Figure S3. Multiple sequence alignments of PTP3 and PTP3b in A. algerae. Both sequences
share 29.1% of identity. Alignments were performed with Clustal Omega. Identical positions
are highlighted in grey. Amino acid number are indicated in the right.

PTP3 MNLSINAIHLFLVLOGIKLRGHLGTLAEMGDRVRHPSRESIQDMRRRTHAN-———————- 51
PTP3b ----MLILKILLLLKYSITKGHLGRLEEMHSRKDLBGANTSRLN-DSAGNNONKHHGRQP 55
PTP3 -RNDRHHNDLHASFRKGNTASHGGSKGGVFGPTGSMSTNLLRDDILNDLGEHAM—-————— 104
PTP3b PGAGLKSGGNHSSFGKPDSTTHGGPKGGVFGPNGRASDKAVAEMVAADRASNPLPLGSLK 115
PTP3 ———————m—-—— NGNVFAQHALNDIAEGRDNPGLSHSMGMMNKMNADKKAQDRKE Y GGMD 152
PTP3b DEVNAALGDAEKAGNQDIGNPLTDKAGGAPPSPL-———====—————————————- AAAN 153
PTP3 DLDEMNGLDEAMHHAVDHMTNNGLEEMKGHMQLEGNIADATAAQENDPRTAEAANKEEAM 212
PTP3b EAGENAALDAALSGASP----——- EEAA----AAGON--AAASTPKTPTTPEEAAARA-A 199
PTP3 SQLAKASGFKRPEEEIKAIAHKVGEAAARAALKNGASIEEAEEA-—--- G--KRQEAAAA 265
PTP3b QDAANTPTTPTPEEVAAAQA-————-- AEDAANAGASPAEQQAAADNAAGAPPTPEEAAA 252
PTP3 RELNEANN--———————————————mm NDKFVEESANFGGGHQONEENSGRQFNA 300
PTP3b QAAQDAANAGASPAEQQAAADNAARNAAGVPPTPEEAAQDAANAGASPAEQOAAAEQAAG 312
PTP3 AEGAEMGSGSDIDVPVNMIPRSKEDQQAQAAMQAEAAALDNGATPEEAKNAGLEAAKAAA 360
PTP3b LPPKPPGKGAGPS—---RTP-EIEAAANDAGNKAEADALNKGATPEEAKA IGDEAAEKAR 367
PTP3 IAGERAAAGGAEKGAIMAGNIAHDKALAEGATPLEAH IAGDSEAQVOAAAGGAAMAGKMA 420
PTP3b ENMNRDMDAGDE-——--~- GLAAEEAAKAAGASPQDAKDAGDAAEQAAKNW---PTSSEMA 418
PTP3 HDEVLENG-----——--—---——- ATPFEAN--MAGEQAAKGKAA--AMAGKIARDKALA 460
PTP3b EAPGQGOGEGQGQGOGOGQGQGOGOGOGEGQGEGOGEGQGEGQGEGQGEGQGEGEGQGEG 478
PTP3 NGATPFEANMAGEQAAKDTLNALGANQELAKAQGEETAAKEEAKEADKMNAMH SAAEKAA 520
PTP3b QGEDDEDNGLANENQDKDKEDQ———=======—====———————————————— ARAEK-- 505
PTP3 GNAAMESAASGLPERKAL TNADKAGREAAAGMAGE SAAADAMEKGATAEEAEAT GNLAAD 580
PTP3b --AAFEAAANGASPEEAEAAADEAGKGNAAERAGEGAAAQAAAGGAS PEEAEAAGOAAAG 563
PTP3 STKALGMGAQVDPALH—— == === === = —— == oo 596
PTP3b DSLGNGNGGQNSPEEGNAQAAGDEAAKKALQNGDTIPEAAAKGNEAAQNALAGAGAGEGE 623
PTP3 ---EANKQE--EEANLAEAEKE TEGSMKSRVKEKAKGLAADIKNADSQEAFGVIGTVEDD 651
PTP3b GAGEGQGQGQGQGOGOGOGEGQGEGOGQGQGEGY LEGDGNHAGE DS PQEEFGI IGTVEDD 683
PTP3 SNAVNLSKGHIDLPLKSFSGENPKTEEEKEAKNEQDALAEKLRNKITKDHIPSPLNVIKG 711
PTP3b AKEVDINDGEISLPMKNFQKEKSQDEEGAANNALDDKLADKLRNKVTAGDIPSHLNKVKG 743
PTP3 EDGYMNIPESAKKIEIKEGTVYYPESAKEEMKKAGKDVSQLKHKFNTGERKDRPMGEGYY 771
PTP3b KDGIFNIPESAKKLQISDGEVYFPKNAVEEMEANGEDTSDLEKRNNKGERSDIPIGEEYY 803
PTP3 IANASGFEMDLPSPLNKSPLKVLSGKNGVLDISGASGIDILSGKLNLIPWKQYSKGLHPD 831
PTP3b VKDASGSEMLLPSPKHKSSPET INIKGTCSRIKKADKIHVKKGKI LMTPWKDFSKLLKPV 863
PTP3 FNLETFAKEGVERTKEQRNFEEQLETLANTKAEVITNPSGKQFVKFTPPVGVSEQI PANE 891
PTP3b LNFINKFKCPGKKPE-------—- DCEDLPKAELIYNPDGTPIAVLTPKLGAPEQVSLTD 914
PTP3 LASAEEVEFNKNNDSGQDGLSMLQSKSSKEPARSLNIAQNAPHG-EGAMEGAFEKKVEQN 950
PTP3b LVSTPP---NGSGDYGQTNMPNLQOGPEPLPKRSLNIAKKVGNKDPKSFEELFQDKI I DK 971
PTP3 AKKDSEASLIVSETNSEDPTKE-———--- TKPKTKKAEKAE-—————————————————— 984
PTP3b AKKIKDAASILTKKNPFESKNVNSKPPSKPMPKEEPSKVLEITTKNLLKNGQRIGGSKKV 1031
PTP3 IT----EKAGEDENDQKCPATEKMLKNINDILKENSEKFGAALGMTQTVFATTMAKIPES 1040
PTP3b VIAKKGSLNSNTKKNESCPKGPEMSKEVKGILHENAGKFSKSIGMSKEDFINKFRKIPEP 1091
PTP3 AMKVFLQYECKKESKEYQEEYRKAYDDLKTVFDKNAEPMIKI IGNVMNAAKQRSRPARVI 1100
PTP3b SLQIIYDYKCKNKDPNYMKKYTNAYKDLSAIYQONLSEPFAKLLGNATYLAQRRLNPORNG 1151
PTP3 STRIVRRPVTRKIAVY-PKIIRSAKTNKIIQPKVVSSKTIINFKPTLVEKKVLTPVKEVV 1159
PTP3b KTKIVVRPSVKRKGPRKVSILKKGKIYKKVTEQ----TAPNALKSTFNQK-———------ 1197
PTP3 IRKGPLLSNKNPPVLKPIKNHVVLNSDGSVAKESTQRDLPPNPK 1203
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