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Introduction

Emerging paramyxoviruses from the family
Paramyxoviridae pose a significant public health
concern.! Paramyxoviruses are found in a
variety of hosts including humans, birds,
rodents, and bats, and many of these viruses
cause diseases deadly to both humans and
animals.1>* In this study, we focused on bats
because they are established reservoirs for
many viruses, including paramyxoviruses, and
because there are increasing rates of spillover
from bats to humans.>® Our understanding of
the diversity of these viruses in nature is still
very poot. Describing the pre-emergent
diversity of viruses in wildlife can help with
pandemic preparedness etforts by targeting
behavioral, ecological, and medical
interventions towards viruses with the highest
risk of emergence. In this project, samples
were collected from different species of bats
in Liberia have been screened for the presence
of paramyxoviruses to better understand the

diversity of viruses circulating in this region.

Hypothesis

We hypothesize that bats in Liberia will host
diverse paramyxoviruses, and of the sample
types, the urine samples will have a greater
paramyxovirus detection rate compared to other

sample types.

Aim 1 - Discovery Phase
Detect paramyxoviruses from samples collected
from bats in Liberia.

Aim 2 — Analysis Phase

Compare the diversity ot viruses using
phylogenetic analysis, and a regression analysis
will be performed to determine the factors
associated with the presence of
paramyxoviruses in different sample types and

species.
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Sanger Sequencing

After Sanger sequencing, Genelous Prime was
used to trim and align sequences. NCBI
Nucleotide BLLAST was used to confirm
sequences are paramyxoviruses. Mega X was
used to determine the Maximum Likelihood
substitution model and to create a Maximum

Likelihood phylogenetic tree.

Results
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Figure 1. Neighbor-Joining phylogenetic trees of 35 paramyxovirus
sequences that were detected in the samples, and they are being used to
display cluster of sequences. 1A displays the two species that were
represented and a multispecies cluster. 1B displays the different
collection sites to illustrate some clustering. 1C displays the co-
infections that have been found.

paramyxoviruses for the project to finish. Once complete, whole genome sequencing will be performed on the

sequences.
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