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Abstract

Pedfiddler is a suite of programs for pedigree drawing. It is based on a subset
of the publicly available version ofPedpack(version 2.2).

1 Description

Pedfiddler programs areindex2pedc, list2pedc, pedc2ps, pedcsharp, andpfiddler .
One of the main features ofPedfiddler is its capability to handle icon colors; to achieve
this, the original coordinates definition fromPedpack-2.2 was modified. Since Ped-
fiddler is not intended for pedigree analysis one of the ’fields’ (inbreeding) used in the
Pedpack-2.2, was replaced by three ’fields’ that determine the RGB coloring scheme.
An additional ’field’ was added to hold an ”editable” label or alias. This modified
structure of thePedpack-2.2 coordinates file is what we call thepedcformat.

Another major feature ofPedfiddler is its upgraded simulated annealing algorithm
to ’improve’ the aesthetics of the marriage-node graph. This algorithm allows for a
better control of the distribution of the nodes in the plane while minimizing the length
of edges and favouring the aggregation of sibships.

2 See Also

index2pedc(1), list2pedc(1), pedc2ps(1), andpfiddler(1).

3 Version

Version: 0.5 of August 15, 2005
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5 Disclaimer

Copying and distribution of this software is granted under the provisions of the GNU
GPL. This is free software and is provide ”AS IS” without any implicit or explicit
warranty.

6 Authors

J C. Loredo-Osti
Department of Human Genetics, McGill University.
josti@bagel.epi.mcgill.ca

and

Kenneth Morgan
Departments of Human Genetics and Medicine, McGill University
and McGill University Health Centre Research Institute, Montreal.
ken@bagel.epi.mcgill.ca

2


