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Molecular Evidence of psy Gene Loci on the DD Genome of Triticum aestivum
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Abstract: In order to verify whether there is psy gene on the DD genome of Triticum aestivum or not,
the same primers, psy02 and psy06, were used to amplify psy gene in Triticum tauschii (2X=DD=
14) and Triticum aestivum (2X=AABBDD=42). The results showed that a 206 bp DNA fragment
was amplified by the primers psy02 in Triticum tauschii and a 196 bp DNA fragment was amplified in
Triticum aestivum s sequences analysis displayed the homology of the two DNA fragment was 93. 0% .
and there was only one SNP in the 2nd exon region of psy gene; To the primers psy06, a 305 bp DNA
fragment was amplified in Triticum tauschii ,a 302 bp DNA fragment in Triticum aestivum , the ho-
mology of the two fragment was 95. 77%, and there was no SNP in the 6th exon area of psy gene,
these results indicated that there was psy gene on the DD genome of Triticum aestivum , and some ex-
ons sequence of psy gene in the DD genome were relatively conservative in Triticum tauschii and
Triticum aestivum.
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PCR Y B, 45 5L 32 W] . 8| W psy 02 7E 8 A~ BE fvp JB/DNEE psy BEANIEALT D e @ikl |

Triticum tauschii G 55
Triticum aestivim @ 55

13-800-9¢ le 55
EF60()O64-SOO-1030 C 55

EF600063-800-993
................................. AATCTGGAACCTCACCATG 7

Triticum tauschii

Triticum aestivim ***LgaaaatchccgccatatgggccatctacggL ****** a-—at———————— 110
EF600063-800-093 ———. . . ... ... i e T a-——at-———————- 73
EF600064-800-1030 ——-tgaaaattcgccgeccatatgggecatctacggt—————— a-—at-———-—--—- 110
Triticum tauschii ~ CCTGGCTTGGACCCTCCATTGTTGCTCCCCTGTTGTAGTATCAGTATGTGTCACA 132
Triticum aestivim =~ ————— fmm e gm—mmmmmmmmmm e 165
EF600063-800-993 ————— fm g————————————————— 128
EF600064-800-1030 ——--— fm gm———mmmm— 165
Triticum tauschii ~ CAGTGTCAGTTAGTTTCAGTAATGTGACTGAAAATGAAGCTAGTTTCATTCTCAC 187
Triticum aestivum = —————— t-—————— g T S S 290
EF600063-800-993 —————— | Pt et g ———— tgc—————————"—-"—-—--———- 183
EF600064-800-1030 —————~ t-—————— g~ te—————————————————= 290
Triticum tauschii ~ TTCAGACCGTCAA 200
Triticum aestivim =~ ————————————— 233
EF600063-800-993 ————————————— 196
EF600064-800-1030 ————————————~ 233

BB J psy FLINEE 2 48 B F X4, The 2th exon of psy gene was shadowed
2 PHENS/MEBRSE/NEFRTE psy02 51 PCR =¥ F 51 b 3¢
Fig. 2 Sequences alignment between the PCR products of Triticum aestivum with high/low

YPC and Triticum tauschii by primer psy02
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tauschill ; M :marker

2.2 5|4 psy06 B) PCR #3545 R

K R FE T 0F 58 514 psy06 7653 /)N 22 Fl
W E P PCR Y IGO0 45 R R W % 5 W e
PIRNBARL o 4 0] 9 3 K 302 bp 19 45 (]
3. FFH AT, O IR Sk 95. 77 %, X B
Bk £ M /NE psy EH F H EF600063,
EF600064, &% BT HE 55 T /NZ psy JEHE 6
AR TR K A 2 SNPs(E 4), ]
DIHEM AE S 5@ /N2 D e R 20 EAFTE psy K2
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Fig. 3 Amplified results of primers sets psy06 in
Triticum aestivum and Triticum tauschii
Triticum tauschii =~ ————- t-————-a—————————————- e S B sttt sttt a 15
Triticum aestivum GGGCTCAAATGGAAGATAATATGGTTTTGCATTGCATTGCAATTGCAGGTTTGGG 55
EF600063-3607-3992 GGGCTCAAATGGAAGATAATATGGTTTTGCATTGCATTGCAATTGCAGGTTTGGG 55
Triticum tauschii =~ ——————— B 110
Triticum aestivum CCTCTCTGTTGTTGTACCGGCAGATCCTTGACGAGATCGAAGCGAATGACTACAA 110
EF600063-3607-3992 CCTCTCTGTTGTTGTACCGGCAGATCCTTGACGAGATCGAAGCGAATGACTACAA 110
Triticwnm tauschii. =~ ——F"F- ———F——"—————————————— 165
Triticum aestivum CAACTTCACCAAGAGGGCCTATGTTGGGAAGGCGAAAAAGGTGCTTGCGCTCCCT 165
EF600063-3607-3992 CAACTTCACCAAGAGGGCCTATGTTGGGAAGGCGAAAAAGGTGCTTGCGCTCCCT 165
Triticum tauschii. =~ @ —————————————————————————————————————————————————— ————— 220
Triticum aestivium GTCGCGTACGGGAGATCGCTGCTCTTACCGTATTCACTGAGAAATAACCAGACCT 220
EF600063-3607-3992 |GTCGCGTACGGGAGATCGCTGCTCTTACCGTATTCACTGAGAAATAACCAGACCT 220
Triticum tauschii =~ ——————— e t-——c————————————- e g———- 275
Triticum aestivum AGAAGAAAGAACAAAGCAAGATGAAGATGGTCAGGTTAGGCTAGATAGAATGAAA 275
EF600063-3607-3992 AGAAGAAAGAACAAAGCAAGATGAAGATGGTCAGGTTAGGCTAGATAGAATGAAA 275
Triticum tauschii e e g———————= 306
Triticum aestivum CATGGCAGTGTGGCGACATCTGCCTTGGAGC. 306
EF600063-3607-3992 CATGGCAGTGTGGCGACATCTGCCTTGGAGC. 306

BHEE B0 Mo 6 b T X4, The 6th exon of psy gene was shadowed

& 4

5141 psy06 Xt/ EFN T E Y HE = W E 5 bL 3

Fig. 4 Sequences alignment between the amplified results of primers

sets

psy06 in Triticum aestivum and Triticum tauschii
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