
Step 1 : BLASTZ each exon against the stickleback 
non-exonic genomic sequence.
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Step 2 : keep only hits on the recycled locus (RL).
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Step 3 : keep only if one hit per gene on the RL.
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Step 4 : keep only if a developmental gene is kept in 
synteny with human on the RL.

Step 5 : Manually remove hits with EST or 
gene evidences in teleost fish, 
remove hits with complete ORF,

keep only hits with a developmental 
gene less than 100kb away and 

not more than 5 genes in between.

Figure S1 Eichenlaub and Ettwiller 2011

(locus with no annotated gene)

282,599 human exons

145,095 human exons
with at least one hit

5,375 hits

258 hits

4 high confidence
candidates

891 hits


