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Role of T-cells on protective immune response to rotavirus infection.
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T-cell responses on murine rotavirus infection were analyzed in detail by using
the mouse model. Murine rotavirus EW strain was inoculated orally to Balb/c mice. The maximum T-cell
proliferation was observed at 10 days after infection. The nucleotide sequences of T-cell receptors
(TCRs) expressed in ileum at 10 days after rotavirus infection were comprehensively analyzed by using
next-generation sequencer. Then, it was found that rotavirus-specific TCRs accumulated on
rotavirus-infected ileum and the sequences could be identified. In future studies, we will analyze the

reactivity of these T-cells, which enables us to understand the mechanisms of protective immunity and
cross-reactivity among virus strains.
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RV TCR
TCR
adaptor-ligation PCR microplate
hybridization assay molecular
cloning TCR
TCR
10 Balb/c
EW
50% DDso

Dose causing diarrhea in 50% of
animals
10 PBS 5uL
10

RNA later RNA Stabilization Reagen
Qiagen
RNeasy Plus Universal Mini Kit Qiagen
total RNA

real-time PCR

NSP3
GAPDH B-actin
CD CD3 CD4 CD8 CD20
real-time PCR

Primer name 5"- sequence -3°
EW-NSP3-F CTAAACATCTGCATAACTCCCC
EW-NSP3-R GTCACATAATGCCCCTATAGC
EW-NSp3-p™) AGCACGATAGTTAAAAGCTAACACTGT
GAPDH-F GAATGGGAAGCTTGTCATCAAC
GAPDH-R AGTAGACTCCACGACATACTCA
ACTB-F ATCAAGATCATTGCTCCTCCTG
ACTB-R GTAAAACGCAGCTCAGTAACAG
CD3-F ACTCTTCTCTGGGATGGATTCT
CD3-R ATTGCCTTTTGCATTAGCAGAG
CD4-F CCCTAGTGAAATGGAACTTGGT
CD4-R TGTGGTATTCATCCCTGTGTTC
CD8-F CCTTGGAGAACATTCCTTAGCA
CD8-R GACCATGGGTGACTCTTAGTTC
CD20-F CCTTGCTTAGGGAGTCTTACAC
CD20-R CTCTGACTCCTTCTGCTGTAAC

*)5' FAM 3' BHQ
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