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samtools view -Sb pdbbam.sam | samtools sort > pdbbam.bam
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bedtools coverage -hist —-abam pdbbam.bam -b refFlat.bed >
pdbbam. coverage. txt

samtools 0.1.18 Li H et al. Bioinformatics 25(16):2078-9, 2009
BEDtools 2.150.0 Quinlan AR, Hall IM. Bioinformatics 26(6):841-2, 2010
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Carbonic Anhydrase (CA6) PDB ID 3FE4

H>-CO3 = CO> + H50.



SH3 and cysteine domain-containing protein
isoform 1 (SPTA1)
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PDB 2IMG: Crystal structure of dual specificity
protein phosphatase 23 from Homo sapiens in
complex with ligand malate ion
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