1 NOD2

This gene is a member of the Nodl/Apaf-1 family and encodes a protein with two caspase recruitment
(CARD) domains and six leucine-rich repeats (LRRs). The protein is primarily expressed in the peripheral
blood leukocytes. It plays a role in the immune response to intracellular bacterial lipopolysaccharides
(LPS) by recognizing the muramyl dipeptide (MDP) derived from them and activating the NFKB protein.
Mutations in this gene have been associated with Crohn disease and Blau syndrome. Alternatively spliced
transcript variants encoding distinct isoforms have been found for this gene. This gene is not expressed
in the investigated cell lines.

chrlé

44 kb

50.730 kb 50.740 kb 50.750 kb 50.760 kb
1 1 1 1

5(

HUH7-Mock-3h.tophat.sorted.b
overage

HUH7-Mock-3h.tophat.sorted.b

HUH7-Mock-7h.tophat.sorted.b
overage

HUH7-Mock-7h.tophat.sorted.b

HUH7-Mock-23h.tophat.sorted.
Coverage

HUH7-Mock-23h.tophat.sorted.

HUH7-EBOV-3h.tophat.sorted.t
overage

HUH7-EBOV-3h.tophat.sorted.t

HUH7-EBOV-7h.tophat.sorted.t
overage

HUH7-EBOV-7h.tophat.sorted.t

HUH7-EBOV-23h.tophat.sorted
Coverage

HUH7-EBOV-23h.tophat.sorted

HUH7-MARV-3h.tophat.sorted.k
overage

HUH7-MARV-3h.tophat.sorted.t

HUH7-MARV-7h.tophat.sorted.k
overage

HUH7-MARV-7h.tophat.sorted.t

HUH7-MARV-23h.tophat.sorted
Coverage

HUH7-MARV-23h.tophat.sorted

hg19.90i.01433.gff

hsa.blast.hg19.goi.01433 filter

e S S S N S S S T T N T N T I e W

64127 ENST00000527052 ENSESTG00000024196
_}
| L & I
B » - - - 1

Figure 1: IGV Genome Browser screenshot of gene NOD2.
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Figure 2: UCSC Genome Browser screenshot of gene NOD2.
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