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216 – awk formatting

Create the korn or bash shell script. This script takes a file on standard 
input, and sorts each of the words in each line. For each word (in sorted 
order), it outputs the line number(s) (in ascending order) that contain the 
word. It skips lines whose first word starts with the '#' character. It 
should not print out the same line number twice for the same word. 

Thus, for the following file: 





    #****** sed '/^$/d' geh    #delete empty lines

$ cat geh

# Beginning 


    #****** sed '/^#/d' geh   or grep '^[^#]' geh

I am Sam

I am Sam

Sam I am

   That Sam I am   That Sam I am    I do not like that Sam I am

 # end

$ 

the output of the script should be the following: 

$ printword < geh

I: 2, 3, 4, 5

Sam: 2, 3, 4, 5

That: 5

am: 2, 3, 4, 5

do: 5

like: 5

not: 5

that: 5

$
-----------------------------------------------

#! /bin/bash

USAGE="Usage: sam1 < file"

#(( $# != 0 )) && { echo $USAGE; exit 1; }

if [ "$#" -ne 0 ]; then

   echo $USAGE ; exit 1

fi

grep -v '#' | tr ' ' '\12' | sort | uniq > uniqwords

for word in $(cat uniqwords) ; do

  set $(awk '/'$word'/ { print NR }')

  echo -n "$word: $1"

  shift
  for num in $* ; do

#print commas
    echo -n ',' $num

  done

done

#END OF sam1
-------------------------------------------- much simpler - without commas
#! /bin/bash

USAGE="Usage: sam2 file" 

#filename as an argument $1

grep -v '#' $1 | tr ' ' '\12' | sort | uniq > uniqwords

for word in $(cat uniqwords)

do

   linenumber=$(awk '/'$word'/ { print NR }')

   echo $word: $linenumber
done
#END OF sam2
--------------output:

$ sam3 geh
am: 2 3 4 5

do: 5

I: 2 3 4 5

like: 5

not: 5

Sam: 2 3 4 5

That: 5

that: 5

--------------------------------------

#! /bin/bash

USAGE="Usage: sam3 < file"

grep -v '#' | tr ' ' '\12' | sort | uniq > uniqwords

for word in $(cat uniqwords)

do

  awk '/'$word'/ { print $1, NR }'

done
#END OF sam3
