
 

10 20 30 40 50 60
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

TraesCS7A02G441400 A G A G G A A G A T G G A C G G T G T G G T T G T G T T T G C G G A T G A C A G C A A C G T G C A T A A C A T G G A G C

TraesCS7B02G340100 A G A G G A A G A T G G A C G G T G T A G T T G T G T T T G C C G A T G A C A G C A A C G T G C A T A G C A T G G A G C

TraesCS7D02G430700 A G A G G A A G A T G G A C G G T G T G G T T G T G T T T G C G G A T G A C A G C A A C G T G C A T A G C A T G G A G C

70 80 90 100 110 120
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

TraesCS7A02G441400 T G T T C G A T G A G G T G C A G A A G G T C C A G T G G A T G G C C G C G G T G T C T G T G G G T A T C C T T G C G C

TraesCS7B02G340100 T G T T C G A T G A G G T G C A G A A G G T C C A G T G G A T G G C C G C A G T G T C T G T G G G T A T C C T T G C G C

TraesCS7D02G430700 T G T T C G A T G A G G T G C A G A A G G T C C A G T G G A T G G C C G C G G T G T C T G T G G G T A T C C T T G C G C

130 140 150 160 170 180
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

TraesCS7A02G441400 A C A C C G G A A C A G C A G A G C A G C C A C G C C T C A C C G A A G A G G A C A A G A A G A A C A T G C C T C T T C

TraesCS7B02G340100 A C A C C G G A A C A G C A G A G C A G C C A C G C C T T A C C G A A G A G G A C A A G A A G A A C A T G C C A C T T C

TraesCS7D02G430700 A C A C C G G A A C A G C A G A G C A G C C A C G C C T T A C C G A A G A G G A C A A G A A G A A C A T G C C T C T T C

190 200 210 220 230 240
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

TraesCS7A02G441400 C A G T C C A G G G T C C T G C C T G C A A C T C T T C C G G G C A T T T G G C T G G G T G G C A C A C A T T C A A C A

TraesCS7B02G340100 C A G T C C A G G G T C C T G C C T G C A A C T C T T C C G G G C A T T T G G C T G G A T G G C A C A C A T T C A A C A

TraesCS7D02G430700 C A G T C C A G G G C C C T G C C T G C A A C T C T T C A G G G C A T T T G G C T G G A T G G C A C A C A T T C A A C A

250 260 270 280 290 300
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

TraesCS7A02G441400 C G T T G C C G T T C T C T G G G A A G A C C G C C A C G G T G G T T G G C G A G G C A G C G C C G G T G C T A C C G A

TraesCS7B02G340100 C G T T G C C G T T C T C T G G G A A G A C C G C C A C G G T G G T T G G C G A G G C A G C G C C T G T G C T A C C G A

TraesCS7D02G430700 C G T T G C C G T T C T C T G G G A A G A C C G C C A C G G T G G T T G G C G A G G C A G C G C C G G T G C T A C C G A

310 320 330 340 350 360
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

TraesCS7A02G441400 A G G G T T T G G A G T G G G C T G G G T T T G T G A T G A A C T C G A G A A T G C T G T G G A A G G A G G C A G A G G

TraesCS7B02G340100 A G G G T T T G G A G T G G G C T G G G T T T G T G A T G A A C T C G A G A A T G C T G T G G A A G G A G G C A G A G G

TraesCS7D02G430700 A G G G T T T G G A G T G G G C T G G G T T T G T G A T G A A C T C T A G G A T G C T G T G G A A G G A G G C A G A G G

370 380 390 400 410 420
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

TraesCS7A02G441400 G C A A G C C T G A T T G G G T G A A G G A C C T T G A T G C T G T T G G A G A G A A T G G G G A G G A G A T T G A A A

TraesCS7B02G340100 G C A A G C C T G A T T G G G T G A A G G A T C T T G A T G C T G T G G G G G A G A A T G G G G A G G A G A T T G A A A

TraesCS7D02G430700 G C A A G C C T G A T T G G G T G A A G G A C C T T G A T G C T G T G G G G G A G A A T G G G G A G G A G A T T G A G A

430 440 450 460 470 480
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . |

TraesCS7A02G441400 A T C C T C T T A C T C T C T T G A A T G A C G C G T C C T A T G T T G A G C C G T T G G G G A A C T G T G G G A A A A

TraesCS7B02G340100 A T C C T C T T A C T C T C T T G A A C G A T G C G T C C T A T G T T G A A C C G T T G G G C A A C T G T G G G A A G A

TraesCS7D02G430700 A T C C T C T T A C T C T C T T G A A T G A T G C G T C C T A T G T T G A G C C G T T G G G G A A C T G T G G G A A G A

490 500 510 520 530
. . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . . . | . . .

TraesCS7A02G441400 A G G T C C T A C T C T G G T G G C T C C G T G T T G A A G C C C G G G C C G A C A G C A A G T T T C C A C A A G G

TraesCS7B02G340100 A G G T C C T A C T T T G G T G G C T C C G T G T T G A A G C C C G G G C C G A C A G C A A G T T T C C A C A A G G

TraesCS7D02G430700 A G G T C C T A C T G T G G T G G C T C C G T G T T G A A G C C C G G G C C G A C A G C A A G T T C C C A C A A G G

S2b Figure: Alignment of nucleotide sequences from the three GT43_1 homeologues targeted by RNAi 

construct. This alignment of the target sequence for the RNAi construct for all three GT43_1 wheat homeologues 

as shown in Supplementary Figure S1 was carried out using Bioedit. 

 

 


