


Figure 1: MIS Library Comparison Chart For A Good Match

Strain A:

CLIN40 Staphylococcus  . . . . . . . . . . . . .0.762

S. epidermidis  . . . . . . . . . . . . . . . . . . . .0.762
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Figure 2: MIS Library Comparison Chart For An Atypical or Low Match

Strain B:

CLIN40 Staphylococcus  . . . . . . . . . . . . .0.454

S. epidermidis  . . . . . . . . . . . . . . . . . . . .0.454
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Gaussian Distribution

Another way of visualizing the Similarity Index is by looking at the
Gaussian Distribution of a population trait (in this case, fatty acid
composition). In Figure 3, the perfect mean percentage for all fatty
acids in a single species entry (no variance on any fatty acid) is the
line at the center. The Similarity Index for a strain that falls on this 

line is 1.000. As the variance increases, the strain falls farther and
farther from the line and the Similarity Index drops. As you can see
in Figure 3, a strain with a Similarity Index of 0.600 fall three stan-
dard deviations from the mean.

1δ

2δ

3δ

S.I. = 1.000

S.I. = 0.600

Interpreting Similarity Index

You should use the following guidelines when interpreting the MIS
Similarity Index. Strains with a similarity of 0.500 or higher and with
a separation of 0.100 between the first and second choice are con-
sidered good library comparisons. If the Similarity Index is between 

0.300 and 0.500 and well separated from second choice (> 0.100
separation), it may be acceptable but an atypical strain (falling very
low on the normal distribution curve in Figure 3). Values lower than
0.300 suggest that we do not have the species in the database, but
indicate most closely related species.

Figure 3: Gaussian Distribution




