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Supplementary Figure 2

Sequencing de novo, assembly, gene prediction for 38 genomes

129,101 Legionella genes in 41 genomes _ Sexisting Legiogella

1 genomes

Homology search against L. pneumophila
and L. longbeachae validated effectors

(BLAST score > 60 bits) All vs. all protein BLAST search
Identification of 4,174 Legionella ORFs ‘
homologous to validated effectors Division of all protein to LOGs (Legionella
. Ortholog Groups)
Machine learning in each Legionella OrthoMCL — network based orthology
species to identify novel putative effectors ‘
Identification of 5,796 putative effectors in Identification of 16,416 LOGs

41 Legionella species ,

LOGs containing at least 80% effectors were designated as
LEOGs (Legionella effectors orthologous groups)

Identification of 5,885
predicted effectors in all Identification of 608 LEOGs in all the » Analysis of LEOGs to identify core
the Legionella species ) Legionella species effectors and unique effectors

LEDs (Legionella effectors domains) search

46 novel Legionella domains 53 known domains

Domain architecture network




Supplementary Figure 3
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Supplementary Figure 4

Species tree
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Supplementary Figure 5
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Supplementary Figure 6
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Supplementary Figure 7
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Supplementary Figure 8
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Supplementary Figure 9
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