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Abstract

This study use maximum likelihood
method and  dynamic  programming
algorithm and neighbor-joining method to
shorten the biomedical field in antibody
research and development. Through the
sequence comparison calculations, we speed
up to identify viral sequences specific
section. And thus scientists can reduce the
blind to test experiments. We expect to find
out that can be judged the optimal biological
sequence segment and produce antibodies
after electrophoresis. By influenza viruses
are known gene sequence analyze the
evolution of the relationship between
unknown influenza virus. We tried to
propose use of the known influenza virus
vaccine to design unknown influenza virus
vaccine.

Keywords: Biological sequences ~ Dynamic
programming - Antibody R&D.
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000000H2ZNZ2ATGGAMAGAATAAAAGAACTACGGAATCTGATG
AAGAGAGAGGAAGAAGTGCTTACGGGCAATCTTCAAACATTGA,
ATGAAGGCACATCTGGAGTGGAGTCCGCTGTTCTGAGAGGATT
Q00000 3N 2ATGCAGAGAATAAAAGAACTAAGAGATCTAATG
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AAAAGAGAGGAAGAAGTGCTCACAGGCAACCTCCAAACATTGA
ATGAGGGAACAGCAGGAGTGGAATCTGCGGTATTAAGAGGATT
Q00000 TN IATGGAGAGAATAAAAGAACTAAGAGATTTGATG
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