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Fig. S4. Distribution of cDNA sizes among libraries. 
For each library, 70-90 randomly selected PCR 
products were ran on ethidium bromide stained 1% 
agarose gels. The sizes in Kb were then measured 
and plotted against percent clones of each size in 
0.5Kb bins. 

Fig. S6. Homology analyses of zebra finch cDNAs to 
another avian species (chicken) and a mammal 
(human). y-axis shows the percent of clusters that 
have at least one clone with identity hits of 100bp or 
more, at greater than 70%, 85%, and 95% identity, 
out of 4,738 clusters total. These numbers are 
underestimates, since the coding sequence of cDNAs 
larger than 1.8Kb will be underrepresented (we 
sequenced ~0.9Kb of the ends), and coding sequence 
usually has higher identities across species. The 
database sources are NCBI nucleotide, BBSRC 
chicken transcriptome, and TIGR chicken EST 
(URLs in section 3.6.6). 


