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Abstract
1. Introduction
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Fig. 1 User tree with contracted nodes and gene scoring. Tree showing several taxonomic nodes contracted to rank class. The edited user tree shown has Tracheophyta as the root node and tips shown as open boxes. On the right, the observed distribution of the eight high-scoring GOBASE genes among the tips is shown by solid boxes.

2. Algorithm
	Method
	Algorithm

	Equal taxon weighting (1991)
	1/k * 1/m…
k, m, …: number of children at each node between root and tip

	Vane-Wright (1991)
	1/(2*n)

n: number of nodes between root and tip

	May (1990)
	1/(k + m + …)

k, m, …: number of children at each node between root and tip

	Pairwise unique (1991)
	Ui + Uj + 1

Ui, Uj: number of unique nodes for tip i, j respectively

	Pairwise shared (1991)
	1/Sij
Sij: number of shared nodes for tip i and j


3. Result
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Scoring method

Gene Fqual taxon  Vane-Wright _May  Pairwise  Pairwe
weighting unique red

coxl 8206 2162 2873 1033 1486
nads 9060 1746 2627 880 1306
cox3 6841 1787 2413 912 1202
nadl 4478 998 1398 536 752
nad? 2978 666 932 386 566
rns 155 625 525 200 250

nad3, rpsi2 343 541 496 200 232
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