Genome 540 Discussion

Jan. 2214 2026

NNNNNNNNNNNNNNNNNNNNNN



Histograms!

® ® 3 ~/G/0/genome 540

hex /~/G/0/genome 540/ ¢ cargo run --bin hwl --release
Compiling hwl v0.1.0 (/Users/youngk/GradVault/04-Classes/genome 540
/hwl)
Finished “release’ profile [optimized] target(s) in 0.61s
Running " target/release/hwl’
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HW?2 Questions?



How Is question 4 different
from HW17?

You found the gene where the sequence is found,
but what biological feature might it correspond
to? Where in the gene is it located? Is it coding

sequence? Is it not? Same in mouse and
humans?

Why this particular 217 base pairs?



Demo!

Use UCSC genome browser and/or BLAST

to add custom tracks:
chr12 120495938 120496409



Demo!
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