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The Correlation Between the Number of RAPD—loci and the
Reliability of the Information on Genetic Variation
in Molecular Phylogenetic Studies

ZHOU Zeyang XIA Qingyou LU Cheng FENG Lichun XIANG Zhonghuai
(The Key Sericultural Laboratory of Agricultural Ministry, Southwest Agricultural University, Chongqing 400716)

Abstract We studied the correlation between the number of RAPD—loci investigated and the reliability
of the information on genetic variation analysis using quite different two—kind materials, silkworms (in-
cluding 59 geographic varieties of Bombyx mori belonging to different ecotype, as well as Bombyx
mandarina M.) and mulberries (including 12 species and 2 varieties). The results showed as follows: (1)
There was obvious correlation between the numbers of RAPD—loci investigated and the reliability of the
information on genetic variation analysis. (2) The data were not suitable for the genetic variation analysis
when the number of RAPD—loci investigated was smaller than 20. The more RAPD loci were analyzed, the
more accurate genetic diversity would be identified when the number of the locus was varied from 20 to 70.
Furthermore, the stable information to be available is shown when the number exceeded 70. (3) The simi-
lar regularities mentioned above were observed in both silkworm and mulberry. In order to get reliable in-
formation of genetic variation in molecular phylogenetic studies, at least 70 RAPD loci would be investi-
gated. And the results obtained in this study might be referential for AFLP and RFLP analysis.
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1.1 #1%

FEMBREABFRIXEZREREEERENHREMBEBLE SRR SO PMURERITEMNG RENFR
#(Bombyx mandarina M.), 3 60 Fikte ¥, REEMMBREATHRLUKERMNRED, G HH—1%
FEE — MR, 3512 R R 2 AR, 3 14 AR MR .

1.3 HitRk DNA #i#& % PCR ¥ 1§

FEREFES DNA W41&f PCR YV EEXASH T © #17. REMH DNA HRHITE P Hrks
EFEOWESHT L D HITYH.

1.5 LIRS IALE

St F{E RAPD S S8 n, EER A& 0 7 BRI ERAL R F(Simple matching coefficients of similari-
ty, SMR&%) "V

SMn = (a+ d)/ (a+ b+ c+ d) (1)

Hep o B iR RREE NV CE#H) HOAE. dREHF0 (%) HELA% bHc ARSHFHX
HITRHH(— K1 — K 0).

FIHE Y B, 34 PSRBT B EE RN 103 % (103 MIS). X TF/EE RAPD (148 n
FRRE k, FTEBMEAE SM RECSHTELEECY 103 8T8 SM R # KA

SS(nk)= LIASM (i)~ SMn(ij))’ )

Hepn AUSE KAEFE SM 0N S8 T 1036, iM% BMEN SM RE SMal) Rl
R¥A nwt, BT ETEE SM R
xtFRBAEL BIEARTR ¥ 1850 20 AN 5IWREY L 237 A, TR B R RRER T AT SR I R AL .
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HBFRIA 60 M EAFAK, FIATRMAFAHNAEGER 1770 4 HE, HOEQEy 103 MHE SM
REEFNETHF, HHER SM FEEXE. BHONRDANASFTE | PRFAE (R 1), FHRERX
(DA% n A 1B 103 B SMaGHRIE, MM T AMIEE, BEIME 1 MER. BETL, B RAPD
L AMRE, SMOELBES N3 AWE: a BMAREHE: Y880 12206, SMELTRRE
X, BARE; b FOTAME: UG SBE0E 10 EHZE, SMEBFECSHOTRE SRS
BT TRR: YOSl 70 24, SM EESFBRE.
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2.3 RAPD € ¥ 55 SM B FEEBREHENXER
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B4 14FMBEMREHET RAPD iS85S SM FEHRXR

ESFRAEPFRT. OHNMHE (R 220, EXRIAFRATENSRITFEENEREZNMN
B, ARELNEMNEOMAEUTRENFERARNITR? FWRVGEREN: (1) RAPD oS REH
FERBZEAHEXR, (ULAEEEL, RER[EBBER Q) UFTEER RAPD {5 87E 20 LITH3 269
FEEBARE, MARENCSHBEBRET 70 6, BIAERBHLRIBETRNEE.

EFHRT, RENRBEYFAREATAMNGRIABE-BHWER, FHEHET RAPD 5IEEFTIR
BULE, BRFEMANBANSIEZTERMENEED. BREEHEHNEZSEERAN K/, BNERY
DNA#A, HFBFEEZHMUSAEERE DNA MRS HEE, FENBROUABOITFRENES.

%—7#. RAPD, RFLP fl AFLP #4#iHAR, EMNNSHTIRES TR, BFE EHESHT DNA &
LWEBFINESR, Hit, FXHRBUSEXT RAPD SIS FIRICEARBIFEF 2 EMNE.
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