Supplementary Fig. S1
Fig. S1 Histograms of black point incidence in PZSCL6 / Yuyou1 RIL population inoculated with Bipolaris sorokiniana at four environments 
(a) Xingyang 2020; (b) Xingyang 2021; (c) Neihuang 2021; (d) Shangshui 2021. Incidence of slightly susceptible (Yuyou 1) and highly susceptible (PZSCL6) parents is indicated by the arrows R and S, respectively.
Fig. S2 PCR amplification profiles of polymorphic SSR markers Xwmc654 (a), Xgwm174 (b) and dCAPS marker BP-5B-d12 (c) in some RILs from cross PZSCL6 / Yuyou1 RIL population
M, DNA ladder; R and S, slightly susceptible and highly susceptible parent, respectively; lanes 1–28, lines from the RIL population. Arrows indicate polymorphic DNA fragments between the slightly susceptible and highly susceptible parents.


Supplementary Table S1
Table S1 Black point incidence in 196 recombinant inbred lines and their parents across four environments
Data of black point incidence are expressed as mean ± S.E.
Supplementary Table S2 Analysis of variance of black point incidence in the PZSCL6 / Yuyou1 RIL population inoculated with Bipolaris sorokiniana
Analysis of variance was carried out with the SPSS 20.0 program using general linear model.
Supplementary Table S3 SNPs associated with black point resistance in the PZSCL6 / Yuyou1 RIL population inoculated with Bipolaris sorokiniana detected via 660K SNP chip and bulked segregate analysis
a The physical positions of SNP markers based on wheat genome sequences from the International Wheat Genome Sequencing Consortium (IWGSC, http://www.wheatgenome.org/). 
Supplementary Table S4 Polymorphic markers between slightly susceptible and highly susceptible parents
a Chr., chromosome. 
b The physical positions based on wheat genome sequences from the International Wheat Genome Sequencing Consortium (IWGSC, http://www.wheatgenome.org/).
c “-” indicates that the information is uncertain.
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