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MNIYIGWLFKLIPLIMGLICIALG--GFVLESSGQSEYFVAGHVLISLAAICLALFTTAF
MNYGISVLFRLIPLVMGVICLCLG--LLVLRDSTNPGGYTAGHVLISLTAICYALFTTAS
MNYSISVLFRLIPLAMGATCLGLG--LYVLDGFPDANHFVAGHVLVSLAATCFALFTTAA
MNYYISILFRAIPLIMGIICLTYGSY IYTFGDKFGNGY ITASHVIIFFTATICIALFTTAA
MNYGISILFRAIPLTMAVECEGYG--AF IYGYGDAGNRLVAGPVVESLGMICIALFCTAA

MNYGISVLFRAIPLLMALFCFGYG--FEVENYGVDSSREVAGPVVESLGFICIALFATAA
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IITSQLTRGVNTFYNTLFPIIGYAGS I ITMIWGWALLAGNDVMADEFVAGHVIFGVGMIA
VIILQLLGNFNRSWLFLLPFSGYALAATL.TMGWGLSITS-IPRPADAFVSGHVVEGVGMIA
TIIRQLTKTYNTFWLVMLPLLGY IVGLLT IVWGLD I IARGDLFPP-YVVAGHVVEGVGLIT
TIIRQLINKYNSFFKFILPTIGYLCAAISMLGGLYFALNNGGNPAYFVAGNIGEFGVGLIA
TIIRQIIHTYNEATKYVLPVVGYLAATIITIVGGICIFNAATTTS-AFVAGHVITGVGEIT

TIIRQIIHTYDNVARFALPILGYLSATITFLAGFILLMSSPAPA—DFVAGHVICGVGLIT
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ACVSTVAASSGHFLL IPKNAAGSKSDGTPVQAYSSLIGNCLIAVPVLLTLLGE IWSITLL
ACVATVAAASVREFTL IPKNSAGTHASGVPAAAY SRGAALILMAVPLVCTLIGAIWGGSLL
LCVTTVAASSSRFTLIPLNSGRPDGEPGAPGAYPASVGWLLIAVPVVCSLTGYVWALGLL
CCVSTVALSSTKFLLIPSNSKNLKEGEKPKGCEFSKEMSYVLIAIPIICTLIGLIFSENLL
ACVATAATSSTRESLIPANAK-ATGNEVPEGAFS IGQRRAMI ILAIVISCIAWIWAFILL
ACVATTATASTRETL IQMNAK - SDDPRIPDKAFNFWQGLFLILVASLISIVAWIWAYRLL
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RS-ADITPHYVAGHVLLGLTAICACLIGLVAT IVHQTRNTEF STKEHWLWCYWVIFLGSIT
AD-QDTMENVVAGHVL IGTAMVCASL IALVATVARQTRNLFDEKERWY W AWVLVMGTAA
ARGADDPGFYVAGHVLFGLST ICTCLIALVATVVROVRNQYRKSERSFWIWLVIVLGLAD
RH-TDKVPSLVAGEFVLEFGISLVCGSLISLVASVCRQ IQNTEFTNKERWEKWS ILVIVLGS IN
SNSHSHPAYFVAGHVMVGLACICTSLIALVAT IARQVRNDY SERERNKWPKLVLLMGS IS
AHSEEHSQYFVAGHVMAGLACICTSLIALVATIARQIRNTYSRLEKRLWHRFVILMGSIS

*kh k. k- -k Kk kkk .- -k -k - * - * LI

8

N I
VLQGIYVLVSSDASARLAPGIILICLGMICY SIFSKVWLLALVWRRTCSLANRIPMIFPVE

LLLGIYVLSTGTQGYRLAPGIVLVGLGMICY SIVSKVLLLALVWRRE SKLANRVPLIFVL
IIFGIAVLVDSPASFHVAPGLILIGIGMICFSILSKVLLLGLVWRARFALANRVE ILEVM
FLLGICVLLEFSKNQTFIAPGYVLIGLGLVCYSISSKVLLLASVWRRKSKLSKRIPLIPVI
FVWGIFVILADSGSANGTTGY IMLGLGLVCY SISSKVILLAKIWRREFKLANRIPMIPVL
LIWGLFVLGDSDP-ANASTGY IMIGLGLVCYSISSKVILLSKIWREEFKLANRIPLIPIF
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TCLECLFLASFLAEMAQTDMGYF IPSRVLVGLGAVCFTLFSIVSILEAGSAKK-- 350
TCLACLFCAAFLAEANVTDPNYFIASRILTGLGAVCEFTLFSIVSILEAGT SKKAA 351
TALACLFLSAFVFEAGDLSAAYFIPARVIVGLGAVCFTLFSIVSILEAGT SGD-- 350
TALACLFLSAYLSEAELVNMAYFVPAHVMVGLGAICFTLFSIVSILESGTSN-—-- 351
TALACLFLAAFVFELATVNADYF IPARVLVGLGAICFTLFSIVSILESGTSSK-- 349
TALFCLFLSAFLFEMAARHSYYATPARVLAGLGAICFTLFSIVSILESGTSSK—- 348
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Supplementary Figure 1. Multiple sequence alignment of E. coli YhiM with its

orthologs in other bacterial species. The sequences shown are from: E. coli MG1655
YhiM [Swiss-Prot: P37630], Bordetella avium 197N [Swiss-Prot: Q2KZQ9], Laribacter
hongkongensis HLHK9 [Swiss-Prot: C1D8T3], Clostridium perfringens str.13 [Swiss-
Prot: Q8XIQS5], Bacteroides thetaiotaomicron VPI-5482 [Swiss-Prot: Q8A9L0], and
Parabacteroides distasonis ATCC 8503 [Swiss-Prot: A6L8F3]. The horizontal lines are
above the residues predicted by TMHMM to form the TM domains in E. coli YhiM.
Below the alignment asterisks, colons and dots are for identical, highly conserved and

conserved amino acids, respectively.
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