Additional file 10

Protein-level alignments of intron gain retrogenes (“Sbjct) and their parents
(“Query”) by GeneWise [S1].

Each alignment shows the protein sequence of the parental gene on the first line,
followed by a line indicating the similarity level of the match followed by a line
representing the translation of the DNA sequence of the retrogene. If the intervening
sequence of the retrogene is long, it is indicated in the square brackets. If the
intervening sequence of the retrogene is short and not divisible by 3, it is indicated by
'I'. (for specifics, see the description of the output format of GeneWise
(http://www.ebi.ac.uk/Tools/Wise2/)). Red downward arrows indicate the exon-exon
borders of parental genes and the blue upward arrows and connecting lines mark the
new intron in the retrogene. In XXyac-R12DG2.2, the retrogene is also annotated to
be embedded near the 3° end of an ncRNA gene candidate (LOC100190939,
Additional file 12). In CSMD3, the green upward arrows and connecting lines mark
the intragenic region in the retroposed sequence. The retrogene is an alternative
translation start point (Additional file 12). In WBP2NL, the retrogene is located in its
first intron, but could be transcribed at sometimes (Additional file 1 and 2). Besides,
the intronic region at XXyac-R12DG2.2 and AC019016.1 could be spliced in two

patterns.
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