[bookmark: _GoBack]Supplementary Figure 3. Selection of unique clusters identified in Legionella genomes. The legionellol cluster is shown at the bottom. For a full list of clusters, see Supplementary Table 3. The domain architecture shown (below PKS (red) and NRPS (green) coding sequences) was determined using NCBI’s conserved domain database.
[image: ]
image1.tiff
Laeii s +EGOEOEHEOEEENEEOEROEBDBROBBEETHI: -+ a77s R0

L. shakespearei  B0O94_RS16265 @ 44Q B0v4_Rs16580

—_— Enoylreductase
L wadsworthii  8U07_Rs0110940 ——)- @4 DI €+~ BU07_Rs0111260 (© Condensation
—_— )
L geestiana  QA06_RS0103380 —— <7)AA)4# Q406_RsS01103505 ® Adenylation
R Reductase
L. anisa C302_RS11915  —#+ OEOOA TP+ €302_Rs12580 Formyltransferase
— "
L. parisiensis Ipari_03117 # oo@@@o@ Ipari_03165 % Coenzyme A ligase
—_— Ketosynthase
L. sainthelensis  T425_RS0103230  —(A)(T (D T425_RS0103130 @& Acyltransferase
—_—
L. norrlandica  OK13_RS10520 S ETERERERTIPI-+— OK13_RS10435 &R Ketoreductase
@ Dehydratase
L-longbeachae  1L0_RS05155 -+ 4l EEEOOEDOEOED@@D@IP—+ LLO_Rs04955 €9 Chalcone synthase
-
L. longbeachae ~ LLO_RS03700 I MHESKSERTDEDCHEKR(TIC) —#~ LLO_RS03755 () Aminotransferase
— Methyltransferase
L longbeachae  LLO_RS16150  ——44 KSEDEAERERKR(T Y- 4+~ LLO_RS15900 () Thioesterase
e (7X@ Thiolation

L. pneumophila  1pg2223 # (2 OAORESCAXCA YK~ Ipg2241

Accessory biosynthetic enzyme Other Non-ribosomal peptide synthetase Transporter 2,000 bp
Polyketide synthase ‘ Hypothetical Regulatory Cyclopeptide synthase g





Sy e S e e el e T sl s o b, s
T S ——

e e
L b e

e &
Fpe
- e
o 8
8 o
oy gty
ey 8
o  Pound
|- ety
o g==
Ceum
o b fey
R o
R e




