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HW1 Bits and Bobs
Can use the `time`
command if your 
program is a binary



HW1 Bits and Bobs

report ”real time”,
not usr or sys time



HW1 Bits and Bobs
Otherwise, most 
languages have 
convenient ways time 
things



HW1 Bits and Bobs
Make sure you’re getting 
the same numbers from 
the example datasets,

“non-alphabetic” 
characters does not 
include spaces

“*” means any 
nucleotide

be careful with 
upper/lower case.



HW1 Bits and Bobs
For each suffix in in sequence 1:
 
 Find the longest match
 
 Add 1 to the bucket 

corresponding to that length 

What does it mean for match 
length 1 to have 1 entry? What is 
happening at match length 7?



HW1 Bits and Bobs
“Number of match 
strings” only counts 
unique strings…

But! Each unique 
string might occur in 
multiple places.



HW1 Bits and Bobs
Just copy-paste your source 
code here.

Don’t need build 
instructions.



HW1 Bits and Bobs
Run your program on the 
provided example files

You can use `diff` to 
check differences 
between the template 
and  your output.

Many IDEs also have 
visual ways to compare 
files.



HW1 Bits and Bobs
Thinking ahead? HW2

 Simulate some random sequences, save as 
a fasta files.

 Run HW1 on the simulated sequences!

Can you structure your HW1 program such 
that it’s easy to swap files in and out?



HW1 Bits and Bobs
Please! Put your name and the assignment 
number in the file you submit!

Something like:
young_hw1_2026.txt

Submission is just an email to Phil and myself.


