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Figure S1 Sequence alignment of PorXg;’s N-terminal receiver domain with CheY protein. Reference

amino acid numbering is according to PorXg; sequence.
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Figure S2 Sequence alignment of PorXg;’s C-terminal alkaline phosphate domain with PhnA.

Reference amino acid numbering is according to PorXg; sequence.
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229 249 259 269 279
PorX FJ .............. VVPEIKKKDKPIILEVVIPINLIRYDQWKSFE . TVIISINY YKILEK .|.
ENPP1 ... ... ... e SPPITLLFISLPIGEFIAEY LIHTWG . GLL|P|VISK[LKNC|GT YT KNMRPMYP|TIK
ENPP2 ... ... .. it RPP|ILIIFS|VEGFIIAISYMKKGS . KVMPNIEK|LIRS CG|THAP YMRPVY|PTIK
ENPP3 ... ... ... ... LPPVILF|ISMBGFIAEYLYTWD . TLMPININK|LKTC|G|T HSKYMRAMY|P|TIK
ENPP4 . ...... FRSDSSS...... SLPPKLLLV|SFPRGFEIADYLKNY . . . EFPIHLQN[F|I KE|G[V LV|IE HV|IKN[VF|I|T[K
ENPP5 ....DRHHHHHHKL...... PDQOKVLLVISFRGFIIWDYLIYKV . . . PTIPHFHY|IMKY|G|V HVIKQV|T N[V F|I|T[K
ENPP6 MAAKLWIFLLGFGLSWVWPASAHRK|LLV|LLLIEGFEISDY I|SEDALASLP|GF RE|I|VNR|GVK|V]D Y|L|T PD F|P[S|L
ENPP7 ....DRHHHHHHKLAPVQSQGSQONKLLLV|SFPCFIWNYDQDV . . . DTRPINLDAMARD|GIVKARYMTPAFE|V|ITM
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PorX FJ [TQYARNATFESELMP|. . ... ofofe]e|e v o] v oo o]e]s LDM. .EKQFPQYWKNDV|. .. .. . .EDGGKNLYEAE[F
ENPP1 TEPNHYSIVTELYPESHGIIDNKMYDPKMNASFISILKSK. EKFNPLWYKG.QPIWVTANHQEVK.SGTYFW
ENPP2 TEPNLYTLAT[ELYPESHGIV|GNSMYDPVFDAS|FIHILIRGR. EKEFNHRWWGG.QPLWITATKQGVR.AGTFEW

ENPP3 AFPNHYTIVT]Y ESHGIIDNNMYDVNLNKN[F[S|ILISSK.EQNNPAWWHG .QPMWLTAMYQGLK|. AATYFEFW
ENPP4 TEPNHYSIVT[ELYEESHGIVANSMYDAVTKKH[FSD|S. . .NDKDPFWWNEAVPIWVINQLQENRSSAAAMW
ENPP5 TYPNHYTLVT[ELFAENHGIVANDMEDPIRNKS|FIS|LDHM.NIYDSKFWEEATPIWITNQRAG.HTSGAAMW
ENPP6 SYPNYYTLMT[GRHC[EVHQMI|IGNYMWDPRTNKS[FD|IGVNRDSLMPLWWNGSEPLWITLMKAR.RKVYMYY[W
ENPP7 TSPCHFTLVT[EKYIENHCGVVHNMYYNTTSKVKLPYHAT . LGIQRWW PIWITAQRQGLR|.AGSFF|Y
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PorX FJ LSAQIKRLGLNI....KEDYFKITN[AGG. . .KKTAENFE. .[. . JKAT].....KGNDLVTVV|YNF
ENPP1 PGSDVEIDGI......LPDIYK..VYNGS...VPFEERILAVLEWLQLPSHERPHFYT|LYL[EE
ENPP2 el e e e e s e e de]e oS L L|IIPHERRILT|IILQWLISLPDNERP SVYAIF Y|S[E|IQ
ENPP3 PGSEVAINGS...... FPSIYM..P[YINGS. . .VPFEERISTLLKWLDLPKAERPRFYTMY|FEE
ENPP4 PGTDVPIHDT. ... .. ISSYFM. .NYINSS...V|SFIEERLNNITMWLNN.SNPPVTFAT|LYWEE
ENPP5 PCTDVIKIHKR. .. ... FPTHYM. .PY[NES. . .VIS[FEDRVAKIIEWFTS.K.EPINLGL|LYWED
ENPP6 PCGCEVEILGV...... RPTYCL. .EYKTVPTD|INFANAV|SDALD|SLIKS . . .GRADLAATIYHER
ENPP7 PCGNVITYQGVAVTRSRKEGIAH. .NY[KNE. . . TEWRANIDTVMAWEFTE .E. .DLDLVTLYF|GE

