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Fig. S1 Results of amplicon sequencing of the hypervariable V3/V4 region in 16S rRNA of the laboratory strain of N.
tenuis derived from population No. 1 in Table S1. Assigned bacterial taxa are color-coded as blue for wNtenA and red for
Rickettsia, consistent with Fig. 1. The next generation of an original female represents G1 and that of G1 represents G2.
Under laboratory conditions, eggs of Ephestia kuehniella and leaves of Crassula ovata were offered as food and
oviposition substrate, respectively
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