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Pandit [2] database: among the 36 possible reading frame pairs, the real one is the most conserved
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e Prediction of common secondary structure with Carnac e Prediction of correct reading frames with Protea
e Multiple alignment with Gardenia e Reverse translation of multiple alignment build by ClustalW |3] on predicted amino acid sequences
Reference alignment from BRAIliBase Reference alignment from Pandit
GGAGAGATGGCTGAGT-GGACTAAAGCGGCGGATTGCTAATCCGTT-GTACAATTTTTTTGTAC--CGAGGGTTCGAATCCCTCTCTTTCCG TGCAGCCCCCGGGAGGGCCAGCCCGCCTGCAGCCAGCGGGGCGAGTGCCTG-————- TGTGGCCAATGTGTCTGCCATAGCAGTGACTTTGGCAAGATCACGGGCAAGTACTGC
GGGGGTGTAGCTCAGT-GGT--AGAGCGCATGCTTTGCATGTATGAG--————-—-—-—-——-——- GTCTTGGGTTCAATCCCCAGCATCTCCA TGCCGGTCACCTGAAAACAACGAAATCTGCAGTGGAAACGGACAATGTGTA-—-——- TGTGGACAATGTATGTGTAACTCTGACGATGACCGCCACTATAGTGGCAAATACTGC
GCGCCCGTAGCTCAGCTCGAT-ACAGCGCTGCCCTCCGCAGGCACAG———————— GTCACACGCTTCCAATCCTCTCCGCGCGCA TGTTTTGGAAAAGGATCC——————-—- TGTCATGGAGATGGAAGCCGCGAAGGCAGT---GGAAAGTGTAAATGTGAGACTGGA-——————————= TATACTGGAAATCTATGC
GGGTTATTAGCTCAGTTGGTT-AGAGCACACCCCTGATAAGGGTGAG-———-————————————- GTCCCTGGTTCAAATCCAGGATAACCCA i
TCCTCAGTAGCTCAGT-GGT--AGAGCGGTCGGCTGTTAACCGATTG-———-————-————-—- GTCGTAGGTTCGAATCCTACTTGGGGAG ClustalW alignment

TGCAGCCCCCGGGAGGGCCAGCCCGCCTGCAG-CCAGCGGGGCGAGTGCCTGTG GACTTTGGCAAGATCACGGGCAAGTACTGC
TGCCGGTCACCTGAAAACAACGAAATCTGCAG-TGGAAACGGACAATGTGTATG GATGACCGCCACTATAGTGGCAAATACTGC

ClustalW alignment ~——~TGTTTTGGAAAAGGATCCTGTCATGGAGATGGAAGCCGCGAAGGCA——-G TATACTGGAAATCTATGC-----------
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GTACAATTTTTTTGTACCGAGGGTTCGAATCCCTCTCTTTCCG
GGTCTTGGGTTCAATCCCCAGCATCTCCA-————————————— Protea alignment

GGTCACAGGTTCGAATCCTGTCGGGCGCA-=======——==—~ CCCCGGGAGGGCCAGCCCGC ---GAGTGCCTGTG
TCACCTGAAAACAACGAAAT —-——CAATGTGTATG
--------- GGAAAAGGATC AGCCGCGAAGGCAG

GGTCCCTGGTTCAAATCCAGGATAACCCA-————————————
GGTCGTAGGTTCGAATCCTACTTGGGGAG--————————————

Gardenia alignment on Carnac prediction

-—-GGAGAGA -TGGACT GTACAATTTTTTTGTACCGA GAATCCCTC---TCTT .

GGGGG-TG- ~TGG—-T e C-TT ~AATCCCCAGCATCT-- For experimental results, see our papers

GCGCC-CG- CTRgA-T S — C-AC GAATCCTGT-CGGGC—- Protea [4], Carnac [5, 6] and Gardenia [7] are freely available from our web server
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