419 429

PorX FJ PIKAYRISLTLSWEKNSPILLEIIQQAQ|..LLGFKLpLT|T TIINVKNP S .|[KVV|.|.].
ENPP1 5 ML MD G|L DKCLNLpSL|I|SisR:A&ME QOGS CK .
ENPP2 QLMDGLKQLRLHRCVNVERF|V|GisR:A&MEDVTCD .
ENPP3 MLMEG|LKQRNLHNCVNIpSL|LAPREAGMD/OTYCN
ENPP4 DILVIQRILKMLGLWENLNVERT|T|SisR:A&EMT|O[CSQD .
ENPP5 YLIQMLKKAKLWNTLNLERT|T|SisR:AEMTIOCSEE .
ENPP6 YMIIQWIQDRGILIQQDLNVMLE|SpsR:{e/MTDIIFWM .
ENPP7 YLRES[IARNHLTDRLNLpT|T|S|sR:{e]MTITVDKRAGD LVIE[F|H

430 440 450 460 470
PorX FJ .|.|..... GDKN TS|LNLRYKITGRSLT. .YEQKD|VYVVK|. .|[.[EPK.|.[TIG|LPAINMS|S|SF IFAKN
ENPP1 K[Y|. . . .LGDVNNVEKVVYGPAAR[LRPTDVPETYYSFNYEA|LAKN|LISC[REPNQ|HFRP|Y|LKP F|LPKRLHF|AK|S
ENPP2 NiYl. .. .LTNVDDIT|LJVPGTLGR|IRAKISINNSK. .YDPKT|T|ITAALTCKKPDQHFKP|YMKQH|LPKRLHYANN
ENPP3 D|Y|. .. .FPRINFFYMYEGPAPRIIRAHNIPHDFFSFNSEEIVRN|L|SCRKP D Q|H|F KP|Y|L|T|P D|L P|K|R|L HY|AK|N
ENPP4 SICl. . . .IDHSYYTL|IDLSPVAA|ILPK|INR.TE. ... ... .VYNKL. .KNCSPHMNVJYLKEDIPNREFEYYQHN
ENPP5 QY. .. .LDKDHYTL|IIDQSPVAAILPKIEGKFDE. . ... .. VYEA|L. .|[THAHP|N|LTV|Y|KKED E|RIWH|Y|K Y|N
ENPP6 N[Y|. . .ISLDDLQQVKDRGPV|VS[LWP[VPGKHSE . . .. ... IIYHKL|. .[RTV.EHMTV|Y|EKES N|R[F'Y Y|KK|G
ENPP7 KEPNFTFRDIEFELLDYGPEPNGMLLPKIEGRLEK. . . . ... VIYDAIL|. . [KDAHPKLHVYKEKEAIF PIEAF HYANN
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PorX FJ DFF|LAY|.|.|. VNNY[.|.|. .|. . NHYVSY.......... YKNTYQHGGI|SLEEIIPE LV
ENPP1 DRIEPLTF|YLDPQWQLALNPSE.......... RKYCGS|GFHGSDNILF SNEIQALF TG
ENPP2 RIRIJEDI|H|L|ILIVDRRWHVARKPLDV..Y. .KKPSGKCFFQGDHGEDNKVNSIIQTVEVG|
ENPP3 VIR IDK|VHLIFVDIQQWLAV|.RSKS . . ... .. ... NTNCGGGNHGYNNEFRSEIEATFLA
ENPP4 DRIQP|IIILVADEGWT|IVILNE. . . . ... .. .. SS.QKLGDHGYDN|SLP SIUHP|F LAA
ENPP5 SRIQPIIAVADEGWHILONK. ... ... ..... SDDFLLGNHGYDNALADIIHP|IF LAHGI4AF RKNFSKEAM
ENPP6 K[FVISP|LIT|ILVADEGWF|IAESREMLPFWMNSTGKREGWQRGWHGYDN|ELMDIWRG|IF LATGIEDFKISNFRAAP I
ENPP7 PRVITPLLMYSDLGY|VITHGRI . . . . ... ... .. NVQFNNGEHGFDNKDMDEAKTITFRAV|GIYSFRAGLEVEPF

Figure S3 Sequence alignment of PorXg;’s C-terminal alkaline phosphate domain with ENPP1-7.

Reference amino acid numbering is according to PorXg; sequence.



