
 

 

 

  



 

 

Supplementary Figure 1. Linkage map with eye QTL. Figure adapted from Figure S1 produced 

by1. Yellow: Markers present in the Astyanax mexicanus 1.0.2 genome assembly. Orange: 

Markers which we were unable to locate in the current draft genome. Blue: Locations of QTL for 

eye-size, lens length, or thickness of various eye layers. The linkage group number that is 

underlined and in bold in our key, is the linkage group represented in the Figure and 

corresponds to the linkage groups in 1,2. We give the citation of the studies that contributed to 

each QTL and the names of the linkage groups in those studies, as naming of linkage groups is 

not consistent across studies. We detail cases below where other scaffolds with additional 

markers under the QTL (indicated by other maps) were also included, even if those particular 

markers are on displayed on this map.  LG1: LG43, LG54,5; TOP LG2: LG21, LG74, LG22, LG84,5. 

BOTTOM LG2: LG64,5, also scaffolds including NYU27 and AM134b which are not on this map 

but were included in analysis because they are within the QTL. LG3: LG114, also scaffolds 

including Am224A and Am205B which are not on this map but were included in analysis 

because they are within the QTL. LG4 Top QTL LG42, LG144. LG4 Bottom QTL: LG134,5, so 

many markers were included because all were on the same scaffold. Scaffold containing NYU 

24 was also under QTL, but not on map, and genes on that scaffold were included in the 

analysis. LG6: LG62. LG7: LG71, LG44,5. LG16: LG162, LG154. LG17: LG172. LG174. LG18: LG254. 

LG21: LG274, also included genes on scaffold containing marker 223C which is not on map 

displayed here but was under the QTL. LG23: LG194,5, LG24: LG241. Lastly, there is a QTL that 

is likely on LG10 on this linkage map that is localized to marker NYU14 and on LG20 in4,5. 

 

  



 

 

 
 
Supplementary Figure 2. Expression patterns of otx2. Whole gels showing semi quantitative 

RT-PCR (a) 18S rRNA and (b) otx2 mRNA in surface fish (SF) and cavefish (CF) at 40 hours 

post-fertilization with size standards. Identical data to what is shown in Figure 4 but this figure 

includes the entire gel with a molecular weight scale. 
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