S4 Table. Statistical Analysis of Over- and Underrepresented Amino Acid throughout MgpB
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The MgpB protein from M. genitalium G37, analyzed by SAPs, identifies over- or under-represented amino acids in the full-length
sequence (shown to the left of the thick black line), or within overlapping fragments of ~240 aa each (shown individually to the right).
In the chart above, red cells noted with a “+” or “++” identify amino acids overrepresented compared to >95% or >99% of proteins
within the reference set, respectively. Similarly, gray cells highlighted with “-* or “--“ indicate amino acids underrepresented compared

to <5% or <1% of proteins within the reference set, respectively. Each region was compared to reference sets of B. subtilis (“B. sub’),

E. coli, or a random sample of proteins in the PDB database (“all”’) reference sets.



