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Supplementary Figure S1. ARMS-PCR marker for 5519 locus. The amplifications profile is
shown for two sorghum lines with different Altsg haplotypes, SC566 (Al tolerant) and BR0OO7 (Al
sensitive), and for a heterozygous individual. A 1 Kb molecular-weight size marker was loaded
in the first well. The PCR products were resolved in 1.5% agarose gels. We are showing
cropped images for the amplification profile of each allele.
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Supplementary Figure S2. Distribution of sorghum accessions with favorable Altsg alleles
with respect to Al tolerance and subpopulation assignments. The subpopulations are: Q1,
guinea accessions from western Africa and guinea margatritiferum accessions; Q2, caudatum
accessions from Africa and the group of transplanted caudatum and durra accessions from
Lake Chad region; Q3, lines from the Embrapa collection and US; Q4, kafir accessions from
southern Africa; Q5, durra accessions from central eastern Africa and from Asia, bicolor and
caudatum accessions from Asia; and Q6, guinea accessions from southern Africa and Asia. (a)
All accessions with favorable Altsg alleles. (b) Al tolerant accessions (RNRG > 80%)). (c)
Accessions intermediately tolerant to Al (30% < RNRG < 80%). (d) Al sensitive accessions
(RNRG < 30%)).



Supplementary Table S2. DNA pooling efficiency. The values correspond to efficiency (1-F)
with varying population sizes (n) and number of individuals per pool (S), simulated considering
the frequency of the favorable allele. The maximum values for each condition are in bold.

Formulae
y = 1-(1-m)® y = probability that at least one pool member has the allele
E(Y) = (n/S) + ny S = pool size
F=Y/n 1-F = Pooling method efficiency
Polymorphism Frequency (m) S Population Size (n)
100 150 | 200 | 400
3 0.3150 0.3150 0.3150 0.3150
4 0.3111 0.5408 0.6556 0.8278
5 0.2857 0.5238 0.6428 0.8214
5985 0.1345 6 0.2537 0.5024 0.6268 0.8134
7 0.2209 0.4806 0.6105 0.8052
20 0.0056 0.3371 0.5028 0.7514
100 150 200 400
3 0.4170 0.4170 0.4170 0.4170
4 0.4318 0.6212 0.7159 0.8580
6083 0.0913 5 0.4196 0.6131 0.3869 0.6131
6 0.3964 0.5976 0.4024 0.5976
7 0.3688 0.5792 0.4208 0.5792
20 0.0974 0.3982 0.5487 0.7743
100 150 200 400
3 0.4938 0.4938 0.4938 0.4938
4 0.5264 0.6843 0.7632 0.8816
6094 0.0613 5 0.5288 0.6859 0.7644 0.8822
6 0.5175 0.6783 0.7587 0.8794
7 0.4994 0.6662 0.7497 0.8748
20 0.2322 0.4881 0.6161 0.8080




Supplementary Table S3: Phenotypic characterization for Al tolerance of lines harboring
favorable alleles jointly at all marker loci or for each marker locus.

Number of Locus
accessions
with at
least one
Panel favorable | 5985 | 6083 | 6094 | 8364 | 8423 | 12487
allele
considering
all markers
Alleles - AIG | AIC | C/IG | GIT | C/A | 0/19
Tolerant +
IGD (377) | Intermediate 12 i 6 ) ) 8
Sensitive 18 9 17 11 - - 6
Toleran'g+ 7 7 7 7 5 7 5
INRAN (164) | Intermediate
Sensitive 7 7 7 7 6 6 1
Tolerant +
ICRISAT (187) Intermediate 16 14 16 13 [ [ 2
Sensitive 25 20 25 23 10 11 11

In bold are the least frequent alleles, which are linked in coupling with Al tolerance. The total
number of accessions in each panel are shown in parenthesis.



