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Abstract 

To compare two or more sets of laws on a narrow subject with a view to synthesizing a third set of laws that represents a harmonization of the set’s precursors, a legal comparatist will struggle with applying the various time-tested methods of comparison.  The cause of the struggle is not a lack of various comparative theories, nor a lack of knowledge of the precursor laws or of a general comparative methodology, but rather a lack of an explicit, elementally-focused, structured, and dare it be said, scientific approach to illuminate, understand and value each of the elements that give rise to the laws as they are to applied to a particular legal issue in two or more jurisdictions.

This Article addresses the unfulfilled requirement for an analytical tool for use in comparing two or more legal constructs at an elemental level.  The tool represents a new paradigm for thinking about legal comparisons by applying a genomic analysis to legal constructs to determine their legal genetic structures. By analogizing to the various concepts in the biomedical sciences, the tool-wielding comparatist collects and catalogues sources of laws and their interpretations in a way similar to the processes biomedical scientists use to sequence and analyze genetic structures.  From these structures the comparatist may then predict the legal phenotype of a hypothetical combination of elements from two separate jurisdictions into a single, harmonized, legal hybrid. 

In the first part of the Article, the tool’s derivation from the field of genomic analysis is apparent in its reliance on important concepts from the field of genomics, such as genotyping, phenotyping, mutagenicity, “highly conserved” DNA regions and homologous gene product motifs, each in the form of  a re-expressed analogous equivalent in the field of comparative law.   In the second part of the Article, the author applies the tool to analyze an example project from the field of intellectual property law.  By analyzing the German and UK legal structures specifying the type and form of monetary remedies available for patent infringement, as well as those structures’ underlying principles, norms, values,  texts, histories and cultural contexts and the conditions for their applicability, the author sequences the genomic structure of  legal genes that give rise those remedies.  From these exemplary UK and German legal genomes the author then derives a third set of legal genes that is predictive of a harmonized hybrid approach to patent infringement remedies within the EU.  As part of the  step of extracting the legal DNA  associated with a particular legal phenotype of interest, the author analyzes similar species from the same family of legal constructs, in part to determine whether a particular legal construct is highly conserved over the set of related species and in part to measure the level of coherency within a jurisdiction’s tort remedies structures.  As a check of the underlying logic of the approach, the author attempts to construct a taxonomy of tort remedies in the form of an order/ family/genus/species structure  that reflects the levels of abstraction at which various remedies are related, either phenotypically or genotypic ally.
.

At this junction in the Article, an unresolved query arises:  whether regional and international efforts at harmonization, such as the TRIPs Agreement and the EU Directive on the Enforcement of Intellectual Property Rights, constitute mutagenic agents forcing the target genomes to adopt mutations to reflect the preferred harmonized phenotype, or alternatively represent an integral part of a naturally evolved genotype. 

In the third part of the Article, the author discusses briefly various theories of comparative law and assesses the compatibility of the tool with the better known approaches to comparative law.  The functionalist method and the approach of viewing comparative law as the study of transplants and receptions receive the main focus of attention in this part of the Article as the author questions whether the tool can fill the methodological gaps in these two comparative approaches.  In assessing the usefulness of the tool in structuring normative analyses of law, the author notes use of the tool should lead to a change in the way laws are discussed when they are compared; the focus of the analysis becomes one of understanding the underlying genetic structure before assessing the normative aspects of various phenotypes.
In the final part of the Article, the author assesses the usefulness of the tool and proposes candidate future projects that might benefit from the application of a genomic analysis tool.  The Article concludes with recommendation that others adopt and adapt the tool to their projects, reflecting the belief that the tool’s short-comings that aren’t apparent to the author will come to light when the tool is used in other contexts.
