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Analyze Dahlquist 
Lab’s microarray 
data using 
ANOVA

Perform clustering 
mapping, and 
analyze GO terms 
with STEM 

Choose 
transcription 
factors using 
YEASTRACT

Generate input 
workbook to 
create models 
using MATLAB

Analyze models 
for trends

Use GRNsight to 
create gene maps

Make initial 
estimations using 
the differential 
and least squares 
equations

In silico: deletion 
of weak 
relationships
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ANOVA Test on wild type shows presence in significant change 

except for Bonferroni correction







Profile 9 Profile 28

Small molecule catabolic 
process

Cellular amino acid biosynthetic 
process

Bounding membrane of 
organelle

DNA binding transcription factor 
activity

Endoplasmic reticulum to Golgi 
vesicle-mediated transport

Adenyl ribonucleotide binding

Protein transport Response to stress

Vesicle-mediated transport Active transmembrane 
transporter activity

Organelle subcompartment Ligase activity





1.4244



Profile 28 LSE:minLSE ratio:

1.5738
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Week 7 Assignment:

Dahlquist, K., & Fitzpatrick, B. (n.d.). BIOL388/S19:Week 7. Retrieved from 
https://openwetware.org/wiki/BIOL388/S19:Week_7

Gene Ontology Resource. (n.d.). Retrieved February 20, 2019, from 
http://geneontology.org/




