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Table 1. Candidate ASE genes within differentiated regions with overlapping QTL 624 
Gene Marine-Freshwater EcoPeak ASE tissues QTLs1 Relevant functions 

Cldn4 chrI:16985780-17009145 DTP 1 & 2, VTP 1, 
Mandible 1, Liver 

Tooth plate shape Tooth development [62]  

Igfbp5a chrI:26093586-26548184 DTP 2 Tooth plate shape Tooth development, bone 
development [63,64] 

Scube1 chrIV:21368021-22019696 DTP 1, VTP 1, 
Mandible 2, Eyes 

Tooth number, jaw shape Craniofacial 
development[65]  

Stc2a chrIV:13853040-14033725 Mandible 1 Jaw shape Skeletal development 
[42] 

Net1 chrIV:21368021-22019696  DTP 1, VTP 1 & 2, 
Mandible 1 & 2, Flank 

skin 

Tooth plate tooth number, 
jaw shape 

Tooth development, bone 
development [66] 

Kdm5a chrIV:26410831-26967766 VTP 1 Tooth plate tooth number Tooth development[67] 
Kdm6bb chrVII:19682650-19906375 DTP 1 & 2, VTP 1 Tooth plate area and 

shape, tooth plate tooth 
number, dentary shape 

Tooth development, bone 
development [68,69] 

Cldnb chrVII:21853746-22015247 DTP 1 & 2, VTP 2, 
Mandible 1 & 2, Flank 

skin 

Jaw, dentary, and tooth 
plate shape, tooth plate 
tooth number, defense 

plates 

Tooth development [62] 

Postna chrVII:22876973-23002851 DTP 1 & 2, Flank skin, 
VTP 2, Mandible 1 & 

2, eyes 

Jaw shape, dentary shape, 
tooth plate shape, tooth 

plate tooth number, 
defense plates 

Tooth development, bone 
development [70] 

Kdm6ba chrVII:8555721-8746343 Mandible 1, Liver Jaw shape Bone development [69] 
Timp2b chrXI:9651474-9924679 DTP 1 & 2, Flank skin, 

eyes, liver 
Tooth plate tooth number Tooth development[71] 

Mmp9 chrXII:10684220-10754257 DTP 2, Flank skin Tooth plate shape Tooth development, bone 
development [72,73] 

Itga5 chrXII:7057481-7113347 DTP 1 Tooth plate shape Tooth development [74] 
Wnt5a chrXII:8202228-8410911 DTP 1, Flank skin, 

VTP 1 & 2, Mandible 1 
Tooth plate shape, dentary 

shape 
Tooth development, 

facial 
development[44,45] 

Tgfbr1b chrXXI:3449938-3520071 VTP 1, DTP 2 Tooth plate area, tooth 
plate shape 

Tooth development [75] 

Sulf1 chrXXI:9696109-11646044 DTP 1, VTP 1 & 2, 
Mandible 2, eyes 

Tooth plate shape, jaw 
shape 

Tooth development, 
skeletal 

development[76,77] 
Bmi1a chrXXI:9696109-11646044 VTP 1 Tooth plate tooth number, 

tooth plate shape 
Tooth development [78] 

Mllt10 chrXXI:9696109-11646044 DTP 1 & 2, VTP 1 & 2 Tooth plate shape, tooth 
plate tooth number 

Craniofacial 
development[79]  

1QTL data: Miller et al. [22], Cleves et al. [6], Erickson et al. [39]625 
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