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Abstract
tion of “124” transposon in the genomes of Four-Row Wax and B73 was compared. [ Result ] The results showed that 13 “124” transposon se-
quences and their insertion sites were obtained in B73 genome ;about 120 GB Four-Row Wax genome sequence was obtained by resequencing,

(1. School of Life Sciences, Yunnan University, Kunming, Yunnan

[ Objective ] To study the genetic relationship between Four-Row Wax and common maize. [ Method ] The differences in the composi-

from which 17 “124” transposon sequences and their insertion sites were identified ; there were three common sites in the two genomes, which
showed the sequence and insertion sites consistency ;there are “124” transposons in B73 and Four-Row Wax genomes, which are consistent
with “124” in waxy gene ;the phylogenetic tree established can classify “124” transposons into four types, among which there is no type from

a single genome. [ Conclusion ] The results showed that the genomic differences between Four-Row Wax and B73 are intraspecific.
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Table 1 The “124” transposon in B73 genome

GGA F1 TCC % H

KR FEPHALA A 5'~TSD ¥4 TUR 741 3'~1SD J#5] F BN Number of
Name Locus 5'-TSDs TIRs 3'-TSDs Size//bp GGA and TCC
waxy—124 waxy gene CTCGTGCTA GGA—TCC CTCGTGCTA 116 8
B73-124-1 Chr5 174121929-174122062 GAAATCGTT GGA—TCC GAAATCGTT 116 8
B73-124-2 Chr4 202719053-202719186  CAGCAGCAG GGA—TCC CAGCAGCAG 116 8
B73-124-3 Chr3 180299728-180299861 CTCATGCAT GGA—TCC CTCATGCAT 116 7
B73-124-4 Chr6 31893618-31893751 GTCCGTTAC AGA—TCC GTCCGTTAC 116 8
B73-124-5 Chr7 46003723-46003856 GTTTGTAAC GGA—TCC GTTTGTAAC 116 8
B73-124-6 Chr9 120620117-120619984  AGGCATGAG GGA—TCC AGGCATGAG 116 7
B73-124-7 Chr9 110652413-110652281 CTATATTT GGA—TCC CTATATTT 117 10
B73-124-8 Chr9 134802757-134802631 ATATT GGA—TCC ATATT 117 7
B73-124-9 Chr4 13932059-13932192 TCTCACGTG GGA—TCC TCTCACGTA 116 9
B73-124-10 Chr10 123555847-123555712  GGGGCCGCTC GGA—TCC GGGGCCGCTC 116 8
B73-124-11 Chr3 115390046-115389913 CATACCGTC GGA—TCC CATACCGTC 116 7
B73-124-12 Chr8 157192227-157192317 GTGCGTGAC GGA—TCC GTGCGTGAC 73 9
B73-124-13 Chr3 194279785-194279660 GATTTTGCG GGA—TCC GATTTTGCG 108 8
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Fig. 1 The Perl code of extracting “124” structure Read from the sequencing results
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Table 2 Information of myanmar four-row wax genome resequencing

MRS Jhf Read % JFUREAEE  iLUEJS Read 1 ihUEEE@ER L IELLGY Q20 Hfsi] Q30 Lhfsi GC &
Sample_ID Raw_Reads//4% Raw_Bases//Gb Valid_Reads//4% Valid_Bases//Gb Valid//% 020//% Q30//% GC//%
1 338 062 086 50.71 294 313 158 42.74 84.29 93.49 87.95 47.26
2 333 396 036 50. 01 291 856 960 42.23 84. 44 93.71 88.26 47.59
3 302 471 692 45.37 256 250 068 37.01 81.58 92. 65 86.76 46. 85

LTV UL el Joleh (eloy & GG A CGCGGGTCCTCTGARTTTGTGCATTTGTGCAGT [ T 1 AGT PPRRECTc-GTeCTA 134
B73-124-1 : G2 & ’. T S TEE T T A EGAAATCGTT- : 134
B73-124-2 -CTGCTGCTG GGTCCTCTGAATTTGTGCATTTGTGCAGT T 5 T 2 3 2 : 134
B73-124-3 Rl ¥e CGACGCGEETCCTCTGAATTT! TTTGTGCAGT 7 G : T T : 1 134
B73-124-4 -GTAACGG. BGGTCCTCTGAATTTGTGCATTTGTGCAGT TG [ T T ) G \ 1 134
B73-124-5 -GTTTGTAAG CGGGTCCTCTGAATTTGTGCATTTGTEICAGT 6 TGTRAGTE ABATT TC} : 134
B73-124-6 -AGGCATGAG c: GCATTTGTGCAGT [ T8 AleT Tq T T A 3 1 134
B73-124-7 > 133
127

S - T X 134

eaceeeeecq el 3 i [ €T iy z . : 136

-CATACCGT 5GG! c G A [ o1} 2 C : 134

B73-124-12 : A B 91
B73-124-13 5 G -——--—- [ ETEEGA €6 rEERE ~cTC BT 126
FRW-124-1 : CE TECTHE ~ AR T 133
FRW-124-2 GGTCCTCTGAATTTGTGCATTTGTGCAGT TGTG AR T 134
FRW-124-3 TCCTCTGAATTTGTGCATTTGTGCAGT 'GTG 81 134
FRW-124-4 TCTGAATTTGTGCATTTGTG! T 134
FRW-124-5 GGTCCTCTGAATTTGTGCATTTGTGCAGT T Tz 3 B 134
FRW-124-6 GGTCCTCTGAATTTGTGCATTTGTGCAGT T 8T T T G T G. 8 A : 134
FRW-124-7 y c | 126
FRW-124-8 TCCTCTGAATTTGTGCATTTGTGCAGT > | 134
FRW-124-9 GGTCCTCTGAATTTGTGCATTTGTGCAGT > | 134
FRW-124-10 TCCTCTGAATTTGTGCATTTGTGCAGT TGTG > fo 134
FRW-124-1 TCCTCTGAATTTGTGCATTTGTGCAGT T Tl 135
FRW-124-12 : -CTTCACCGG TCCTCTEATTTGTGCATTTGTGCAGT TCEC 134
FRW-124-1 GAGCGGCC GGTCCTCTGAATTTRTGCATTTGTGCAGT 1RTG > | 136
FRW-124-14 GGCAAC GGTCC AATTTGTGRATTTGTGCAGT TGTG e | 134
FRW-124-15 TGCGTG: GCATTTRTGCAGT "GTG o | 134
FRW-124-16 : -GTGGCTGGGEHES A CATTTGTGCAGT 7} 134
FRW-124-17 : -GTTTGTAAG € 134

9 bp TSDs ggacgcgggtcctctgaatttgtgcatttgtgcagtTgtgTcActG cacgT cccA TccTgctcAGTCcC gcgTGTCAGT cccATC AcAaATTcAgaGgatcc

3 bp TIRs 3 bp TIRs

B3 “124” % E B R 5 b Xt

Fig.3 Sequence alignment of “124” transposons
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