
Supplemental Table S4. Gene clusters identified more frequently in strains from lethal infections (LIs) than non-lethal symptomatic infections (NSIs) or vice versa . 

type Ac type B P type A type B P type A type B P type A type B P
9781 hypothetical protein 10 1 0.012 8 0 0.008 8 1 0.039 6 0 0.031
9796 hypothetical protein 10 1 0.012 8 0 0.008 8 1 0.039 6 0 0.031
9755 hypothetical protein 9 1 0.022 7 0 0.016 8 1 0.039 6 0 0.031
5882 putative late gene regulator Q 8 1 0.039 7 0 0.016 8 1 0.039 7 0 0.016
8990 pinH; DNA invertase from prophage CP-933H 10 1 0.012 8 1 0.039
9177 prophage E2348_PP2, lambdoid 9 1 0.022 8 0 0.008

12516 hypothetical protein 6 0 0.031 6 0 0.031
11567 transposase ORF A (fragment), IS911 6 0 0.031 6 0 0.031
10137 predicted DNA-invertase 8 1 0.039
8786 hypothetical phage antitermination protein 1 8 0.039 0 7 0.016 0 6 0.031
8543 ybcQ; hypothetical protein 1 8 0.039 0 7 0.016 0 6 0.031
8789 ybcQ2; putative Q protein 1 8 0.039 0 7 0.016 0 6 0.031
6729 rsxB; electron transport complex protein RnfB; K03616 electron transport complex protein RnfB 0 6 0.031 0 6 0.031

29 Efa1/LifA-like protein 1 9 0.022 1 9 0.022
3 integrative element E2348_IE2 1 9 0.022 1 9 0.022

14218 hypothetical protein 2 10 0.039 1 8 0.039
313 minor tail protein precursor H 3 13 0.021
321 predicted tail length tape measure protein 3 13 0.021
320 phage tail tape measure protein, lambda family 3 12 0.035

12812 hypothetical protein 1 8 0.039
14009 hypothetical protein 1 8 0.039
10196 yeeV; pseudogene 1 8 0.039
10600 yoeF; hypothetical protein 0 6 0.031
4497 yphB; uncharacterized protein YphB 0 6 0.031
3714 yphF; putative sugar transporter subunit: periplasmic-binding component of ABC superfamily 0 6 0.031

aThe most similar entry in the Kyoto Encyclopedia of Genes and Genomes (KEGG) database (http://www.genome.jp/kegg/kegg1.html) for each gene cluster is shown.
bList of gene clusters identified more frequently in strains from pairs of children with LI and NSI, whose Propensity score indicated that they were closely matched.
cType A indicates the number of discordant pairs in which the gene cluster was present in the strain from the child with LI and absent from the child with NSI, type B is the reverse. P is the P value specified by McNemar's exact test.
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