
Human

CNTNAP2
EZH2

146.12
148.81

TNS3 47.28

PRL22.29

PSMD11
RPL23
THRA
TNS4
SMARCE1
PLEKHH3
CNTNAP1
EZH1
RUNDC1
RPL27
NBR1
DUSP3
MPP2
SLC25A39
FZD2
MEIOC
CCDC43
CCDC103
C1QL1
NSF
KAT7

32.44
38.84
40.06
40.48
40.62
42.67
42.68
42.70
42.98
43.0
43.17
43.77
43.87
44.32
44.56
44.66
44.67
44.9
44.96
46.6
49.79

MSL1
ACLY

TTC25
CNP

DNAJC7
NKIRAS2
ZNF385C

DHX58
KAT2A

RAB5C
KCNH4

HSD17B1
CNTD1

ARHGAP27
CRHR1
MAPT

KANSL1
CDC27

MYL4
ITGB3

NFE2L1
CBX1

HOXB1
HOXB3
HOXB5
HOXB6
HOXB7
HOXB9

HOXB13
UBE2Z

IGF2BP1
TANC2

CYB561
GH1

SCN4A

40.12
41.87
41.93
41.97
41.98
42.01
42.03
42.10
42.11
42.12
42.15
42.54
42.79
42.39
45.78
45.89
46.03
47.12
47.20
47.25
48.05
48.07
48.53
48.55
48.59
48.6
48.61
48.62
48.72
48.91
49.0
63.01
63.43
63.92
63.94

20 Mb

17

6 

7 

Xenopus tropicalis

hsd17b1 17.48

rdh8 126.36

3 4

gh27.30

20 Mb

6

7

prl1.1 31.04

prl1.2104.79

acly
ttc25

cnp
dnajc7

nkiras2
znf385c

dhx58
kat2a
rab5c
nfe2l1

cbx1
hoxb1
hoxb5
hoxb6
hoxb3
hoxb7
hoxb9
ube2z
cdc27
kansl1
mapt

crhr1.1
myl4

 tanc2
 cyb561
 crhr1.2
 scn4a

gh1 
itgb3
cntd1
wnk4

arhgap27

2.2
2.21
2.23
2.27
2.27
2.41
2.46
2.49
2.52
4.72
4.74
5.01
5.07
5.08
5.08
5.1
5.11
5.25
7.03
7.07
7.15
7.16
7.18
7.47
7.70
7.96
8.64
8.77
8.95
11.21
11.37
29.52

3.74
6.65
6.81
8.79
9.20
9.47
9.52
9.81
10.82
11.71
11.82
13.57
13.70
13.80
16.58
16.84
23.56

rpl23
psmd11
mylk (MYLK5)
nsf
slc25a39
fzd2
meioc
kat7
rpl27
ezh1
cntnap1
ccdc103
ccdc43
mpp2
nbr1
rundc1
dusp3

10

20 Mb

scaffold_39

thra
tns4
smarce1

0.22
0.98
1.1

msl1 0.39

scaffold_113
si:ch211-210g13.5

kcnh4
0.88
0.99

ezh2
cntnap2

tns3

63.74
63.87
67.61

Spotted gar

LG15

5 Mb

ITGB3
CYB561
TANC2
CNTD1
WNK4

HSD17B1
si:ch211-210g13.5

KCNH4
RAB5C
KAT2A
DHX58

ZNF38C
NKIRAS2
DNAJC7

TTC25
CNP

ACLY
ARHGAP27

GH
SCN4A

MYL4
MAPT

KANSL1
CDC27
CRHR1

NFE2L1
CBX1

HOXB1
HOXB3
HOXB5
HOXB6
HOXB7
HOXB9

HOXB13
UBE2Z

IGF2BP1
MSL1
RDH8

2.43
3.99
4.0
4.23
4.25
4.58
4.91
5.01
5.09
5.10
5.11
5.16
5.36
5.36
5.38
5.39
5.41
7.42
7.59
7.60
7.67
7.70
7.75
7.81
7.90
8.87
8.89
9.14
9.15
9.20
9.20
9.22
9.23
9.28
9.38
9.41
9.50
9.61

