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S1 Fig. Neighbor-joining phylogenetic tree inferring the genetic populations of H. pylori strains
used for the HpAfr-ELISA along with reference strains.

This plot represent the molecular phylogeny of H. pylori strains used for developing the HpAfr-ELISA (4
isolates) and representative strains from different genetic populations existing in the species and arising
from outside Africa (14 isolates). This neighbor-joining tree was estimated by Maximum Likelihood
methods with 1000 boutstrap replications and based on concatenated nucleic acid sequences of 609
orthologous core genes (total length 589,770 bp) predicted by Prokka [1] and Roary [2] from genome
sequences of all H. pylori strains of the dataset. Each H. pylori genetic population is assigned to a specific
color on the phylogenetic tree. Strains used for the ELISA are labelled with triangle markers while circle
markers are used for indicating reference strains. This figure indicates that H. pylori CKIN74 and
CKINS59 were assigned to the clade of ApNEAfrica while CKIN36 and CKIN54 were assigned to
hpAfrical, the two main populations colonizing Africa [3-5]. Strains form the ApAfrica? population
which have evolved in isolation for many millennia in people of San ethnicity [5,6], were not included in

the assay.
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