[bookmark: OLE_LINK57][bookmark: OLE_LINK60]Additional file 1:
Table S1. FCR severity assessment of 10 SHWs and their tetraploid and diploid parents.
[bookmark: OLE_LINK45]Table S2. Primers for real-time quantitative PCR.
Table S3. RNA-seq read information and mapping statistics of 2 SHWs and their tetraploid and diploid parents.
Table S4. Differentially expressed gene (DEGs) of 2 SHWs and their tetraploid and diploid parents.
Table S5. GO terms enriched by up-regulated DEGs of 2 SHWs and their tetraploid and diploid parents.
Table S6. GO terms enriched by down-regulated DEGs of 2 SHWs and their tetraploid and diploid parents.
Table S7. The number and percentage of different homoeolog expression bias categories in 2 SHWs and their tetraploid and diploid parents.
Table S8. The changed triads in both 2 SHWs after allohexaploidization.
Table S9. PAL activity, chitinase activity, SA content, JA content and ABA content of the stem base in 5 SHWs and their parents following FCR infection .
Table S10. Total lignin content of the stem base of 10 SHWs and their tetraploid parents at the seedling and heading stage.
Additional file 2:
Figure S1. Validation of data of RNA-seq by RT-qPCR. 
Additional file 3:
Figure S2. Homoeolog expression bias in homoeolog triads. 

