
MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

20 40 60 80 100 120 140 160 180 200



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

220 240 260 280 300 320 340 360 380 400



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

420 440 460 480 500 520 540 560 580 600



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

620 640 660 680 700 720 740 760 780 800



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

820 840 860 880 900 920 940 960 980 1000



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

1020 1040 1060 1080 1100 1120 1140 1160 1180 1200



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

1220 1240 1260 1280 1300 1320 1340 1360 1380 1400



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

1420 1440 1460 1480 1500 1520 1540 1560 1580 1600



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

1620 1640 1660 1680 1700 1720 1740 1760 1780 1800



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

1820 1840 1860 1880 1900 1920 1940 1960 1980 2000



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

2020 2040 2060 2080 2100 2120 2140 2160 2180 2200



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

2220 2240 2260 2280 2300 2320 2340 2360 2380 2400



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

2420 2440 2460 2480 2500 2520 2540 2560 2580 2600



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

2620 2640 2660 2680 2700 2720 2740 2760 2780 2800



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

2820 2840 2860 2880 2900 2920 2940 2960 2980 3000



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

3020 3040 3060 3080 3100 3120 3140 3160 3180 3200



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

3220 3240 3260 3280 3300 3320 3340 3360 3380 3400



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

3420 3440 3460 3480 3500 3520 3540 3560 3580 3600



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

3620 3640 3660 3680 3700 3720 3740 3760 3780 3800



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

3820 3840 3860 3880 3900 3920 3940 3960 3980 4000



MAVID Alignment - HOMO vs. All

Alignment 1
Seqs: homo/pig
Criteria: 75%, 100 bp
Regions: 0

Alignment 2
Seqs: homo/cow
Criteria: 95%, 100 bp
Regions: 8

Alignment 3
Seqs: homo/mouse
Criteria: 89%, 100 bp
Regions: 4

Alignment 4
Seqs: homo/frog
Criteria: 81%, 100 bp
Regions: 8

Alignment 5
Seqs: homo/rat
Criteria: 89%, 100 bp
Regions: 7

Alignment 6
Seqs: homo/trout
Criteria: 79%, 100 bp
Regions: 3

Alignment 7
Seqs: homo/danio
Criteria: 79%, 100 bp
Regions: 13

Alignment 8
Seqs: homo/fly
Criteria: 67%, 100 bp
Regions: 5

Alignment 9
Seqs: homo/celegans
Criteria: 68%, 100 bp
Regions: 3

Alignment 10
Seqs: homo/flower
Criteria: 66%, 100 bp
Regions: 2

Alignment 11
Seqs: homo/soy
Criteria: 66%, 100 bp
Regions: 1

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

gene
exon
UTR
CNS

4020 4040 4060 4080


