV-----------------------------------------------------------VDIYN-CVKALRSRRINMVQTEEQYIFIHDAILEACL
DMAER------EGV-----------------------------------------------------------VDIYN-CVRELRSRRVNMVQTEEQYVFIHDAILEACL
DMAEN------EGV-----------------------------------------------------------VDIFN-CVRELRAQRVNLVQTEEQYVFVHDAILEACL
ERIKP------EKT-----------------------------------------------------------VDVYG-HVTLMRSQRNYMVQTEDQYSFIHEALLEAVG
ERIKH------EKT-----------------------------------------------------------VDIYG-HVTLMRAQRNYMVQTEDQYIFIHDALLEAVT
ERMKH------EKT-----------------------------------------------------------VDIYG-HVTCMRSQRNYMVQTEDQYVFIHEALLEAAT
QQIKDK------ST-----------------------------------------------------------VNVLG-FLKHIRTQRNYLVQTEEQYIFIHDALLEAIL
QQIQHE------GT-----------------------------------------------------------VNIFG-FLKHIRSQRNYLVQTEEQYVFIHDTLVEAIL
RQLQS------EGL-----------------------------------------------------------LGPFS-FVRKMRESRPLMVQTEAQYVFLHQCICGSSN
YQIEN------ENT-----------------------------------------------------------VDVYG-IVYDLRMHRPLMVQTEDQYVFLNQCVLDIVR
QQLDS------KDS-----------------------------------------------------------VDIYG-AVHDLRLHRVHMVQTECQYVYLHQCVRDVLR
QHIRD------HEF-----------------------------------------------------------VDILG-LVSEMRSYRMSMVQTEEQYIFIHQCVQLMWM
QHIND------HDF-----------------------------------------------------------VDIYG-LVAELRSERMCMVQNLAQYIFLHQCILDLLS
QQLKA------RGE-----------------------------------------------------------VDILG-IVCQLRLDRGGMIQTAEQYQFLHHTLALYAG
QQLKE------EGV-----------------------------------------------------------VDALS-IVCQLRMDRGGMVQTSEQYEFVHHALCLYES
QQLRQ------EGV-----------------------------------------------------------VDILK-TTCQLRQDRGGMIQTCEQYQFVHHVMSLYEK
ENISTK------GLD--------------------------------------------------------CDIDIQK-TIQMVRAQRSGMVQTEAQYKFIYVAIAQFIE
DIIREK------GVD--------------------------------------------------------CDIDVPK-TIQMVRSQRSGMVQTEAQYRFIYMAVQHYIE
ACLEH------NEV-----------------------------------------------------------LDIPR-VLDMLRQQRMMLVQTLCQYTFVYRVLIQFLK
YCLEH------NEK-----------------------------------------------------------VEVPM-MLRLLREQRMFMIQTIAQYKFVYQVLIQFLQ
CLIEC-------NQP----------------------------------------------------------VYPLD-IVRTMRDQRAMMIQTPSQYRFVCEAILKVYE
CLTER-------NLP----------------------------------------------------------IYPLD-IVRKMRDQRAMMVQTSSQYKFVCEAILRVYE
AQLEE------LGT-----------------------------------------------------------LNVFQ-TVSRMRTQRAFSIQTPEQYYFCYKAILEFAE
LLMDKR------KDP--------------------------------------------------------SSVDIKK-VLLEMRKFRMGLIQTADQLRFSYLAVIEGAK
VLMEKG------DD-----------------------------------------------------------INIKQ-VLLNMRKYRMGLIQTPDQLRFSYMAIIEGAK
GLISQD------LD-----------------------------------------------------------FDISD-LVRCMRLQRHGMVQTEDQYIFCYQVILYVLT
CAIVKD------CS-----------------------------------------------------------FNIMD-IVAQMREQRSGMVQTKEQYHFCYDIVLEVLR
QLLLTQ------MIP--------------------------------------------------------PDFSLFD-VVLKMRKQRPAAVQTEEQYRFLYHTVAQMFC
MLLKDG------IIP--------------------------------------------------------ENFSVFS-LIREMRTQRPSLVQTQEQYELVYNAVLELFK
