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Scaffold 29: putative centromere from chr 1

Scale 200 kb | tryCru-Dm28c-lcc2024
scaffold29: 50,000/ 100,000] 150,000] 200,000 250,000] 300,000/ 350,000/ 400,000| 450,000/ 500,000/
Centromer Obado et al
IiﬂoffDmZSClllm INN NEEE NINN NN BN NIRRMIEEE NN SR D lim mm I TINTAT I I m
4

4

Cas9 rep3 ratio

KKT2 rep2 ratio

KKT2 rep3 ratio

KKT3 rep2 ratio

KKT3 rep3 ratio

SIRE| | | |1
VIPER | 1

100 -
GC percent ws100 et A I b R
0

Figure S5



Coverage

scaffold38:57487-72079
scaffold1:1871510-1880549

Heatmap — Identity x Coverage

scaffold2:742890-746484
scaffold33:236011-240910
scaffold9:1017798-1019391

scaffold9:991313-1005571
scaffold18:123592-135414
scaffold18:776637-778647
scaffold20:696357-703678
scaffold4:1074496-1083924

L[|

scaffold5:821-13653
scaffold19:570780-578751
scaffold6:1101815-1102455

scaffold6:317006-336715
scaffold17:316306-351174
scaffold17:425887-437021

scaffold13:94112-112255
scaffold7:1024765-1034924

scaffol
scaffol
scaffol

scaffol
scaffol
scaffol
scaffol

l

-

1500

3000

4500

6000 7500

9000

l

g

1400

2100

2800

35

8

l

1500

3000

4500

6000 7500

9000

1

-

2500

5000

7500

10000

12500

1

-
g

4000

8000

10000

l

-
s
=}
=}
=)

8000

12000 16000

20000

l

...
[
8

w
3
o

.
3
=1

6000

7500

I

-

1000

2000

3000

4000

5000 6000

7000

l

-

1000

2000

3000

4000

5000 6000

l

-

3500

7000

10500

14000

17500

|

-

2000

4000

6000

8000

10000

scaffol

L
©
S
&

T Mmoo N
8808 3 A
T 28R ER
I A
R
S’ m338 3
na88R8
LA B B
Bonon Y o ow
S 888%8 8%
S S5 558 o
E £ £ £ £ &
S8 38¢8¢
Q Cov=>56%

P ldent = 96.74%
QCov=100%

P ident =97.27%
QCov=20%

Pldent = 95.21%
QCov=68%

P Ident = 96.55%
QCovs=19%

P Ident = 96.78%
QCov=4%%

P ldent= 96.87%
QCov=60%

Pident = 97.04%

QCov=61%
Pident=96.53%

Q Cov=59%
P ldent = 96.89%

Q Cov=29%
Pldent=95.71%

QCov=45%
Pident = 96.70%

scaffold38:57487-72079
scaffold1:1871510-1880549
scaffold2:742890-746484
scaffold33:236011-240910
scaffold9:1017798-1019391
scaffold9:991313-1005571
scaffold18:123592-135414
scaffold18:776637-778647
scaffold20:696357-703678
scaffold4:1074496-1083924
scaffold5:821-13653
scaffold19:570780-578751
scaffold6:1101815-1102455
scaffold6:317006-336715
scaffold17:316306-351174
scaffold17:425887-437021
scaffold13:94112-112255
scaffold7:1024765-1034924
scaffold12:355576-357230
scaffold12:574346-585289
scaffold10:728798-744674
scaffold11:720443-730434
scaffold16:557760-568505
scaffold15:427677-447684
scaffold30:249773-264150
scaffold21:265335-277326
scaffold22:142907-149868
scaffold25:332078-341804
scaffold25:415280-418903
scaffold23:506312-525135
scaffold34:160085-170859
scaffold29:229625-256544
scaffold24:469442-479592

Figure S6



A.

Identity (%): Random Regions vs Centromeric Regions

100
gﬂ.
o
g
B0 2
3
70 g
@
604
S
2 504
€ 100
s * Fﬁa |==E i ’ ‘
gﬂ l
an 1 g
2
=
70- 2
g
SU‘
50 - T
¥ & o & & o &
53§9 Q!E" &G@'
8;’)
o
0%
Genome

