Table S1 The summary of sequencing depth and coverage for each sample accession of Musa

itinerans used in this study

Uniq Multiple-
mapping mapping
Varieties afsgslgilgn Dg())th Coz/;or )a £ Reads D&))th Coverage (%)  Reads

M. itinerans

subsp. CHI 873 85.12 41012748 10.92 90.68 51296411

chinensis

CH2 805 8496 42059451 11.22 9054 52742177

CH3 854 8497 40133752 10.68 90.5 50195517

CH4 699  84.66 32848354  8.68 90.13 40802440

Vﬁ_ nerans Ny 2034 89.82 95553637 24.96 9518 | 17252352

HN2 1135 8876 53313501 14.06 94.1 66053039

HN3 11.08 8836 52046835 13.74 9374 64563856

HIN4 1317 8883 61861709 1623 942 76240833

HN5 1067 8744 50147590 1331 9289 62546088

HNG6 018 8801 43147176 11.37 9335 53398835

HN7 8§39  87.56 39400227 10.38 0285 48746947

HNO 6196 945 285802440 75.66 99.12 349081334
M. itinerans

guan;j‘;ngen LCl 1039 8549 48869340 13.23 9108 62168683

AYA)

LC2 087 8584 46423820 12.46 914 58564442

LC3 862 8483 40514166 108 9042 50776531

LC4 8§24 8508 38740464 1043 9062 49002962

LC8 729 8374 34293584 .14 8928 42970700

LC9 817  84.04 38409259 10.36 80.62 48723583

YCl 10.78 8639 50694500 13.49 9195 63435851

YC2 875 8524 41144289 1101 9085 51766385

Y3 5482 89.61 252560581 68.87 94.82 317144770
M. itinerans

var, BX1 8§53 8629 40126714 10.64 9175 50013421
lechangensis

BX2 872 8645 40984484 10.93 91.9 51361507

BX3 4838 9035 223323554 59.96 9548 276781245
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Fig S1. The overall genome-wide polymorphisms distributions with 20kb overlapped window size
and 2kb step size among four Musa itinerans varieties. (a) pairwise nucleotide diversity 0, (b)
Tajima’s D. The the varieties were designated as: Mit: Musa itinerars var itinerans; Mch: Musa
itinerans var guangdongensis; Mgd: Musa itinerans var chinensis; Mlc: Musa itinerans var

lechangensis
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Figure S2 The distribution of average pairwise nucleotide diversity 0,, and Tajima’s D, Wright’s
fixation index Fsrand absolute genetic divergence D,, across the chromosome 2 ~12 with 20k b

overlapped window size and 2kb step size among four Musa itinerans varieties; The the varieties
were designated as: Mit: Musa itinerans var itinerans; Mch: Musa itinerans var guangdongensis;

Mgd: Musa itinerans var chinensis; Mlc: Musa itinerans var lechangensi.



