D. melanogaster mRpL34

>Chr 2R:11613850..11614300 (52E4)

cttaacatgctgcaaggaatgctccaaaggcgagtaaataatgaatataccatttatttt
gagtggtataataacatacattggcattgcaggacctgcctggcggttgtcagcaccgca

caaactctaatcgtgcgggataagcacgctttcaaccgggcggtgctgaaaccgaaagta

cgctgccattttccgaaacccatggaggtgaagagaattaatgtccacggctggaatgct

aggatgtcgacgcctgagggacgacgagtgctgatgaaccggatcctcaaaggacgtcac
aatttgtcacactagCCTTGTGTTAATAAACCTAACTTTATTTACAATGTTATCCGATTG

CGATTGCTACAGTAAGCTCAGTTTTAGTTTCGTTGATTCGCTGGTACTCCCAGAAAGGCT

GGCGCTCGATGGTAGATCTGCTGAATACTCT

Green: initiating ATG (first one has better Kozak sequence)

Red: Stop codon

Yellow: polyA site

Light blue: tBLASTn hit using human MRPL34 refseq sequence (expect value of 6e-07)

Italics: mRpL34 intron

Bold: mRpL34 CDS

Underline:mRpL34 ORF

Capitals: 3’UTR from adjacent gene running on opposite strand.

Gene structure deduced from GM18188-5’ EST
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Predicted protein:

MLQGMLQRTCLAVVSTAQTLIVRDKHAFNRAVLKPKVRCHFPKPMEVKRINVHGWNARMSTPEGRRVLMNRILKGRHNLSH

