Unix command review homework questions (Week 8)

Instructions: Type your answers to the following 3 questions in the boxed blue form space
provided. Save your answers and upload to our GradeScope site. There are 10 total points on
offer. You can use any resources but please no communication (electronic or otherwise) with
your fellow students regarding these questions. Thank you!

Q1. [6pt] List the UNIX bash shell commands to:

- open a secure shell on a remote machine:

ssh username@hostname

- make a new folder in your home area called "test":

mkdir test

« download this file "https://files.rcsb.org/download/5P21.pdb.gz":

wget https://ffiles.rcsb.org/download/5P21.pdb.gz

 unzip/decompress it the file:

gunzip https://files.rcsb.org/download/5P21.pdb.gz

« print to screen the first 6 lines:

zcat https://files.rcsb.org/download/5P21.pdb.gz | head -n 6

« print to lines beginning with ATOM to a new file called "coords.pdb":

grep "ATOM" > coords.pdb

Q2. [3pt] List the UNIX commands to copy securely the file "myaln.fa" in your current
working directory to your home area on the remote machine "biglabcluster.ucsd.edu":

scp ~/myaln.fa me@biglabcluster.ucsd.edu:~/.



http://biglabcluster.ucsd.edu

Q3. [1pt] The alignment file “myaln.fa” is not in your current working directory but it is in your
“Downloads” directory. Write the R code to import this alignment to the named object “aln”
using a function from the bio3d package.

aln <- read.fasta("~/Downloads/myaln.fa")




Q30. [5pt] The
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