humanA Human_HoxA cl uster: 1-238380 .

Alignment 1
coelA
final_HoxA_contig (+)
1-319360
Criteria: 75%, 100 bp
Regions: 66

Alignment 2
coelD
final_HoxD_contig (+)
5181-517039
Criteria: 75%, 100 bp
Regions: 9

Alignment 3
sharkD
shark_HoxD_cluster (+)
172-172905
Criteria: 75%, 100 bp
Regions: 15

Alignment 4
humanD
Human_HoxD_cluster (+)
2671-486833
Criteria: 75%, 100 bp
Regions: 24

X-axis: humanA
Resolution: 79
Window size: 100 bp
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humanA Human_HoxA _cl uster: 1- 238380
HOxA7 HoxA6

Alignment 1
coelA
final_HoxA_contig (+)
1-319360
Criteria: 75%, 100 bp
Regions: 66

Alignment 2
coelD
final_HoxD_contig (+)
5181-517039
Criteria: 75%, 100 bp
Regions: 9

Alignment 3
sharkD
shark_HoxD_cluster (+)
172-172905
Criteria: 75%, 100 bp
Regions: 15

Alignment 4
humanD
Human_HoxD_cluster (+)
2671-486833
Criteria: 75%, 100 bp
Regions: 24

X-axis: humanA
Resolution: 79
Window size: 100 bp
= gene

exon

=)

HoxA5

HoxA4

)

I

Ll

|

|
Il

il

100%

50%

100%

50%

100%

MA_M_ 50%

! 100%
— N : " A\AI : : LA 50%
100k 110k 120k 130k 140k 150k
HoxA2 HoxAl
—— ——)
[} |
100%
“ Ad_]\
A N VLA‘\ 4 [ ,UAA W N ALAa A 50%
100%
A AA[\ Al 50%
100%
AN A ﬂ 50%
n 100%
AI\ A N ,l A , ANA 50%
160k 170k 180k 190k 200k

150k



humanA Human_HoxA cl uster: 1-238380

Alignment 1
coelA
final_HoxA_contig (+)
1-319360
Criteria: 75%, 100 bp
Regions: 66

Alignment 2
coelD
final_HoxD_contig (+)
5181-517039
Criteria: 75%, 100 bp
Regions: 9

Alignment 3
sharkD
shark_HoxD_cluster (+)
172-172905
Criteria: 75%, 100 bp
Regions: 15

Alignment 4
humanD
Human_HoxD_cluster (+)
2671-486833
Criteria: 75%, 100 bp
Regions: 24

X-axis: humanA
Resolution: 79
Window size: 100 bp
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