Coverage (%): Random Regions vs Centromeric Regions

1004
754
g
5
&
501 g
25+
£
g
@ 100+
3
(&)
754 g
|
501 -
&
El
"
25

Genome

Fig S7A



Dm28c

Dm28c

SilvioX10

Dm28c |

BrazilA4

Fig S7B



Dm28c

Berenice

Dm28c |

OCDIE
A
i
3

YC6

Fig S7C



Dm28c

TCC

HMean Fercent Ide

Dm28c

CL Brener
Esmeraldo- like haplotype

Fig S7D



> o i N o 5 P o P o B

-g'-‘ fb & 'p(\eg (@b {@b sp Q\ap é&}b }- SD é"Qe& -P(‘ap d"«}b }ssp ?‘so\b 'JPQ&? #"ab & ‘}b

E Dm28 -------..------.-----
[ ]

Dm25

>

v

S o b
P & @» &5 pap & g‘ & ‘@* 4

DTUI | ™=

o o o %3 b S b Ll
NG N & . o W 1 o o \ > 9
@ \\e“ F P ,«"’ o f‘;@ & ’(@» @» a" «-‘P . a‘" mav

>

SilvioX10

.y & @é & @9 & @v & @b é\e@ @b & f&“’ ﬁe@’? ﬁ”" é@»”"’ & a@’ e#
_—— l---.--.-----_------.

!»/

>

.f%*?ﬁ? 5

YCo

DTU Il

& g‘s’ @b* & @e g“ Ae‘b e ﬁf %@e‘“ & g’ fé‘“ f& @9" & @ @v" &

&

&
Dm28 -------.---—-—-0-.-.
,;"’
'\ "

o
o
5'3\ ‘Q‘sﬁ"“’@

Berenice

& Y > 5° o 5 5 & & & o $ & i » $ A
P AP D e ‘@P \\e“‘ Sl §4u‘° @" & o #)" &F o P
i AN 4— £ £ & & & & & A . .

Dm28 -.----.-.---_-._-----

DTU IV T

J}p &

> D A g o o
FaV A Sy ry

&

ClBrenerEsmeraldoLike

Fig S7E



Scaffold 25

7

0.44
7] T " w———

. B\
Teray [P |

Hi-C matrix 10 Kb
(Pearson transformed)

PCA2

Centromere

L1Te

I core

Disruptive
GpDR
Gap

C

Scaffold 21

100 200 00 a0 500 600 Kb

- ‘_i_h--.h_

.

W ™
| |
I--Imlll_ -III Il |II III_I-_I
I | SN A | | 1]
C D

Hi-C matrix 10 Kb
(Pearson transformed)

PCA2

Centromere
L1Te

Core
Disruptive
GpDR

Gap

Figure S8



Interaction frequency of VP

1 2 3 4 5 6 7891011121314 151617 1819 2021222324 Scaffolds
[ ) GIINED GEEED GHED D GEED GIID I GHD GID GID GED GED Ghb Ghb S GED G (D G /¢

"o 1 v T ||u||||||||Centr0meres

0'0005:]“‘ N P Y T AW Scaffold 1
0,0062:| """ "‘"’*""'r"'r"'-[-'-r v--—-w--1|----rv——r,.—- .r.m..._]....vp r _

0,0,

0,0062 " 7
:_4.—‘1_ e " Iscaffold_2
0,00762: vp 7
- '—-'LA—‘-**‘L*-LJ-"‘-M - “‘“LL'“ . ] Scaffold_4

0,0062 | VP
o] ﬁ....‘...‘___..-._.._.gL i bde o Scaffold_5

0,0062] ™ al -‘ | -
00 v |
00052:| "
00, A . U ,.I‘ IR Y 1 RN T
0,0062] " T ]' v, T W"IF""'".L"FF‘ Scaffold_7
VP_r
00, ]

A8 . B B8 JE ML AN |scone 10

Scaffold_11

0,0062 Il l wp
00) e il L ke e ‘L | HN .;;;__F_L_.... Scaffold_1 5

0,005'2' T T ]w w v ”rWT\/PJ Scaffold_16

00

0,006 L _ﬂ VP 1
00] s Li n P T TN Y bk

0006:] : = —— = — = =] Scaffold_19
00] n VPr

0,0062 | 7
00] all J L. J]L u.] LJML ,Lh

0,0062 | T ]" e | TN Scaffold_20
00 VP_r i

s e Scaffold_22
0,006: ——— WW TVPJ I

00| ]
ooosz] lVP
(AL L PRV T T ek dd bl i "
0,0062 | i T e e s SCaffOId_23
00 I VP_r

°
8
g
L
E
3
=
—
=
r
3
-
3
=
<
3

Scaffold_24




	Slide 1
	Slide 2
	Slide 3
	Slide 4
	Slide 5

