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Questions | have:

1. Using Keynote — Tried exporting to PPTX, but
graphs are getting pixelated. Not an issue in
KeyNote or a PDF. Please advise.

1.1 checked, and this PDF prints to the correct size.

2. Made title larger and got rid of the “R”.

1.1 feel like something Rutgers related should be
there, so added the knight.

2. Want to keep the fly/Transposons image as it
shows our model organism and the field of

TES RANGE FROM 12% 10 37% OF FLY GENOMES.

Add your information, graphs and images to this section.

Add your information, graphs and images to this section.

genetics we are 1n.. A your information, raph and images o thissecin,
3. Defined TEs and rechecked any grammatical or orimmm s s
C le I'] Ca l e I'I'O I'S . TES RANGE FROM 12% T0 37% OF FLY GENOMES.

4.| can see the lines when I’'m zoomed out as well,
pbut when | zoom in, | don’t see them anymore.
1.1 do not intend for the lines to be shown, but they
seem to be appearing in the PDF.
5.1 have attempted to shrink crowded panels, but |
still need that data to be shown.



