*

STEC4 1 -MRNGKYDVLSPLYSGEPVN AAV PDL VIIKHRQYVVATEQGRPMFF 70
KlebsiellaRIT-PI-d 1 -MRVGEYD | KARLMLGGQVS ATV PTL | KRGQYVL‘VSRH ER 70
Pseudomonas RIT357 1 -MSDDTLEVLARTGPDSPID SAV STL AllKRRQF I L | SEAGR 70
P fluorescensE24 1 -MQLDNLEL | ABPAFSEKPWN AAV NAL A ANRQF‘I | GYESGR 70
R. solanacearum GMI100 1 -MRFDTLDV I ABRGLLETPCN SAV SAL AKQRQFVLATEHGK 70
P.gingeriF1001 1 -MHFGTLE | LAPEQFDEPWN AAV SAL A KQRQF‘MLASEQGT 70
H. huttiense NFYY 53159 1 MTPAPRFE | LAPRLLAGEFN SAA STL AlKEGRFVLVSERGQ 71
Roseateles sp. YR242 1 -MRFNNLDVMAPRGLLDAPCH SAV QTL AFKHRQFVLASEQGK 70
Orbussp. IPMB12 1 - - -MSEYQV I ABRLFFNSKHS IAT PTL I ANKRQQF I L | | KDNKPMCY 68
T. symbiotica JPY-366 1 -MRNESLE | | ABGVLNTPCN SAV ASA AFKHRQFVLAAEAGK 70
V. mureinivorans 389 1 - - -MQQLH | LABAF | PGQWQ QRL ABRQQQFEVLLFQGSKBMAY 68

»*
STEC4 71 MSQAWL SPEAEARYLTQP-AILMPQS SGDRM Al HTPDMSRLVRQD | FPRLCWRSEYHRGQ 140
Klebsiella RIT-Pl-d 71 L SWAWLNPESEARFLTRA-SIHMPEE SGDRM I A HTREMYRLLQKEVFLDGCARS RGQ 140
Pseudomonas RIT357 71 LSWLNLSAEAEARYLREP -AVCLPAA SGDRL A HTRRVSGLLRRRLWPGR | FRSEYHRGD 140
P. fluorescens E24 71 AAWCWF SVEAEQRYVQNP -A | SLPAH SGERL T HSARLARLVQRHLFADSRFSAEYHRGN 140
R. solanacearum GMI100 71 L | WAGL SPEAERRYLANP-P I TMPEA ASGERT I A HTRCARQL -MARLFATRCVRAEYHRGN 139
P. gingeri F1001 71 MSWMNL SAEAEQRYLNNP - PVCMPEA SGERL Al HTRQL SKLVLGRLWAQRVGRHEGHRGN 140
H. huttiense NFYY 53159 72 MSWADLDEAAEARYLQHS - PEQMRQE SSGERL 1 A HTKLMMQLVRKRLMATR IMRTEYHRGA 141
Roseateles sp. YR242 71 LTWAML TQEAERRYLAHS - PLAMPEA GEGDRM Al HTQQARHL - TTQLFATRCFRSEHHRGN 139
Orbus sp. IPMB12 69 MSWANMSEETEQKYLQDKSALSLTES SGTRM S ETQKLASFVLKD | LPDFCFRAESHQGK 139
T. symbiotica JPY-366 71 L AWASFCEAAEARYLSRP -PELMPDABWASGDR | Al HTRTLRHV -VARLFANRCLRSEYHRGD 139
V. mureinivorans 389 69 AAWARF SAEAEQRYLTAH - PATMPEQRBWASGPRY Al HARQL SRV -LRQLLAGHCLRSEYHKDR 137
STEC4 141 QTBLRVMNFRGAQVSREEARQIR VQHPLAVDVPER - = = = = = = = = = = = m e e e mm e e e e e 175
KlebsiellaRIT-Pl-d 141 ERGKRVMNFHGTRVSREAARHWRREHPLAIDLPEA - - - = - - - - o m o oo e m e e e e m e m e e mmmm o 175
Pseudomonas RIT357 141 ERGLRVMNFQG | AVLDL EAQAWF ATHPLPSDAL = = = = = = =« == oo mmmemmm oo mmeea oo o meeos 173
P. fluorescens E24 141 ERBLR | KRFQGAALARLK - - -lWP I AAVARQS - - - = = - = = - - m c c o e o oo e e e e e e mm e m e mm - 168
R. solanacearum GMI100 140 DREGLRVMDFHG | GVMAEEARAWSALNPPLLPLAAHAAGTSHLPESQS - - - - - - - - = - - o o - o m oo oo o - 186
P. gingeri F1001 141 ERGL S | KTWKG | GVUMPAEARAWF AAHPL SQ - - = = - = = = = = = - & m o o o e o e e e e e e e m e e oo e o 170
H. huttiense NFYY 53159 142 ERGMR | MELHGMAVHPREARAWF ALHPPATPA I ASVADPLALSA - - - - - - - o o o oo oo e e mmm e m o 185
Roseateles sp. YR242 140 SRELRVKDFHG | GVMTEEARAWSQLNPPLLPEMVSSAPLSSASLSPAPTAPATANAALVSKALSSEQQA 208
Orbus sp. IPMB12 140 KREBFQ | KFFKGKHVSKVQAQQ INNPL T INN - = = 5 cm o e e e e e e e e e e m e m e 171
T. symbiotica JPY-366 140 ERGLRVMEFNG | AMTKEEARAWFFDHP I ARGL - - - - - - - PHIENSKQ------------om oo o 179
V. mureinivorans 389 138 AABGPR I|MQFRTDHL SAQAARDWFHQHPAALARTERSS - - - - = = - - - - - o c oo e e e e e e m e mm e o 174

Figure S7. Alignment of predicted CdiC lysyl acyltransferases. Predicted CdiC proteins from the
bacterial strains listed in Figure S8 were aligned with Clustal omega and the results rendered using
Jalview. Sequences are from the following bacterial strains (NCBI reference identifiers in parentheses):
E. coli STEC_031 (WP_001243916.1); Klebsiella sp. RIT-PI-d (WP_049840268.1); Pseudomonas sp.
RIT357 (WP_032887925.1); Pseudomonas fluorescens E24 (WP_078827813.1); Ralstonia
solanacearum GMI100 (WP_011004363.1); Pseudomonas gingeri F1001 (WP_177143638.1);
Herbaspirillum huttiense NFYY 53159 (WP_134221495.1); Roseateles sp. YR242 (WP_092949727 .1);
Orbus sp. IPMB12 (WP_166917330.1); Trinickia symbiotica JPY-366 (WP_107149767.1); and
Vogesella mureinivorans 389 (WP_147695852.1). The catalytic dyad corresponding to His37 and

Asp107 of CdiCSTEC4 are marked by a red star and rendered in red font.



