


FASTA FORMAT

Description >Sequence1
Sequence   AAATGACATCAGCAACATACCAAGTTTC
Description >Sequence2
Sequence   CTATCCTTACGTTAGAATCGCATCGTGG

● Plain text of nucleotide sequences or peptides

● Sequences represented with single-letter codes.

● Single-line description, marked by “>” 

● Description is followed by lines of sequence data

● Often sequence lines are wrapped to 80 
characters in length.

FASTQ FORMAT

Description @Sequence1
Sequence   AAAGGACAGCAGCAACATACCAAGTTTC
Info             +
Sequence   G=CGG=GG=GCCCGGCC=GGGCGCGJ$

● Plain text of nucleotide sequences

● Sequences represented with single-letter codes.

● Single-line description, marked by “@” 

● Description is followed by lines of sequence data, 
then info line and finally quality (encoded) line.

● Not wrapped



Phred 
Q

P(incorrect) Base call 
accuracy

10 1 in 10 90%

20 1 in 100 99%

30 1 in 1000 99.9%

40 1 in 10000 99.99%

50 1 in 100000 99.999%

60 1 in 1000000 99.9999%
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/^>/  {

print s ? s "\n" $0 : $0;

s = “”;

next;}

{

s = s $0;

}

END {

if (s) print s;}

Find lines that start with “>”     ➟➟➟➟➟➟➟➟➟  

Print s + EOL + line if s is set  else print line ➟➟ 

Reset s to empty string   ➟➟➟➟➟➟➟➟➟➟➟➟  

Seek for next entry that matches pattern  ➟➟➟ 

Append lines that do not start with “>” into s   ➟ 

Before the program ends, this block print the 
last s stored  ➟➟➟➟➟➟➟➟➟➟➟➟➟➟➟➟➟➟  

>Sequence1
AAATGACATCAGCAA
CATACCAAGTTTCTAC
GTTAGAATC
>Sequence2
CTATCCTTACGTTAGA
ATCGCATCGTGG

➟

➟



★



https://bioinf.shenwei.me/seqkit/


https://github.com/stephenturner/oneliners
https://www.grymoire.com/Unix/index.html
https://wiki.bash-hackers.org/scripting/tutoriallist



