
 

Supplementary Figure 2 | In-depth analysis of two inversions on 2H and 7H. (a) Schematic 
illustration showing precise positions of breakpoints for 7H frequent inversion between Morex 
and RGT Planet. (b) PCR assay for genotyping 7H inversion. The location of three PCR primers 
are shown in (a) with yellow marks (not drawn to scale). (c) PCR assay for genotyping the 2H 
inversion. Primer locations are shown in Fig. 4c. (d) Hi-C contact probability matrix of RGT 
Planet computed for chromosome 7H. The intensity of pixels represents the normalized Hi-C 
links counted between 1 Mb windows on chromosome 7H. The frequent 7H inversion was 
spotted as a pattern of higher than expected interaction frequency against Morex V2 reference 
genome, marked by blue lines. (e) QTL results for grain yield, plant height and different growth 
stages from multiple sites in RGT Planet x Hindmarsh population. 
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Primer_name Primer_sequence (5'-3')

7H primer1 ACGACGAGGATGTTTTAACG

7H primer2 CGGACTTGAAGTTCTTTCTTGG

7H primer3 TCTCTCTGTGTGCCAAATGC
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2H primer1 ACCAACCAATTTCGTGATGG

2H primer2 TCCTTGTCAACGAGTTCATCC

2H primer3 GTCCCCACTGTGGTACATCC

31
2

465818329

463716860 463719894

Morex:7H

RGT Planet:7H

607338793

604931764604926768

465815295 607333797607333772465820195

463724875 604926507

1866

2614981 

25 a

b

d

c

1 & 3 2 & 3

M
or

ex

M
or

ex

R
G

T 
Pl

an
et

R
G

T 
Pl

an
et

N
TC N
TC

50
 b

p 
G

en
eR

ul
er

Primer_name Primer_sequence (5'-3')

7H primer1 ACGACGAGGATGTTTTAACG

7H primer2 CGGACTTGAAGTTCTTTCTTGG

7H primer3 TCTCTCTGTGTGCCAAATGC

1 & 2 2 & 3

M
or

ex

M
or

ex

B
ar

ke

B
ar

ke

N
TC N
TC

50
 b

p 
G

en
eR

ul
er

Primer_name Primer_sequence (5'-3')

2H primer1 ACCAACCAATTTCGTGATGG

2H primer2 TCCTTGTCAACGAGTTCATCC

2H primer3 GTCCCCACTGTGGTACATCC

LO
D

0

5

10

15

20

25

Yield-ESP 
ZS-ESP
Height-ESP 

LO
D

0

5

10

15

20

25

Yield-MER 
ZS-MER 
Height-MER 

Chromosome

LO
D

0

10

20

30

Yield-SHP 
ZS-SHP 
Height-SHP 

1H            2H                 3H             4H              5H              6H           7H

7H
 In

ve
rs

io
n

e


