# CENH3 ChlP-seq Reads

4000

2000

4000

2000

2000

1000

2000

2000

5000

4000

2000

chr1A

0 200 400 600
chr2A
| gk -
o Hiii”e H o 0 i
0 200 400 600 800
chr3A
s
0 200 400 600 800
chrdA
i
° nn %ic; ° X
0 200 400 600 800
chrb5A
é
i
, K B ..
0 200 400 600
chréA
. %
R i .
0 200 400 600
chr7A

}_&,

0 200 400 600 800

5000

2000

4000
2000

2000

2000

4000

2000

2000

chriB

10000

5000

Position (Mbp)

600

5000

5000

2500

10000

5000

0 200 400 600
chr5B
u; 5000
;
. "§Q : 2500
, 0
0 200 400 600
chr6B
% 5000
| . ’ s'nsg:uuif oo o |, "8
Sniideienniinduipiitniaimasinibionin 0
0 200 400 600 800
4000
2000
0

0 200 400 600 800

chr1D

0 200 400

0 200 400 600
chr3D
. s
i .
© E N
0 200 400 600
chr4D
H
1
4
i;
0 200 400
chr5D

0 200 400 600
chr6D
i
}
4
0 200 400
chr7D
3
0 200 400 600



Figure S3. Triticum_aestivum_4.0 CENH3 ChIP-seq coverage. Scatter plots depicting the number
of CENH3 ChIP-seq read alignments (y-axis) in 100 kbp non-overlapping windows (x-axis) of the
Triticum_aestivum_ 4.0 genome assembly. Peaks in these scatterplots correspond to putative

centromere sequences.



