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Preliminary Report on the Genome RAPD Analysis
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Abstracts 4 individuals of Chiloscyllium plagiosum were analyzed by RAPD method using 11 arbitrary
primers, For the 11 arbitrary primers, each individual showed 77~ 84 bands corresponding to amplified
products. Each primer gave 1~ 11 bands for each individual. On average, about 7.5 bands were obtained
per primer per individual. The length of the fragment is 300~ 2 800 bp. The similarity between band pro-
files of the four individuals was over 90%.
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DNA 4 FHESUHSME#HTEFRATRAELL. 1990 £, BASRZILFERNEY TIERAMEIS HY 18
F 2 EHE DNA FBERS FHRIEH 5, Bl RAPD(Random amplified polymorphic DNA, ¥ 18 % &t
DNA). RAPD B ARZ%E PCR BARRER F EIERN, EEEIH AL MBS RN 10 BEEREETRE
A4, S EEA#TT PCR 1 X BY MY DNA FEBRNESSE, R T ERAMANKEK DNA 254, &
F RAPD B ARA AT RAEM 4 FEYFHFTERMBIYFR, FERE R E&‘Aﬁ’fﬁ%ﬁﬂ' MEREERE
ML RS RFBE TIENAE P

FOFEATE (Chiloscyllivm plagiosum) T B35 ¥ PRIFTEN, EEITHRE LA - RERIFE%
EREHARNEEME. =30V RAPD HARSTFOBETE B & S EEH#HT THEHE.
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FOMTEWE BT RATE. SUBEE SRR, BR S gRETR, NS (00mmol /L
Tris—HC], pH8.0, 500mmol/ L NaCl, 5mmol/ L EDTA, 1.25% SDS)#t#%. B8, 53, HE#HTEM SN

WM ZERE £ RNABHNEAR K EAHLLES, B - €F ¢ RUERRETgh, ZBIE %
# TS5 TE(Immol/ L EDTA, 10mmol/ L Tris—HC, pH8.0) & ##, —20C "KFEF& 5.

TR vk x 29% Wt U FEAMREYE RTEL BHEAF 2L TR BPAE. M 510632,



] R K FOHETEERAK RAPD 2 1iR 5

1.2 RAPD #:1
RAPD 354 h 2 E Operon A= &, SRS REEFFIME 1. Taq R INTP HEZEYTEA
A7 . PCR P38 % Perkin Elmer Cetus 28] /= &, BIE 4 PE480.

#1 RAPD SRS RFT

ae B~ 3) bl PG
OPI-01 ACCTGGACAC OPW-15 ACACCGGAAC
OPI-04 CCGCCTAGTC OPW~—16 CAGCCTACCA
OPI-05 TGTTCCACGG

OPW-17 GTCCTGGGTT
OPI-06 AAGGCGGCAG

OPW-18 TICAGGGCAC
OPI-07 7CAGCGACAAG OPW-19 CAAAGCGCTC
OPI-08 TTTGCCCGGT

£ Williams %5 3% ‘¥, RAPD R NARQSu)® & luTaq B> 2.5 10 b, 141(2.5mM) dNTP, 1
(#9 5P mol)F |4, 1ul(#9 25ng) B4 DNA, MK E 2500, G MER. RNV EGR 94C W 55, 36CiR
 30s, 72C 3EME 1 min, 3t 40 MEF, BETE 72C Ef Smin.
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1% Nei % AWMU AR ATEESH P . UK =2Nab/ (Na+Nb) x 100%, H P Nab H4-1& a
b ZHEILHK DNA PR B#E, Na A% o BARK DNA R B3E, Nb 5/ME& b BF K DNA 1185
B¥HE-
28 R M i i

FURMTEEAESLEPEREAN. NedH ALH. HMER IETHEE LK/ EES. RITX
AT 11 & RAPD BN T 4 £FENEFL DNA § 4 MEY Y 77 ~ 84 £ A4 #H DNA B, —
MR A DNA FEBEE Z£&EE 1 £OPW-17 1 OPW-19), LM RA | £OPW-15), FHH 7.5 &
(& 2 MERD. 3385 B8R/ 300~ 2800bp 6], MAMIRASHER. REAMEZ EABLRE AR
(RF 2). MILRR, SHEETIENFLBETENFR TR LKA 1.
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B % cp, Ccp, CP, CPT, CcP, CP,
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CP, 82 ~ - - - - -
& ¥ X W
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£ & FUanEERAH RAPD 2 HH B L

1 2 3 4M, N My, N 1 2 3 4 1 2 3 4 MNI1 2 3 4
OPI-01 OP1-04 OPI-05 OPI-06

1 2 3 4 M, 1 2 3 4 MyN 1 2 3 4
OPW-17 OPI-08 OPW-19

FOBEATR 4 FAKEEE DNA RAPD ¥ # 5kE
1~4, 4 FFRA44; M,. IDNA/ Hindll; M,. J)DNA / Hindll +EcoRI; N. pBR322 DNA / Haelll.





