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10./ É. Czabarka, O. Sýkora, L.A. Székely, I. Vrťo: Outerplanar crossing numbers, circular arrange-
ment problem, and isoperimetric functions. Electronic Journal of Combinatorics 11(1), 2004 R81
20pp

2



References

1. DR Wood, JA Telle, Planar Decompositions and the Crossing Number of Graphs with an Excluded Minor
New York J. Math 13(2007), 117 146.

2. A Riskin, The circular k-partite crossing number ofKm,n , Arxiv preprint math.CO/0605235 200

3. H Fernau, Parameterized Algorithmics: A Graph-Theoretic Approach, Habilitation Thesis, Universitat Tub-
ingen, 2005
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