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Figure S1. PCR amplicons of 3'RACE (A), 5RACE (B), and in gDNA and cDNA (C) of TiABCG36 from
wheat TcLr19. Mi: DL2000 marker, Ma: ADNA/HindIII Marker.
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Figure S2. Analysis of nucleotide and predicted amino acid sequences of TaABCG36. Nucleo-
tide-binding domains are shown in grey; Walker A, Walker B and Walker C are boxed; Transmembrane

segments are underlined; Silence site of V1 (yellow), V2 (blue), and V3 (green) are highlighted.



Table S1. Off-target prediction of the three BSMV fragments by si-Fi software.

BSMV-V1 BSMV-V2 BSMV-V3
Targets Total Efficient Total Efficient Total Efficient
siRNA . . siRNA siRNA siRNA siRNA
Hits SiRNA Hits Hits Hits Hits Hits
TraesCS3D1G234400.1 149 72 185 89 177 82
TraesCS3B1G248400.1 146 72 165 77 156 70
TraesCS3A1G217900.1 59 29 186 89 99 49

Table S2. Statistically analysis of the VIGS TcLr19 plants.

Replication 1 Replication 2 Replication 3 Silenced
Total Silenced Total Silenced  Total Silenced Ratio (%)
Plants Plants Plants Plants Plants Plants
BSMV-V1 15 11 16 11 14 9 68.3*t
BSMV-V2 18 12 17 13 18 11 69.3
BSMV-V3 17 11 16 10 15 11 66.0°

1 Note: Different lowercase letters marked after the mean values identify significantly different means
(Duncans’ new multiple-range test (p <0.05, nn = 3).



