
modERN omnibus Gdoc

• Dmel sheets: marked by red
– modENCODE_Dmel

• Still need to populate with data from my spreadsheet

– modERN_Dmel

– modERN_Dmel_post_freeze

– Dmel_controls

– Dmel_post_processing
• Information on where to get other items eg: HOTregions

• Cele: marked in blue
– Equivalent sheets to Dmel

https://docs.google.com/spreadsheets/d/1boU9ptNpw28ddsN4v1RIJgWtg-yTbGGSkiplCksx6wI/edit?usp=sharing
https://docs.google.com/spreadsheets/d/1boU9ptNpw28ddsN4v1RIJgWtg-yTbGGSkiplCksx6wI/edit?usp=sharing


Omnibus modERN Dmel Sheet
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1: typical metadata
2: includes stock reference
3: location on IGSBmod server

4: DCC info, need to make link
5: Processing results for both genomes



Omnibus modENCODE Cele Sheet
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1: typical metadata
2: file used, or not
3: location on IGSBmod server

4: DB info, old and new
5: Still working on uploading
6: run data for both genomes

Need to split into sheet with Lou’s list and sheet with et alia



Progress Summary

• Dmel:
– Old Dmel data run, need to 

double-check datasets and 
files used

– Some modENCODE fastq’s
uploaded to DCC
• Need to finish.

– ~25 new modERN datasets 
need to be uploaded

– ~4 modERN datasets 
awaiting release for Ab290 
vs GoatV comparison

– 17 sets awaiting 
sequencing

• Cele:
– See if “non-Lou” data is 

good, decide on uploading 
(80 datasets not registered 
by Esther, but some might 
be on the list)

– Create new DCC replicate 
objects to finish uploading 
old data (~20)

– 3 new datasets not loaded
– Ab comparison for 20 sets 

to be released
– 12 sets in pipeline at UofC



Typical ChIP-seq Experiment
signal over chromatin input

encoding encoding

Untagged TF Tagged TF

wt fly

Collect x-linked sheared chromatin

IP using GFP-AbIP using TF-AbIP using GFP-Ab

?
?

Total Chromatin InputTotal Chromatin Input

Typical modERN Experiment 
signal over chromatin input

wt Control Experiment
signal over chromatin input

123

wt subtracted Experiment
signal over wt IP
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2 Questionable Datasets
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TFAM, mitochondrial TF

Usf

1) Chromatin extract input, 1801 peaks

1) Chromatin extract input, 2827 peaks

4) wt IP for input

4) wt IP for input, 8 peaks



2 Good Datasets
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CG18011

Su(Hw)

1) Chromatin extract input, 3177 peaks

1) Chromatin extract input, 5475 peaks

4) wt IP for input, 482 peaks

4) wt IP for input, 2416 peaks

E=2.3e-119

Reported Su(Hw) motif

MEME predicted Su(Hw) motif with top 50 peaks

MEME predicted CG18011(C2H2 ZF) motif with top 50 peaks E=2.4e-069



Final items

• Tried comparison between TF-Ab vs GFP-Ab, both wt-IP 
subtracted.
– Motifs in GFP matched expected motifs when available
– TF-Ab was new IPs not from modENCODE, matched wrong 

genes, and ¾ matched phol/PRE motif

• Plan on trying to subtract wt-IP datasets generated 
with Abcam GFP-Ab and FLAG-Ab from TF data.
– Both have >50% overlap in peaks with GoatV.
– Same peaks remain compared to GoatV.

• Expand MiMIC lines with GFP-FLAG tag.
– Will same peaks remain when wt-FLAG-IP is subtracted 

from TF-FLAG IP?
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