Can Fusion Transcript between a transposable element and an exon
generate pIRNAs in mouse (Mus musculus)?
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Introduction Hypothesis

There are fusions between Repeated Element and exons, which are related to diseases, for piRNAs alignment across the junction point support the transcription of Fusions Transcription.
example: Agouti gene in mouse (Mus musculus). \What evidences might support the recently

Fusion Transcript (FTs) found by Wang et al 20167
Methodology
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Figure1: Agouti Mice: Mice with different coat colors (a). The yellower, the larger and more
propense to diabetes and other genetic diseases (b). Below: Yellow Agouti mutation: Transcript
Fusion responsible for Yellow agouti phenotype.
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Figure2: Diagram showing the alignments made and the filters used.
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Figure 4: Graph (A) showing the proportions of pIRNA aligned along the fusions. Respects the same-color code as in figure 3. (B) Graph which shows the pIRNAs that aligned through the junction point.(C)
Summary box of the amount of pIRNA obtained in each stage. (D) Multiple alignment of pIRNA and FT gene Sbf2, left repeated element (RE), right side exon (Exon) and center pIRNA. (E) Multiple alignment
of pIRNA and two FTs of the Mtf2 gene. In the first FT is the exon (Exon) in the left part and to the right the repeated element (RE). In the second FT to the left is the repeated element (RE) and to the right

the exon (Exon).

Conclusions Questions

1) There are piRNAs that align across the junction point of the fusion, AND doesn't align to -Might FTs originate piRNAs?
any mMRNA and genome. -Might these variants be transcribed during germline development, when pIRNAs are
2) One pIRNA sequence at one junction point of the FT. active?
3) Differents piIRNAs might map along one FT, but only one maps across the junction point. -What FTs might be transcribed during development?
4) Which means theare are specific piRNAs to control fusion isoforms of genes that include
RE.

MOLECULAR BIOSYSTEMS CONFERENCE EUKARYOTIC GENE REGULATION AND FUNCTIONAL GENOMICS September 23-26, 2017 by Bairon Exe Hernandez Rojas

Acknowledgements: The authors would like to thank FONDECYT Grant 11140869

sefoy zapueulaH ax3 uolleg Aq /| 0Z '9Z-€7 J2quwiaidas SOINONIO TYNOILONNL ANV NOILYINO3H INTD DILOAEYMNT JONTHIINOD SWILSASOIE v INII 10N



