
BaeS E. coli K12          MKFWRPGITGKLFLAIFATCIVLLISMHWAVRISFERGFIDYIKHGNEQRLQLLSDALGE 60 
BaeS E. cloacae subsp. cloacae ATCC 13047  MKFWRPGITGKLFVAIFATCIVLLITMHWAVRISFERGFIDYIKHGNEQRLQGLSDALSE 60 
                 *************:***********:************************** *****.* 
 
BaeS E. coli K12          QYAQHGNWRFLRNNDRFVFQILRSFEHDNSEDKPGPGMPPHGWRTQFWVVDQNNKVLVGP 120 
BaeS E. cloacae subsp. cloacae ATCC 13047  QYAQHGNWRFLRNNDRFIFQILRSLEHDTGDDRPGPGMPPHGWRTQFWVIDQDMRTLVGP 120 
                 *****************:******:***..:*:****************:**: :.**** 
 
BaeS E. coli K12          RAPIPPDGTRRPILVNGAEVGAVIASPVERLTRNTDINFDKQQRQTSWLIVALATLLAAL 180 
BaeS E. cloacae subsp. cloacae ATCC 13047 RAPIPPDGTRRAIKVNNATVGWVIASPVERLTRNTDINFDRQQRRTSWLIVALSTLLAAL 180 
                 *********** * **.* ** ******************:***:********:****** 
 
BaeS E. coli K12          ATFLLARGLLAPVKRLVDGTHKLAAGDFTTRVTPTSEDELGKLAQDFNQLASTLEKNQQM 240 
BaeS E. cloacae subsp. cloacae ATCC 13047 ATFPLARGLLAPVKRLVEGTHKLAAGDFTTRVDTRSQDELGKLAQDFNQLASTLEKNQQM 240 
                 *** *************:**************   *:*********************** 
 
BaeS E. coli K12          RRDFMADISHELRTPLAVLRGELEAIQDGVRKFTPETVASLQAEVGTLTKLVDDLHQLSM 300 
BaeS E. cloacae subsp. cloacae ATCC 13047 RRDFMADISHELRTPLAVLRGELEAIQDGVRQFTPESVASLQAEVGTLTKLVDDLHQLSM 300 
                 *******************************:****:*********************** 
 
BaeS E. coli K12          SDEGALAYQKAPVDLIPLLEVAGGAFRERFASRGLKLQFSLPDSITVFGDRDRLMQLFNN 360 
BaeS E. cloacae subsp. cloacae ATCC 13047 SDEGALAYQKAPVDVINILEVISGAFRERFASRNLKIDLSLPDSAVVFGDKDRLMQLFNN 360 
                 **************:* :*** .**********.**:::***** .****:********* 
 
BaeS E. coli K12          LLENSLRYTDSGGSLQISAGQRDKTVRLTFADSAPGVSDDQLQKLFERFYRTEGSRNRAS 420 
BaeS E. cloacae subsp. cloacae ATCC 13047 LLENSLRYTDSGGGLHISGRQENGRFALTFADSAPGVQDAQLEKLFERFYRTEGSRNRAS 420 
                 *************.*:**. *.:  . **********.* **:***************** 
 
BaeS E. coli K12          GGSGLGLAICLNIVEAHNGRIIAAHSPFGGVSITVELPLERDLQREV  467 
BaeS E. cloacae subsp. cloacae ATCC 13047 GGSGLGLAICVNIVEAHNGTIRAAHSPFGGVSITVELPLERDLSREV  467 
                 **********:******** * *********************.*** 
 

FIG S1 Protein sequence comparison of BaeS from E. coli K12 and E. cloacae subsp. cloacae ATCC 13047 (amino acid identity = 87%). The different 
domains are indicated by different colors according to UniProt (accession no. P30847): cytoplasmic (yellow), transmembrane (pink), and 
periplasmic (green). The autocatalytic histidine residue (His250) is also indicated (in grey) as well as the position of the Thr175Pro change (in 
white). Multiple-sequence alignment was performed with Clustal Omega software (https://www.ebi.ac.uk/Tools/msa/clustalo/).  


