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Bacillus subtilis Lys+Ala-PG-MprF
Enterococcus faecalis Lys+Ala-PG MprF2
Enterococcus faecalis MprF1
Methanosarcina barkeri Ala-PG-MprF
Paenibacillus polymyxa Ala-PG-MprF
Kineococcus radiotolerans Ala-PG-MprF
Pseudomonas aeruginosa Ala-PG-MprF
Pseudomonas putida Ala-PG-MprF
Burkholderia phymatum Ala-PG-MprF

Staphylococcus aureus Lys-PG-MprF
Listeria monocytogenes Lys-PG-MprF
Clostridium perfringens Lys-PG-MprF
Bacillus anthracis Lys-PG-MprF
Agrobacterium tumefaciens Lys-PG-MprF
Rhizobium tropici Lys-PG-MprF

Bacillus subtilis Lys+Ala-PG-MprF
Enterococcus faecalis Lys+Ala-PG MprF2
Enterococcus faecalis MprF1
Methanosarcina barkeri Ala-PG-MprF
Paenibacillus polymyxa Ala-PG-MprF
Kineococcus radiotolerans Ala-PG-MprF
Pseudomonas aeruginosa Ala-PG-MprF
Pseudomonas putida Ala-PG-MprF
Burkholderia phymatum Ala-PG-MprF
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AVPNAIYHVPF-LYK-I-M-PFN-FLFTSQITIVA
IAPQYLLKIKL-LKE-I-L-GKQ-VLGLSIGMSVV
ILPTSINR-AH-ALH-I-LAPKH-LIQFS-FSLSL
VTPTPDSNLDF-LSN-F-V-PLP-IIEAAHFLTSI
VTRTPDHNLIV-LSD-Y-L-PLS-LVESAHFLSSL
SLPI-D-RLTV-IPH---I-PRPALLLFNGLSLSS
TIPEAFTQ-VHWLRD---INPFR-SHIIIQIPSIV
VT-N-LSNVSR-LFQVL-L-PFS-FNFLDQ-TLNL
ALPS-DPRYLHDLN--YLI-PLP-LIEVSRLFGSI
ATPGLLYRLRF-AEH-L-L-SLP-VMRLSHEISVI
VAGA-GVFMVV-VGD---L-PGR-ALDVSAVTISL
ATPAIDTRLEH-LG--FLI-PHR-LIDASHLVASL
ATPEIDTRLEH-MG--FLV-PHR-LIDASHFGASL
ATPAFLQRIAI-LRD-L-V-PLW-VLESSQMLCSI
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F-G-F-LLLGL-A-RG-IECKTKKAYIITVI-VL-
L-G-F-LIM-L-A-ALMLKYRAKSIYKASMV-LF-
TFGIL-LLI-L-S-RG-IYYGTKRSYYMTII-SL-
L-G-L-GLV-V-ASRG-LGQRLDGAWWIALI-AAS
L-G-L-AII-V-AARG-LSQRLDGAWWVSTF-SA-
A-L-I-LLI-L-P-IE-LYKRTKRSYTMAIT-AL-
L-G-FALLI-M-G-RG-IADRVKRAYYPTII-LL-
FVG-F-LLLGL-A-RG-ISMKVKKAYWPTII-LLG
M-GVL-LLL-L-A-NG-LWKRIDGAYILSLS-VL-
I-G-I-MLV-VLS-HG-ISLRIRRALRLTLI-LL-
A-G-LSALL-V-A-RG-LHLRLRRAW-VATV-V--
I-GVL-CLL-L-A-QG-LRRRLSAAWALTLV-LL-
I-GVL-CLL-L-A-QG-LRRRLSAAWLLTTV-LL-
V-G-V-ALLFV-A-RG-LLRRLDAAWWLTLG-LA-
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G-C-AI-FNTLARVFS-MKQAIF-L-GIVLLCL-F
I-LGII-L-SLTKGIN-PYELVF-L-IIVAYLL-Y
IGA-AV-F-NTLKGID-IEETFI-L-LIVLAVL-Y
L---ALIL-SILKAIA-VFEAVF-L-GIFIAAL-A
L-F-ALFF-SLLKAIA-IVEAGL-L-AFFVFSL-V
V-GGFV-F-SFLKGLN-ISAIFV-L-PMIIVLL-V
I-G-AILY-SFVVDFS-MFSIFY-L-AILLFIV-I
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L-MGGI-F-ALLKNFD-YHEAAI-LFTLFFFLL-P
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V-V-SLAL-SLTKGLA-FVEAGV-L-TTLIVLLIA

--IV---A--FRRARR-LKRP---VRM-RNI-V-A
-LAR--NE--FYREKLVYTWS-K-VIIDS-I-I-F
-LSK---RM-FYRDSFVVSCK-N-TLIDS-G-I-L
-MLR--KR--FVREKMEVSLSDI-VKV-F-IFL-L
-LNM---RS-FNRHASLVKQA-L-GPS-W-L-A-A
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-LLK--KQ--FVREQASYTLG-Q-L-I-F-A-V-A
-FSK--SE--LYREQLVYSWEWMTIDG-F-I-F-G
-LAR--KE--FYREKFVYSWG-A-LTVDS-I-L-F
--CR---KY-FYEKSSLMHQS-F-SRS-N-V-I-A
WISR--SR--FYRVSAPLNRH-N-ILI-W-G-G-L

-LLLVPARTAFHRGAP-FALP-R-NPV-WPV-T-A
-LFR---RS-FYRPSRLLEVP-F-SPL-Y---VGA
-LFR---RS-FYRPSRLLELP-F-SPV-F-L-V-A
--TR--SR--FNRRSSLFAEP-F-TAG-W-L-V-8
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Supplemental Figure 1: Amino acid sequence alignment of the hydrophobic N-
terminal parts of MprF proteins of various bacterial species, known to synthesize
Lys-PG, Ala-PG, or both. Conserved charged amino acid and proline positions
are indicated. Staphylococcus aureus (Q2G2M2), Listeria monocytogenes
(Q71YX2), Clostridium perfringens MprF2 (QO0STHJ7), Bacillus anthracis
(BOAWU), Agrobacterium tumefaciens (A9CHP8), Rhizobium tropici (Q8GQED5),
Bacillus  subtilis (COH3X7), Enterococcus faecalis MprF2 (SOL1V5),
Enterococcus faecalis MprF1 (Q839W9), Methanosarcina barkeri (Q469T9),
Paenibacillus polymyxa (EORDNG), Kineococcus radiotolerans (A6W5P4),
Pseudomonas aeruginosa (A6VAS53), Pseudomonas putida (Q88NKS5),

Burkholderia phymatum (B2JPD?9).