NLLKAG------KIP--------------------------------------------------------EEFNVFN-LIQEMRTQRHSAVQTKEQYELVHRAIAQLFE
QEVEA-------GNG----------------------------------------------------------IPELPQLVRRMRQQRKHMLQEKLHLRFCYEAVVRHVE
NRMAK-------GVK---------------------------------------------------------EIDIAA-TLEHVRDQRPGLVRSKDQFEFALTAVAEEVN
NKMAK-------GAK---------------------------------------------------------EIDIAA-TLEHLRDQRPGMVQTKEQFEFALTAVAEEVN
QQLEE------EQM-----------------------------------------------------------VDVFH-AVFAFWMHGPLMIQTLSQYVFLHSCLLNKIL
DQCLA------EDK-----------------------------------------------------------ANIFE-FVCNLRRQRNLMVQSLEQYVFIYKALAEWHM
ARLLR-------GIR---------------------------------------------------------QIDVVA-TVEHLRDQRDGMVATGDQFKLVYGCVAQEVN
RHLISF------RR-----------------------------------------------------------LNVQG-HLTHMRRQRAKLVQTLEQYIFCHEAIRQLIR
CLVES-------NEP----------------------------------------------------------VYPLD-IVRTMRDQRAMLIQTPGQYTFVCESILRAYH
QSSSF------GDP-----------------------------------------------------------IDVFG-TVCEMRYERCQMVQNEQQYIFIHYCILQVLQ
NQVKKV------GLL--------------------------------------------------------CPMDVYK-MVKYVRTYRSGLVQTEQQYQFLYKALAFYLK
ERLRY------DNT-----------------------------------------------------------VDIYG-CVTALRAQRSYMVQTEEQYIFIHDAVLDAVN
RSLET------PKRS----------------------------------------------------------VDIPQ-LVYYVRRGRASAVQTKEQYEFIYKVASMYAA
SRLED------VGT-----------------------------------------------------------ADIRG-TVEKIRSQRAYSIQMPDQYVFCHLALIEYAY
ELAEEE------EC-----------------------------------------------------------FNVFG-YLKKLRQSRKGLVENVEQYKFIYDTLEEHII
IATQN------KQP---------------------------------------------------------ILLNTID-VWSRICAQRQNSLRDSAILEQSMQIVLCNAH
DQIVRN------GLD--------------------------------------------------------TEIDIQR-TIQMVRSQRSGLVQTEAQYKFVYYAVQHYIQ
QRLKS------ESK-----------------------------------------------------------INIFE-TVKKLRFQRMKMVQTQQQYTFLYACTYELVK
ERMNK-------GAR---------------------------------------------------------EIDIAA-TLEHLRDQRAGVVATRQQFEFVLMAVAEEVH
ERMKH------EKI-----------------------------------------------------------IDIYG-HVTCLRAQRNYMVQTEDQYIFIHDAILEAII
YTLDH------NED-----------------------------------------------------------LDIPR-VIGQLRHQRDSIIPSLAQYKFIYNLLITYLK
RQLRQSLAYSLTGMLTKSLTSSSTEEYHNPTDSDSSFTCNTIRHISHILDHRDAEAVKTPPSFDRLPKMPDIFVDVLG-IVCNLRLQRGGMVQNSEQYELIHRAICLYLK
QQINT------SDY-----------------------------------------------------------VDIFG-IVYAMRKERVWMVQTEQQYICIHQCLLAVLE
QHIHK------SDY-----------------------------------------------------------VDIFG-IVFAMRKERVFMVQTEQQYVCIHQCLLAVLE
VLIDKY------GE-----------------------------------------------------------CNVSK-VLCELRSYRMGLIQTADQLDFSYQAIIEGIK
QQLEE------EDS-----------------------------------------------------------VSIYN-TVCDLRHQRNFLVQSLKQYIFLYRALLDTGT
KQIQQK------NI-----------------------------------------------------------VNVFG-FLRHIRAQRNFLVQTEEQYIFLHDALVEAIA
ALMEA-------REP----------------------------------------------------------VYPLD-IVRTMRDQRACMVQNVSQYRFVCECICAAYM
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