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Figure 4.3: Relative abundance of Planctomycetes, Chloroflexi, Acidobacteria, and Verrucomicrobia in

relation to shrew weight class.
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Figure 4.4: Relative abundance of Cyanobacteria, Dependentiae, Actinobacteria, Firmicutes, Chlamydiae,

and Gammatimonadetes in relation to shrew weight class.
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Figure 4.6: Strip plots depicting variation in abundance of three bacterial phyla across collection period,

(A) Tenericutes, (B) Proteobacteria, and (C) Actinobacteria across 15 collection periods. Each dot

corresponds to an individual shrew. Upper bars represent the 95" quartile, lower bars represent the 5t

quartile, and middle bars represent the median for each respective collection period.
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Figure 4.7: Violin plot depicting Shannon diversity index between shrews infected with Mathevolepis and

those without with 0 representing no infection and 1 representing those infected with Mathevolepis.



PCA

A @ 16-Aug

@ 16-Jul

@ 16-Jun
@ 16-May
© 16-Oct
© 16-Sep
® 17-Aug
@ 17-Jul

© 17-Jun
® 17-May
® 17-Oct
® 17-Sep
® 18-Apr
@ 18-May
© 9-Sep

PC2 (18%)

PC1 (25%)

O

u female
® male
¢ unknown

PC2 (18%)

PC1 (25%)

Figure 4.8: Principal coordinate analysis plots of (A) collection month, (B) shrew species, (C) shrew sex,

w

PC2 (18%)

PC2 (18%)

PCA

@ cinereus
= monticolus

PC1 (25%)

PCA

high
low
med

PC1(25%)

60

and (D) shrew weight class depicting bacterial beta diversity gut microbiomes of shrews from varying

collection periods, species, sex, and weight class.
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with fleas, and (C) infection with ticks, depicting bacterial beta diversity of gut microbiomes of shrews.

Color and shape indicate infection with red squares being no infection and blue squares being positive

infection.
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Figure 4.10: Principal coordinate analysis plots of (A) infection with Mathevolepis, and (B) infection with
Monocercus, depicting bacterial beta diversity of gut microbiomes of shrews. Color and shape indicate

infection with 0 being negative and 1 being positive.
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