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Memina sesequencing data of 347 diverse penctypes with = Among 347 sorghum gemctypes, we fowsd 8,170 SVs with
~$?°{"ﬂ£‘mﬂm MAF > 5% distobuted scross all 10 chromosceses, and
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BACKGROUND

Gepoaiee sructeal (ulMscas e a0 supoctanl sowee of viiation

in maay speaes and can play key roles in pRendtypu
diversificabon and evolston. Previous work I many plant species,
vamabons ($Vs) cocwmng m o near genes related 1o stoess

fespoese and dnease resistinee, sugesting & possddle role for SVs
in local adageanion. Soczhum (Sorghemn tecoke (L) Mocach) is te

fafth most smpoctant cvop m the world, Jad over the cowrse of s
~ hustory 1t has beem adagoed 10 2 mide amay of different chimates as
well = twed for multiple purposes, resulting @ 3 stuking
pheootygee &veraty within the exuting pennplas, but cumeatly
limde &5 kaown about what ole SVs say have played s sorghen's
diversification.

1. Examme whether or not SVs m sorghum are under positive of
negative selection

2. Exanune the exteat 1o which pamticndar SVs ae isociated with
the peographuc ongins of each genotype

3. Determine if any segioasdly-specific SVs occnmed in geses with
funetioss potesrally savolved i local adsptation

- The total number of SV before any filters was 1468572 SVs.
 Aftes applyins filters, we seained 24,648 SV Thete were 3,170
~ SVs with 2 munor alkele frequency > 5%,  which we weed to plot

- Faguse 1. The cuter ning of Frgure 1 ows the overall distribution
i of SVs where each dash cepeeseats 2 single SV. The blee line = the
| owermost nng shows e averape deasity of SV in 500 kb sliding
* windows. The middle ring shows the melative abundance of SVs m
500 kb sliding windows within each of the five groups identified
i
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by k-means chstenmg. The mmermost nng 1= the mgmificance (-
 log(p)) vadee of each 500 kb window, indicateg whether o 2ot the
 gelamve abundiece w the window & significaarly diffeseat froes the
expected dsuibation of SVs amoas ®e five groups. Most SV aee
rare and appear to be under nevtral selection tased om the global
site frequency spectrum, but the SVs within CDS regions show
ncreased bukage disequilibowm (LD) compezed to the genome-
wide rale (Fgpuees 2A and 2B). Both Kaseans clistenoy and
(Figeees 3A, 38 and 3C). Thesc groups stroagly concsponded Witk
the known geograptic destnbtmtions and tostoncal races of
genotypes (Figuves 3D and 3E). For example, cluster 3 15 exchmve
to the guinea race mn west Afnca. There were 1,53 claster-spacsfic
5Vs and 120 of them cocused within geses several of which have
sanotated functions related %o local adaptation (Table 1).




