Additional file 5.  
Euclidean distance matrix of 55 specimens with 52 selected genes using different seriation algorithms. 
In order to evaluate the performance of the GAP elliptical seriation algorithm on the Euclidean distance matrix of 55 specimens with 52 selected genes, five other permutation schemes are also tested to sort the same matrix. (a) Original order of NC(11)-AS(11)-RS(33); (b) Average-Linkage-Hierarchical-Tree permutation with input order in (a); (c) One-dimensional Self-Organizing-Map order; (d) Average-Linkage-Hierarchical-Tree permutation with input order in (c); (e) GAP elliptical order; (f) Average-Linkage-Hierarchical-Tree permutation with input order in (e). Total 55 samples of AS (red ●), NC (blue █) and RS (red ○) are indicated.
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