Figure S1 Cluster tree of coleoptile lengths from 155 Ae. tauschii accessions acquired through the method of

unweighted pairgroup method with arithmetic means (UPGMA) according to Euclidean distances.
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Figure. S2 Pearson correlation coefficients among 3 biological replications from XJ002 and XJ098 under the
control and drought stresses. The numbers in the scale bar stand for correlation coefficients. XJ002-control: T1,

T2, T3; XJ002-treatment: T4, T5, T6; XJ098-control: T7, T8, T9; XJ098- treatment: T10, T11, T12.
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Figure S3 Principal component analysis among 3 biological replications from XJ002 and XJ098 under the
control and drought stresses.
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Figure S4 Reliability of DEGs validated by RNA-Seq and quantitative real-time PCR.



