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A Partial Distribution of the 3’ Sequences of Effectual
Primers in RAPD Analysis for Lycopersicon sp. and
with Relation to Sequential Feature of Tomato Genome

YU Dan-nian
£ Dept . of BiologyE-Hainan Normal CollegefEHaikouEHainan 571158E€hina£0

AbstractEThe study of compared effectual primers 3’ end sequences between RAPD analysis used in tomato and Operon system. It
is suggested that 3’ end sequences of primers for tomato RAPD are not the random samples of OP system£-their 3’ end sequences
are partial distribution in kinds and frequency. Though there have homologous sequences at 3" end in both systems. But their dis-
tribution of frequency shows significant difference in orthogonal comparison. The 3’ ending homologous sequences in RAPD loci are
found all over in tomato genome. Therefore the nonrandom distribution of 3" end sequences of effectual primers in tomato RAPD re-
flected the sequence-specific structure may occur in tomato genome at flank of polymorphic regions. It is probably an attribute of
tomato genomic sequence and is common in Lycopersicon .
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CCAEECGEECCECCTEETGECTCEETTEFAAESFAGEFACEFGALEFGGEFGTEFCAEFCGEFCCEFCTEFTGEFTCEFTT .
No.7 #T»UOEETOATAOA TT?E "No.7 bases frome up to down areEGA%£-G%E-C%EAT% .
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Table 1 The pairing differences of frequency of 3’ sequences compared between
primers of tomato and OP systems< arc-sin transformation£®
No.7 %T»U No.7base No.7 %T»U No. 7base
No.8 ~ 10 %T»U No.8 ~ 10 %T>»U
No.8 ~ 10bases A% G% C% T% No.8 ~ 10bases A% G% C% T%

AAA 0 0 2.513392 0 CAG 0] 0.868697 | 0.575006 | 2.403485
AAG 0 5.031637 0.156272 0.01813 CAC | 1.810007 | 0.868697 | 0.119945 | 1.042518
AAC | 2.513392  4.356122 4.356122 2.513392 CGA | 0.156272 | 4.356122 | 4.356122 0
AGA 0 0 1.120187 2.513392 CGG | 0.379272 | 5.627356 0| 0.615786
AGG | 2.513392 0.667009 5.031637 0.328978 CGT 0] 0.328978 | 1.047923 | 0.328978
AGT 0 0.030928 1.120187 0 CCA | 0.328978 | 7.125016 | 0.379272 | 2.513392
ACA 0 0.043998 5.031637 0 CCC | 0.328978 | 3.555615 | 6.662684 | 0.868697
ACC | 0.030928 5.031637 0.379272 2.513392 CCT | 1.794526 | 0.025774 0.01813 | 2.513392
ACT | 3.555615 0 0.17424  1.794526 CTG | 4.356122 | 0.288648 | 0.030928 | 0.328978
ATG | 1.794526 4.356122 0 1.794526 CTC | 1.042518 | 0.030928 | 0.001429 | 3.555615
ATC 0 2.513392  0.328978 0 CTT | 2.513392 | 2.513392 | 3.555615 0
GAA | 0.328978 4.356122 0.030928 2.513392 TAA | 2.513392 | 1.794526 0 0
GAG | 5.031637 4.356122 0.575006 4.356122 TAG | 1.794526 | 3.555615 0 0
GAC | 3.555615 0.030928 0.328978 5.031637 TAC 0 0| 3.131408 | 1.794526
GGA | 3.555615 0.01813  0.575006 0.01813 TGA 0| 3.131408 | 3.131408 0
GGG | 5.031637 4.356122 4.356122 0.156272 TGG | 5.031637 | 5.627356 | 0.156272 | 0.030928
GGT | 0.030928 2.513392 6.166452 3.555615 TGT | 5.679665 | 3.555615 | 0.328978 | 0.328978
GCA | 4.356122 0.156272  0.868697 0 TCA | 2.513392 | 0.156272 | 4.356122 | 2.547272
GCC | 0.402962 0 0.288648 5.627356 TCC | 5.031637 | 5.031637 | 1.810007 0.01813
GCT 0 4.356122 1.120187 5.031637 TCT 0| 2.547272 | 2.513392 0
GIG | 2.547272 0.156272 5.627356  0.575006 TTG | 2.513392 | 2.513392 | 0.119945 0
GTC 0.17424  0.328978 1.810007  1.794526 TTC 0| 5.031637 | 2.547272 | 2.513392
GIT 0  4.356122 0.01813  2.513392 TIT 0 0| 2.513392 0
CAA 0 0.379272  3.555615 1.794526

x* =327.8755E4df = 148£+ < 0.001
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Table 2 The orthogonal comparison of frequency of primer 3’ end homologous sequences between tomato and OP systems

-%27 - 0T6£8nalysis of variance£® df SSq MSq F
DOABYEEsequences 19 96.68487 5.088677

“ VAL NUL%EDEE treatmar " samplesEO 4 43.6218 10.90545 6.31793* ~
E£0aLerror 76 131.1845 1.726111

xUYEEtal 99 271.4911

+E4%1 £Comparisons

- ~CNTPAPE tomatof»—CROPEBOP in tomatoE®OP THADEOP systemEbe»(NU% 1Esumplel Ebe»(NU2Y: 2Esumple2

xU°TE~ sum 155.6212 160.0432 123.766 137.5991 138.1459
1100} pA % Ecorresponding % 0.372549 0.421053 0.236538 0.3 0.3
Al = 3 3 -2 -2 -2
2= 1 -1 0 0 0
3= 0 0 2 -1 -1
M= 0 0 0 1 -1
T600 - 0T6£Ractorial analysisE® df 5S¢ MSq F
-GNO& OPE-tomato vs. OP 1 36.49235 36.49235 12.60502" *
-~CNAUEwithin tomato 1 0.488861 0.488861
OP 0BNU%EOP vs. sample 1 6.633114 6.633114
Nut%AUEwithin sample 1 0.007475 0.007475
“VATOTYEEsum of treatmant 4 43.6218 10.90545
T62TE- error 95 275.0312 2.895065
xUUEE total 99 318.653
13  RAPD 2&%C0U - ~CNE%ETAETpA - 024
Table 3 The distribution of RAPD markers on tomato chromosomes
E%E«18 No. 1 2 3 4 5 6 7 9 10 11 12
Chromosome No.
RAPD +&YCEy 10 13 8 6 5 13 6 22 4 4 2
Number of RAPD
markers
¥RT-0" AOTENALEYCEY 3 4 4 3 3 7 2 11 3 3 0
Number of homologous
3" end
O%8YUCEYuA % 30.0 30.8 50.0 50.0 60.0 53.8 33.3 50.0 50.0 75.0 75.0 0.0
ratios %
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