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Figure S3. Errors in automated annotation of the circadian gene arntlla in P. albipinna genome assembly. The gene is
oriented in the reverse direction. The 25,225 bp to the right the red dashed line is the gene model in NCBI. Manual
inspection found a repeated section of sequence upstream of a 1kbp gap spanning a second copy of exons 2 through 9,
resulting in an 806 aa protein that is over 150 aa longer than typical arntlla. This repeated segment likely resulted from
genome assembly error. Also, the gene model is truncated , ending at an atypical stop codon at exon16. Manual
annotation of adjacent sequence (left of the red dashed line) recovered the last two coding exons. The complete 18-
exon gene (excluding the repeated e2-€9) is structurally intact, and yields a translated protein of 638 amino acids.


https://www.ncbi.nlm.nih.gov/nuccore/CM053250.1
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