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The formula for calculating the height of the information logo.

The information content (y-axis) of position i is given by:
for amino acids,

R; =1log,(20) — (H; +e,)
for nucleic acids,

R; =logy(4) — (H; + ey)

where H; is the uncertainty (sometimes called the Shannon entropy) of position i
t
Hy == foi xlog, foi
b=1

Here, fi; is the relative frequency of base or amino acid b at position i, and e, is the
small-sample correction for an alignment of n letters. The height of letter b in column
11s given by

height = f,; x R;

The approximation for the small-sample correction, e, is given by:

1 s—1
e, = —

X
In2 2n

where s is 4 for nucleotides, 20 for amino acids, and n is the number of sequences in

the alignment.
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