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Transposable Elements (TEs) are selfish genetic units with the ability to DPLG1-KO flies exhibited a decrease in embryonic viability but an increase in postembryonic viability, compared to the control
move and increase their copy numbers within a host genome, often at the (w!118) flies. DPLG4 knockout flies showed significantly lower viability in both embryonic and post-embryonic stages.
expense of the host (Casola et al. 2007). However, TEs can benefit the host TSD| TIR (—'TPase -~ TIR | TSD RNA-Seq analysis from ovaries of mutant flies showed a significant
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molecular domestication” (Feschotte and Pritham ) x g ” with positively correlated change in expression. Several upregulated
We have found several PIF/Harbinger TE-derived genes in insects (Markova " @ s " . e o and downregulated genes associated with piRNA pathway were also
et al. 2022; Casola et al. 2007). In Drosophila, there are seven PIF TE- . 7 Nucleus £ P found among DE genes in DPLG1-KO ovaries.
derived genes known as Drosophila PIF-Like Genes (DPLG1-7). Only four ?vtop': : : : ) In both DPLG1-KO or DPLG4-KO ovaries, various TE families showed
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Figure 3: DPLG1 and piwi are located in head-to-head
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DPLG4 show high expression in gonads (mainly ovaries) and nervous system (Brown et al., 2014; Casola et al. 2007). 100 , | | |
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bp upstream of piwi. Piwi is @ major protein in piRNA . Overlay Figure 7: (A) Number of upregulated and downregulated genes
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Germ cells and ™\ associated with general development, nervous system Future Experiments: We aim to further analyze telomeric elements

] . . . somatic cells : 4 development, oogenesis, and gamete generation, while : : : -
Conclusions: DPLG1 or DPLG4 tagged protein localization with DNA ' downregulated DE genes were related to translation, metabolic in KO flies using qPCR to assess copy number changes, expression,

in the nucleus of ovarian cells suggests their role as regulators of orocesses, and electron transport chain). etc., and investigate the co-localization of DPLG1 and DPLG4 with
transcription. We propose that DPLG1 and piwi might share [ telomere proteins through immunostaining.

regulatory elements and be functionally associated.
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