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used to shade icons.

Fig. 1. Sample pedigree with four consanguinous loop (CL) matings. Direct connecting lines are drawn for three of the four CL matings. However, the
fourth CL mating would require a line crossing; hence, individual T04 is shown at a second location (dashed box) and marked directly below both icons with
a unique label “A” to indicate the repeat. Circled numbers indicate birth order within sibships. Shaded icons represent affected individuals. Individual
identifiers and dates of birth are also displayed.

Madeline 2.0 PDE supports flat, XHTML, OASIS, Office Open
XML, Madeline XML and, optionally, MySQL file formats read
from disk or using HTTP/S network protocols. A single data file
may contain multiple pedigrees. UTF-8 Unicode data and
international digits are supported. Phenotype data may contain
imprecise values in the form of approximations or ranges. Full
support for search queries against ranged and approximate data is
planned for a future interactive version.
When constructing pedigrees, Madeline 2.0 checks for common
errors, such as gender mismatches between mated pairs and nonfounders missing a single parent. To streamline data processing
for large families, the program has been designed to issue warning
messages and take corrective action whenever possible.
We have integrated Madeline 2.0 into an easy-to-use web-based
service, which can greatly simplify the process of creating a
pedigree data file. The public service uses AJAX and embedded
SVG: a browser capable of rendering SVG natively (Firefox 1.5+,
Opera 9.0+) is required. The command-line “--embedded” option
facilitates integrating Madeline 2.0 SVG output into web-based
applications.
Madeline has been applied in Age-related Macular Degeneration
(AMD) and Primary Open Angle Glaucoma (POAG) linkage
studies at KEC (Abecasis et al., 2004, Woodroffe et al., 2006).
Active development and use of the program continues. Madeline
v. 0.935, the predecessor of Madeline 2.0 PDE, converts pedigree
and marker data into various formats required by linkage analysis
software and also provides functionality for querying pedigree data
sets interactively. These features will also be incorporated into
future releases of Madeline 2.0 PDE.
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