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Mosquito numbers and subgrouping data tables

A total of 616 mosquitoes were divided by symbiont status (absent, wMel TET colony,
and present wMelBR) into two groups of approximately half that size, and challenged
with five different DENV-1 doses plus mock-infected controls injected with culture
medium. These numbers are shown in table [Al

Table A. Number of mosquitoes challenged and assayed for viral titers

dose (TCIDs50/ml)
time point | 10% 10 10° 107 10% ctrl | total
wMel TET all 54 51 55 49 57 38 304
challenged
3 d.p.i. 9 3 8 12 8 8 48
wMel TET 7 d.p.. 12 3 8 10 9 1 43
(PCR 14 d.p.i. 4 3 7 6 14 3 37
assayed all 25 9 23 28 31 12 128
(row sum)
wMelBR all 51 57 55 54 55 40 | 312
challenged
3 d.p.i. 12 11 9 9 13 11 65
wMel BR 7 d.p.. 6 10 10 10 10 6 52
qPCR 14 d.p.i. 7 4 8 10 14 6 49
assayed all 25 25 27 29 37 23 166
(row sum)
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Linear regression for factor effects

We use a generalized linear model as a baseline for significance of the factors included in
the experimental design: dose, time, and presence or absence of the Wolbachia
symbiont. The model is of the following form:

logu = dose + time + symbiont (1)

errors are assumed to follow a Poisson distribution, like the main model, and
significances of the factors were computed with a likelihood ratio test between the
model shown above, and a model that does not include any of the terms for which the
significance is being tested (e.g. logu = dose + time is used as a reduced model to test
significance of symbiont presence). All factors showed high significance (p < 0.001)
under this linear model.
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Fig A. Viral levels in symbiont-carrying mosquitoes. DENV-1 viral titer data
for wMelBR group (colors) overlaid to that of the wMel TET group (light gray)
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Fig B. Wolbachia/DENV-1 level correlation. Correlations between DENV-1 and
Wolbachia titers displayed as per-dose subsets in separate panels for each dose and time
point — color code follows that of the raw data.
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