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Consider the following data, saved into the space-separated file casp13.txt.

1. (2 points) What is the output of the following two commands?

(a) cat casp13.txt | sort | cut -c 1-7 | sort -u | head -2 | wc -l

(b) cat casp13.txt | sort | cut -c 1-7 | head -2 | sort -u | wc -l

2. (2 points) What is the output of the following command?

cat casp13.txt | grep "^>" | grep 4 | wc -l

3. (3 points) What is the output of the following command?

cat casp13.txt | awk -F ’,’ ’$0 ~ /^>/ {print $1}’ | sort -u | wc -l

4. (3 points) What is the output of the following command?

cat casp13.txt | sed ’/^>/d’ | sed ’/^M/d’ | wc -l


