e Mock-treatedto remain in naive state

Materials

Transcriptome data used for analysis of

the differentially expressed genes were
produced in collaboration with Dr. David
Nelson and Dr. Erin McClelland. The
experimental conditions were performed in
triplicate. RNA sequencing of each library
sample was performed at Novogene
(Sacramento, CA) to produce

transcriptome paired-end reads of 150 bp.
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This work shows that
intracellular infection with
Cryptococcus neoformans
affects mouse macrophages
at the transcriptome level
and has both common and
distinct effects based on
macrophage polarization
state (MO, M1, and M2).

The objectives of this research are
(1) to determine which genes

are differentially expressed between
fungal-infected or mock-infected
mouse macrophages based on
polarization state

(2) to identify biological pathways
that are affected by C. neoformans
in each polarization state.

Cryptococcus neoformans (C. neoformans; Figure 1) is
a fungal pathogen found in soils and bird excrement in
urban environments worldwide. When inhaled into the
lungs and deposited into the alveoli, it can cause
pneumonia, but then develop into
meningoencephalitis, an infection that causes
inflammation of the meninges of the central nervous
system. This specific encephalitis can lead to death if
not treated (Coelho et al., 2014; Liu et al.,

2008). Individuals who are immunocompromised (AIDs
patients, etc.) are more likely to contract this disease

This work was supported in
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e Mock-infected with PBS for 2 hrs. M1 cells activated with IFN-y. 24 h incubation. Washed cells along with
media replacement every 6 hrs. Polarization maintained with cytokines.

e Infected with C. neoformans for 2 hrs. M1 cells activated with IFN-y. 24 h incubation. Washed cells along with
media replacement every 6 hrs. Polarization maintained with cytokines.

e Mock-infected with PBS for 2 hrs. M1 cells activated with IFN-y. M1 cells repolarized to M2 with IL-4.24
h incubation. Washed cells along with media replacement every 6 hrs. Polarization maintained with cytokines.

e Infected with C. neoformans for 2 hrs. M1 cells activated with IFN-y. M1 cells repolarized to M2 with IL-4. 24 h
incubation. Washed cells along with media replacement every 6 hrs. Polarization maintained with cytokines.
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