MYLK5
FZD2
MEIOC
CCDC43
C1QL1
DUSP3
NBR1
RUNDC1
RPL27
CCDC103
EZH1
CNTNAP1
PLEKHH3
PSMD11
NSF
THRA
MPP2
SLC25A39
KAT7
si:dkey-5n18.1
TNS4
SMARCE1
RPL23

2.06
2.15
2.17
2.18
2.32
3.13
3.48
3.58
3.59
3.93
4.35
4.39
4.46
6.55
6.57
6.79
7.34
8.23
8.27
9.69
9.75
9.80

10.23

20 Mb

TNS3
EZH2

CNTNAP2

48.87
50.58
50.66

LG9

Zebrafish

3

20 Mb

si:ch211-210g13.5
kcnh4a

rab5c
kat2a
dhx58

znf385c
hsd17b1

nkiras2
dnajc7

ttc25
aclya

itgb3a
crhr1

cdc27
kansl1b

maptb
myl4

scn4ab
gh1

arhgap27l
wnk4b
tanc2a
cyb561
msl1a

igf2bp1
ube2z

hoxb13a
hoxb9a
hoxb7a
hoxb3a
hoxb6a
hoxb5a
hoxb1a

cbx1a
nfe2l1a

17.2
17.4
17.47
17.50
17.54
17.59
17.64
17.71
17.73
17.76
17.80
19.47
21.54
21.91
21.93
22.03
22.09
22.14
22.2
22.25
22.31
22.45
22.69
23.33
23.39
23.45
23.52
23.55
23.56
23.57
23.57
23.58
23.64
23.92
23.94

slc25a39
rpl27
RUNDC1
C1QL1
ccdc43
moto
fzd2
mylk5
prl
kat7a
nbr1b
mpp2a
ccdc103
rpl23
dusp3b
thraa
nsfa
psmd11a
smarce1
ezh1
cntnap1
PLEKHH3

29.74
29.76
29.77
31.26
31.47
31.48
31.49
31.53
32.21
32.76
32.80
33.21
33.29
33.29
34.55
34.56
34.64
34.67
34.85
36.71
36.76
36.83

20 24

tns3.1
tns3.2

6.55
6.56

ezh2
cntnap2a

17.20
17.27

Chicken

CNTNAP2
EZH2
TNS3

PRL

53.78
54.45
55.22
58.77

ARHGAP27
GH

SCN4A
CRHR1

ITGB3
TANC2

CYB561
MYL4

CDC27
KANSL1

MAPT
IGF2BP1

UBE2Z
HOXB13

HOXB9
HOXB7
HOXB6
HOXB5
HOXB3
HOXB1

CBX1
NFE2L1

RDH8
MSL1
ACLY

TTC25
CNP

DNAJC7
NKIRAS2
ZNF385C

DHX58
KAT2A
RAB5C
KCNH4

si:ch211-210g13.5
HSD17B1

WNK4

1.74
1.79
1.80
2.4
2.47
2.63
2.82
3.02
3.02
3.06
3.13
3.65
3.7
3.74
3.78
3.8
3.81
3.82
3.86
3.88
4.17
4.18
4.67
4.79
5.12
5.15
5.16
5.16
5.18
5.19
5.24
5.25
5.16
5.27
5.28
5.38
5.46

NSF
MEIOC
CCDC43
CCDC103
C1QL1
MYLK5
PSMD11
FZD2
SLC25A39
KAT7
DUSP3
RPL23
THRA
TNS4
SMARCE1
PLEKHH3
CNTNAP1
EZH1
RUNDC1
RPL27
NBR1
MPP2

1.31
1.38
1.39
1.46
1.48
1.53
1.66
1.67
3.17
3.3
3.49
4.46
4.63
4.87
4.91
5.41
5.43
5.44
5.52
5.52
5.59
5.62

27

5 Mb

2

20 Mb


