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Pseudomonas fluorescence < PHA(Poly hydroxy alkanoate)
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PHA £ t%d nAEdA AAHE AZEHoY AEIIA Ed2Ho=H
ge FEL Wi e nEAEdY, B AT ol8¥" Pseudomonas
fluorescence & AAiHo] 1ZH AEjoA sodium acetate, sodium citrate,
benzoic acid, gluconic acid, glucose, sucrose ¥ 9 @4 4do=R 3o ujd
39L& 9 polyhydroxybutyrate$}  copolymer €1  poly(3-hydroxybutyrate-co-3
-hydroxyvalerate) 5ol @4 =HUh. E§  Alcligences calcoaceticus 9+ A&

ZAA Ba FAE Acinetobacter lowffii HN 4012 AAdo] 1744 e A
sodium citrate, sodium acetate, glucose T YUY BAYo=T  3IF9
polyhydroxybutyrate 44 B FUo. Alaligens eutrophus ofx 2243 A
T4 FHAAE probexd o83t Pseudomonas fluorescence ¢+ southern
hybridization 43¢ & A3 2349 FAAF SAFES & & YUth
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Comparative Analysis of Nucleotide and Amino Acid Sequences of
Hypervariable Region of Korean HCV
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c¢DNAs encoding part of the putative envelope glycoprotein (E2) including
HVR1 and HVR2 of hepatitis C virus (HCV) obtained from 10 independent
Korean patient’s serum were synthesized, amplified by polymerase chain
reaction (PCR), and the nucleotide sequences were determined. Comparison of
the nucleotide sequences of Korean types to those of foreign isolates showed
65~-70% homology to HCV-1, 73-80% homology to HCV-BK, 64-67% homology
to HCV-J6, and 63-65% homology to HCV-J8 suggesting that Korean types
are closely related to the Japanese type. Analysis of the deduced amino acid
sequences revealed that Korean types have relatively well conserved sequences
and could be divided few major groups based on amino acid sequence within
HVR1. In seven isolates (S3, S8, E9, E10, E3, E4, E6), four amino acids
(AQRL) were inserted at the amino acid position 382 to 385 and at least 23
amino acids within HVR1 were identical. Amino acid sequences within HVR2
of these 7 isolates were conserved to HDASGNL . while those of the rest
isolates were heterogeneous.
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