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BLAST

MEGA

NCBI

NoroNet

RDP4

GLOSSARY

The Basic Local Alignment Search Tool: The program finds the
similarity between biological sequences. This program compares
nucleotide or protein sequences to sequence databased and calculates
the statistical significance of matches. In addition, this program can
be used to infer functional and evolutionary relationships between

sequences as well as help identifying the members of gene families.

Molecular Evolutionary Genetics Analysis: The program provides
tools for conducting sequence alignment, inferring phylogenetic
trees, estimating divergence times, mining online databases,
estimating rates of molecular evolution, inferring ancestral

sequences, and testing evolutionary hypotheses.

The National Center for Biotechnology Information: A national
resource for the molecular biology information was established in
1988 which is part of the United States National Library of Medicine
(NLM), a branch of the National Institutes of Health (NIH). NCBI
provides public databases, develops software tools for analyzing
biological data, and performing research in computational biology.

The Norovirus typing tool. An online tool conducted by a network
of virologists and epidemiologists in European countries since 1999,
who share databases of molecular and epidemiological data of

norovirus.

Recombination Detection Program version 4. The program detects
and analyses recombination and/or genomic reassortment signals in

a set of aligned sequences.
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1)

2)

STATEMENTS OF ORIGINALITY

This study demonstrated an important role of norovirus (NoV) as a common cause

of acute gastroenteritis in hospitalized children in Chiang Mai.

This study reported the emerging of novel NoV strains through the mechanism of
genetic recombination. Nine different NoV recombinant strains were detected. Of

these, 8 strains were reported for the first time in Thailand.



