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GLOSSARY

The Basic Local Alignment Search Tool: The program for
comparison of nucleotide or protein sequences to
sequence databases 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.

Enzyme-linked immunosorbent assay: A biochemical
technique used mainly in immunology to detect the
presence of an antibody or an antigen in a sample, such as
to detect immune responses in the body against infectious

microbes

Molecular Evolutionary Genetics Analysis: An integrated
tool 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: The
international resource for the scientific research
community was established in 1988 by an act of the
United States Congress providing access to public
databases and software tools for analyzing biological data,

as well as performing research in computational biology.



RCWG

WHO

Rotavirus Classification Working Group: The working
group established to develop a standardized nomenclature
system for rotavirus strains, which is similar to that
already established for influenza viruses, proposed by
Matthijnssens, et al (2011) [Uniformity of rotavirus strain
nomenclature proposed by the rotavirus classification
Working Group (RCWG). Arch Virol 156(8), 1397-413.]

The World Health Organization: the directing and
coordinating authority for health within the United
Nations system-providing leadership on global health
matters, shaping the health research agenda, setting norms
and standards, articulating evidence-based policy options,
providing technical support to countries, and monitoring

and assessing health trends.



