MAVI D Al i gnment

Ali nmentl
egs: h (1;
Crlterla 86% 00 bp
Regions

Alignment 2

homo/co
Crlgerla 86%, 100 bp
Regions: 1

Alignment 3
egs: homo/mouse
Criteria: 83%, 100 bp
Regions: 1

Alignment 4
egs: homo/frg %
Crlterla 56%, 100 bp
Regions: 0

Ali nment5
egs: homo/ra
Criteria: 83% 100 bp
Regions:

Alignment 6
eqgs: homoltrout
Criteria: 73%, 100 bp
Regions: 2

Alignment 7
egs: homo/danio
Criteria: 73%, 100 bp
Regions: 3

Alignment 8
egs: homol/celegans
Criteria: 70%, 100 bp
Regions: 2

Alignment 9
eqgs: homo/flower
Criteria: 65%, 100 b
Regions: 3

Alignment 10
egs: homo/soy
Crlterla 65% 100 bp
Regions: 3

X-axis: homo
Resolution: 25
Window size: 100 bp

= gene
éxon
UTR
CNS

HOMO vs. All

——

——

— —— |
50 100 150 200 250 300 350 400 450 500



MAVI D Al i gnment

Ali nmentl
egs: h (1;
Crlterla 86% 00 bp
Regions

Alignment 2

homo/co
Crlgerla 86%, 100 bp
Regions: 1

Alignment 3
egs: homo/mouse
Criteria: 83%, 100 bp
Regions: 1

Alignment 4
egs: homo/frg %
Crlterla 56%, 100 bp
Regions: 0

Ali nment5
egs: homo/ra
Crlterla 83% 100 bp
Region

Alignment 6
eqgs: homoltrout
Criteria: 73%, 100 bp
Regions: 2

Alignment 7
egs: homo/danio
Criteria: 73%, 100 bp
Regions: 3

Alignment 8
egs: homo/cele ans
Criteria: 70%, 100 bp

Regions: 2

Alignment 9
eqgs: homo/flower
Criteria: 65%, 100 b
Regions: 3

Alignment 10
egs: homo/soy
Crlterla 65% 100 bp
Regions: 3

X-axis: homo
Resolution: 25
Window size: 100 bp

= gene
éxon
UTR
CNS

HOMO vs. All

500

550 600

650

700

750

800

850

900

950

1000



MAVI D Al i gnment

Ali nmentl
egs: h (1;
Crlterla 86% 00 bp
Regions

Alignment 2

homo/co
Crlgerla 86%, 100 bp
Regions: 1

Alignment 3
egs: homo/mouse
Criteria: 83%, 100 bp
Regions: 1

Alignment 4
egs: homo/frg %
Crlterla 56%, 100 bp
Regions: 0

Ali nment5
egs: homo/ra
Crlterla 83% 100 bp
Region

Alignment 6
eqgs: homoltrout
Criteria: 73%, 100 bp
Regions: 2

Alignment 7
egs: homo/danio
Criteria: 73%, 100 bp
Regions: 3

Alignment 8
egs: homo/cele ans
Crlterla 70%, 100 bp

Regions: 2

Alignment 9
eqgs: homo/flower
Criteria: 65%, 100 b
Regions: 3

Alignment 10
egs: homo/soy
Crlterla 65% 100 bp
Regions: 3

X-axis: homo
Resolution: 25
Window size: 100 bp

= gene
éxon
UTR
CNS

HOVO vs.

1000

1050

1100

1150

1200

1250

1300

1350

1400

1450

1500



MAVI D Ali gnnent -

Ali nmentl
egs: h %
Crlterla 86% 00 bp
Regions

Alignment 2

homo/co
Crlgerla 86%, 100 bp
Regions: 1

Alignment 3
egs: homo/mouse
Criteria: 83%, 100 bp
Regions: 1

Alignment 4
egs: homo/frg %
Crlterla 56%, 100 bp
Regions: 0

Ali nment5
egs: homo/ra
Crlterla 83% 100 bp
Region

Alignment 6
eqgs: homoltrout
Criteria: 73%, 100 bp
Regions: 2

Alignment 7
egs: homo/danio
Criteria: 73%, 100 bp
Regions: 3

Alignment 8
egs: homo/cele ans
Crlterla 70%, 100 bp

Regions: 2

Alignment 9
eqgs: homo/flower
Criteria: 65%, 100 b
Regions: 3

Alignment 10
egs: homo/soy
Crlterla 65% 100 bp
Regions: 3

X-axis: homo
Resolution: 25
Window size: 100 bp

= gene
éxon
UTR
CNS

HOVO vs.

All

1500

1550

1600

1650

1700

1750

1800

1850

1900

1950

2000



MAVI D Ali gnnent -

Ali nmentl
egs: h %
Crlterla 86% 00 bp
Regions

Alignment 2

homo/co
Crlgerla 86%, 100 bp
Regions: 1

Alignment 3
egs: homo/mouse
Criteria: 83%, 100 bp
Regions: 1

Alignment 4
egs: homo/frg %
Crlterla 56%, 100 bp
Regions: 0

Ali nment5
egs: homo/ra
Crlterla 83% 100 bp
Region

Alignment 6
eqgs: homoltrout
Criteria: 73%, 100 bp
Regions: 2

Alignment 7
egs: homo/danio
Criteria: 73%, 100 bp
Regions: 3

Alignment 8
egs: homo/cele ans
Crlterla 70%, 100 bp

Regions: 2

Alignment 9
eqgs: homo/flower
Criteria: 65%, 100 b
Regions: 3

Alignment 10
egs: homo/soy
Crlterla 65% 100 bp
Regions: 3

X-axis: homo
Resolution: 25
Window size: 100 bp

= gene
éxon
UTR
CNS

HOVO vs.

All

2000

2050

2100

2150

2200

2250

2300




