Chrl: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chr2: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chr3: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chr4d: TE, microsatellite, and selected putative centromere-like region in 50-kb windows

- 1.00
(]

t/Mb

(@)
-0.75 ©

gloo ‘ ‘Mu“\ Hl J' t‘ ‘\\ * W LR \“"L‘lwl*‘ ‘4’ ,!\ “ l ‘ 41 \\ ,‘M "‘*‘l‘,}'f‘\“,r\“kﬂ'

° 0 . ____-0.00

0.8
&

206
9 \ |
= 04|

J WILUYAL BRI VIUE | N ol el AARIAT T AT LRI AW WmLY L M (L ) '’ |
E e NN o L S O i A IR I | RO | T | i L R 1" RN TRV YY LR
W A | (v B ILEAEL N | " RVIN ‘AR | ' .1
0.2 171 A\ IV L ARAlaI RS\ IR ALS (USRA (| S TRRARA AN Y Y B M‘ ‘
- / | B | | ! | |

0.0
0.020

0 015

B «\MWWMWWWMMM T

06

WMMW iy cN\"“ \ /w HM ”"WM""*“J\“"‘ i s M\y* i) WAl

SSR fractio

) 0.40 .
C
[}
]
@]
© 0.35 A

O
©)

0.30 A

0.0100 1
o 0.0075 -
-

— m
o 0.0050

©
O 0.0025

0.0000 | :

0.8
@

S 0.6
(73]

2 0.4

202

so
0.0

5 10 15 20 25 30
Chr4 position (Mb)

—— Gene count /Mb [ LTR_Gypsy —— SSR_total —— LTR-Gypsy —— Window score
—— Gene coverage I LTR_other —— SSR_without_mono —— GC content selected putative centromere-like region
I LTR_Copia — Total TE outline —— LTR-Copia —— Gap ratio



Chr5: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chr6: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chr7: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chr8: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chr9: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chrl0: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chrll: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chrl2: TE, microsatellite, and selected putative centromere-like region in 50-kb windows

zlso \ 06§
3 100 - \ I “ I' ‘ ‘ J || l | 04 8
i w .,.’&' T 1o e, VA R

R
'u'wl,H\.MUUULWGM,I\W)mMM‘W’"W'Mu‘w"""”"“m*‘M*JW‘\"’W Wit

GC content

000000

1
Chrl2 position (Mb)



000000

Chrl3: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chrl4: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chrl5: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chrl6: TE, microsatellite, and selected putative centromere-like region in 50-kb windows

?001 i "\r\ ‘u"’w,/ | ** Iy “W.' | .“Hvl l N 1‘[0" w\f“lv,“' | Ihi \~\’\‘,’o">‘\‘h» ‘w""w”"“w"”‘/(‘W‘\’”““\U |*‘ml'ﬁ‘)"‘,l Ezw
- l W ]
L e RO

0.6

- I A Wi \MM\"‘M‘W‘J'MM’WW}M/WM.uw e bl

0.45 A

IS
Q
€ 0.40
(o]
9
& 0.35

0.30
0.0100 A

o 0.0075 A
)

< 0.0050 1
5o

©

O 0.0025

0.0000 : — : —

0.8 1

5 10 15 20 25 30 35
Chrl6 position (Mb)

— Gen /Mb [ LTR_Gypsy —— SSR_total —— LTR-Gypsy —— Window score
—— Gene coverage I LTR_other —— SSR_without_mono —— GC content selected putative centromere-like region
Il TR Cop — Total TE outline —— LTR-Copia —— Gap ratio



Chrl7: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chrl8: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chrl9: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chr20: TE, microsatellite, and selected putative centromere-like region in 50-kb windows

A {\ I ‘ |
(Y

A

WWWW‘W'A\'M‘WWWMMW.IMWWa,wwm/w)w/‘ A

MMNM .«wuwwumM.W "!W"M’/, M M"'\J *M,““W “‘ ""W"“" W ‘J' “IW e“ Nn' WWW O'MM w

5 10 15 20 25 30 35
Chr20 position (Mb)

—— Gene count /Mb [ LTR_Gypsy —— SSR_total —— LTR-Gypsy —— Window score
—— Gene coverage I LTR_other —— SSR_without_mono —— GC content selected putative centromere-like region
I LTR_Copia — Total TE outline —— LTR-Copia —— Gap ratio

- 0.50
- 0.25

b
- 0.00

-0.75 ©



Gene count / Mb
= N w
o o o
o o o

o
1

Chr21: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chr22: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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Chr23: TE, microsatellite, and selected putative centromere-like region in 50-kb windows
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