
Identification of putative non-coding polyadenylated transcripts in Drosophila melanogaster
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Fig. S1 Multiple sequence alignment of D. melanogaster pncr003:2L RE28911 cDNA (D. mel., top sequence) and predicted orthologous 
transcripts from D. pseudooobscura (D. pse., middle sequence) and D. virilis (D. vir., bottom sequence). Bases are color-coded as 
follows: A, red; C, blue; G, orange; T, green. Positions of nucleotide identity across the 3 Drosophila species are indicated 
by asterisks. Positions of primers used in D. pseudooobscura and virilis RT-PCR reactions are indicated by black bars.  
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