(a) Enterobactin non-ribosomal peptide synthetase EntF
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(b) Actinorhodin polyketide putative beta-ketoacyl synthase 1 and 2

"INOPIIDP_00471" "INOPIIDP_00470"
mdaB

INOPIIDP_00470 "INOPIIDP_00470"

2,000

I"INOPIIDP_00469"
oxyS

—

contig00005

"INOPIIDP_00467" |"PKSI-KS_m4"
I"PKSI-KS_m4"

"INOPIIDP_00467_PKS_KS 1"

Actinorhodin polyketide putative... "INOPIIDP_00467"

"INOPIIDP_00466" ["PKSI-KS_ma"
"INOPIIDP_00468" "INOPIIDP_D0466_PKS_KS.1"

Actinorhodin polyketide putative... E "INOPIIDP_00466"

I"PKSI-KR_m1"
"INOPIIDP_00465_ACP.1"

"INOPIIDP_00464_PKS_KR.1"
"INOPIIDP_00465"

"INOPIIDP_00464" |"INOPIIDP_00463"
INOPIIDP_00465 || INCPIIDP_00463
actll] "INOPIIDP_00463_Polykstide_cyc2.1"

b

contigé0005

"INOPIIDP_00462"
INOPIIDP_00463 mhpA_2

["PKSI-AT-mM_m3"

"INOPIIDF'70046LPK_SJ\T.‘I "
"INOPIIDP_00461"

"PKSI-AT-mM_m1"
"INOPIIDP_00460"
"INOPIIDP_00460_PKS_AT.1"

opsE "PKSI-AT-M_m3"

contigl0005




(c) Type 2 lanthipeptide synthetase LanM
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(d) YcaO-like family protein and SagB family peptide dehydrogenase (LAP)
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(e) Butyrolactone
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Supplementary Figure S1: The putative genetic organization of (a) enterobactin, EntF (b) actinorhodin polyketide putative beta-ketoacyl synthase 1 and 2

(c) lantipeptide-class-ii peptide (d) LAP (Linear azol(in)e-containing peptides) (e) Butyrolactone.
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Supplementary Figure S2: Putative genetic organization of (a) enterobactin, EntF and (b) corresponding three peptides identified using LC-MS system.



