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# # 4874754630 : MAUOR MEDICAL SCIENCE 4
| . 246550
KEY WORD: Influenza A virus / Multiplex RT-PCR H1 H3 H5
PITIRAT BOONSUK : MULTIPLEX REVERSE TRANSCRIPTION-POLYMERASE CHAIN
REACTION (RT-PCR) FOR DETECTION OF H1, H3 AND H5 INFLUENZA A VIRUS IN
HUMAN CLINICAL SPECIMENS. THESIS ADVISOR : PROF. YONG POOVORAWAN,

M.D., THESIS COADVISOR : ASSOC. PROF. PARVAPAN BHATTARAKOSOL, 68 pp.

Both human and avian influenza infections are the important health and economic
lost. Subtyping diagnosis of influenza virus can help guide clinical management of patient
with suspected avian influenza. The multiplex reverse transcription polymerase chain
reaction was develope for simultaneously detection of type and subtyping H1 H3 and H5 of
influenza A virus. The mRT-PCR M and GAPDH products consist of segment 214 and 107 bp
and the sensitivity of mRT-PCR M and GAPDH is 10° copies/ul. The mRT-PCR H1, H3 and H5
for subtyping of human influenza subtypes that products consist of segment 362, 112 and
191 bp respectively and the sensitivity of mRT-PCR H1, H3 and H5 is 10" copies/ul. No
Vspecific amplification bands of same size (362, 112 and 191 bp) could be amplified for RNA
of other influenza subtypes and for other respiratory viruses such as Respiratory Syncytial
Virus (RSV), Human parainfluenza viruses (HPIVs), Human metapneumovirus (hMPV) (each
n=1), nor specific amplification bands of both mRT-PCR (214, 107, 362, 112 and 191 bp) for
other bacteria in respiratory tracts such as Haemophilus influenzae, Streptococcus

pyogenes, Streptococcus pneumoniae, Staphylococcus aureus (each n=1) or human that

no have all above infections (N=4).
Field of study ......Medical Science............. Student's signature... Xif1¥et Boengvic
Academic year............... BLEE........ S8 ... Advisor's sxgnature...‘%../....KF.?.‘?Y.“.T ........
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