AccuBLAST® Identification Report Guide

Interpretation
Sample C1125190-20110621014 has a closest match of Arthrobacter flavus and links directly to it in the Neighbor Joining

Tree. Both the sample sequence and its closest match have identical sequences in the first 500 base pair region of the
16S gene. The result is Arthrobacter flavus, with a Species level of confidence.
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14. The 1.580% value is the length of the line next to it; similar to a legend on a map, it provides a horizontal distance
scale for the Neighbor Joining Tree; the % value is somewhat arbitrary but falls between the % differences of the 1st and
10th closest matches

15. Neighbor Joining Tree — visually represents the genetic differences between your isolate and its 10 closest matches
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