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SAM: Sequence Alignment and Map format
BAM: Binary SAM

7/ LIgEDEWSREELS (template) XL TR
RO—DIT oY —LGENLFEONLSZHDFEIE
BESl (read) DT A ANNERIAT 54— 7‘J|~

Coor 12345678901234 5678901234567890123456789012345
ref  AGCATGTTAGATAA**GATAGCTGTGCTAGTAGGCAGTCAGCGCCAT

e

+r001/1 TTAGATAAAGGATA*CTG

T ATALS] AANANANCATANXCATA

rool 99 ref 7 30 8M214M1D3M = 37 39 TTAGATAAAGGATACTG *R
+r004 ) ATAGCT . . ..o ... TCAGC

-r003 ttagctTAGGC

-r001/2 CAGCGGCAT

http://samtools.github.io/hts-specs/SAMv1.pdf &Y X ZE
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