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B e sE LR 2 (gene conversion) °
2 i H DNA &0 5B RY#EF2(Central dogma) ©
4@ BN O BH BN A TS5 Z E(Polymerase Chain Reaction, PCR)(IJ{E ] -
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52087 Replicon £ Transposon BYZEH2 o '
5 UA R J# B R (Proto-oncogene) B2 EUE £ R (Oncogene) & Al
H #iiEFE FE(DNA Sequencing)fy 5 AL &4 B Maxam & Gilbert Method 5z Sanger
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B AT AR RE e AY—EE DNA 51 » 5’-CTAGTCTACGCATAGTAG-3’

1. FEHPEZFYZ B #IEFT#8%(Transcription) 2 mRNA FF31 - (8%)

2. 85 H i _ERE mRNA 55 BTl SE#8:# (Translation) Y peptide 751 » (8%)

3. AL mRNA 5% {8 nucleotide B4R » & (RNA™ BHBIRREASIE » T —(HELZRERISS
EHY tRNA R{rl (GBS B EHESHY t(RNA)2(8%)

Pro [(PI|CAt His [H] |06T 4Are [R]
Pro [Pl|CAC  His M) |c6C  Arg [R]
Pro [Pi|cas Gln [0 |CGA Are (R
Pro [PI|CAG Gln  [Q) |66 Ase [RI

CTC Leu [L]
CTA Lea [L]
CT6 Lew [L]
ATT Ile [I]
ATC e [I]
ATA  Tle  [1]
ATG Ne: [N]
6T val [V]
GTC val [v]
GTA Val [V]
GTG  val [Vl

The [T)|aas Lys [R) [A6A Arg  {R]
The  [TI M6 Lys K] | A66  Arg 1r]
Ma [M|car  Asp  [D] |GET Gly  [G]

Ma [Al|GAn  Glu  [E] |GGA  Gly [6]
Ala [A]|GAG  Glu [E] |666  6ly [G]
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