40 novel protein coding loci with
multiple peptides that are linked to
in-frame initiation start codons
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CUG start codon, Stong Kozak
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CUG start codon, Stong Kozak
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AUG start codon, Moderate Kozak
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ACG start codon, Stong Kozak
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GUG start codon, Stong Kozak
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CUG start codon, Stong Kozak
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GUG start codon, Stong Kozak
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AP1S1 (retained intron)
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