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351.14
Cys + H (122.03) Y1 Gly - HO (57.02) 2 Thr — HO (101.05) 3 Ala — HO (71.04)
b1 Tht — HO (101.05) b2 Gly - HO (57.02) 3
c1 Thr — HO (101.05) c2 Gly - HO (57/02) 3
z1  Gly|- HO (57.02) Z2 Thr — HO (101.05) | 23
Gly E H0 (51.02) Thr —|H:0 (1d1.05)
Thr — HO (101.05) Gly — @ (57.02)
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32p-€cAGGTACGCGAT

N

hydrazin hydrazin dimethylsulfat dimethylsulfat
+ 2M NaCl ¢ ¢
pH < 7 pH > 7
piperidin piperidin ¢ ¢
90°C, pH>7 90°C, pH>7
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*’P-€AGGTACGC “?P-€AGGTACGC >’P-€AGGTACGCGA*’P-CAGGTACGCG
*’P-€AGGTAC *’P-€AGGTAC 3’P-€AGGTACGCG >?P-€AGGTACG
*’P-€AGGT 32p¢ *’P-€AGGTACG  *’P-€AGG
32p¢ 3’pP-€AGGTA *’P-€AG
3’pP-€AGG
3’p€aG
32pea
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CAGGTACGCGAT
dideoxy A dideoxy T dideoxy C dideoxy G
PCR PCR PCR PCR
GTCCA GT GTC G
GTCCATGCGCT A GTCCAT GTCC GTCCATG
GTCCATGCGC T GTCCATGC GTCCATGC G

GTCCATGCG C
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CAGGTACGCGAT

|

di deoxyA di deoxyT di deoxyC di deoxyG
PCR
GICCA Gl GIC G
GI'CCATGCGCTA GTCCAT GIcC GICCATG
GICCATGCGCT GICCATGC GICCATGCG
GICCATGCGC
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CAT CAITEC TGAGG TCACTBG ATTTTGGTTTTAGEGRATTAGAM TTTTATTGATAGAA GIATT TTACAAATACAAA TACA TACTAA GEGI'TTCT TATATGCTCAACACATGAGCGAAACCC TAT%
10 20 30 40 50 60 70 80 90 100 110 120

T

AGAACCC TAA TTCQCCT TA TC TG GGAAC TAC TCACACAT TA T'TC TGGAGAAAAA TAGAGAGAGATAGA T TTGTAGAGAGAGACTGG TGAT TT TTGC GGAC TC TAGAGGA TTCCCGE
130 140 150 160 170 180 190 200 210 220 230 240

I "dﬂ il .NhHﬂuﬂlhHlmmm“m i mmmuumhmnu Wb

GTACGA G CTCG AATTC TCGAGG TCCATGGTCCGTCC TG T AGAAACCCC AACCC G TGAAATC AAAAAACT CGACGGCC TG TGGRE AT TCAGT CTGGATCGCGAAAAC TGTGGAATT G
250 260 270 280 290 300 310 320 330 340 350
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TCAGCGTTG GTGGGAAAGTGC GT TACAAGAA MGCCGGGCAAT TRCT GTGCCAGGCAGT TTTAACGAT CAGI'TCATC GATGCAGAT AT TC GTAATTATGCGGACAAGTCT G GT ATCART GC
60 370 380 390 400 410 420 430 440 450 460 470 480

(GAAGTCT TTATAC” GAAAGNI' GGGCAGGOCAGT GTA TC GI'GCTGCGTT TC GATGUGEGCACTCATTACGGCAAGIGIG GGCAATAATCAGGAAG'G TGGANA TCAGG GCGNIA TC
490 500 510 520 530 540 550 560 570 580 590 600




