EDITORIAL
GENESIS AND GENOMICS
In a book published in 1994,1 molecular biologist Periannan
Senepathy proposed that life was polyphyletic — having many
separate lineages with independent origins. Unfortunately, the book
contained many errors and strange ideas, and was soundly rejected
by the scientific community. However, the issue raised by Senepathy
is of considerable interest to creationists: how many independent
lineages are there, and how can we distinguish them? Recent
advances in molecular genetics may help provide an answer by
adding a new potential criterion for identifying independent
lineages.
Several creationists have published attempts to develop criteria
for identifying lineages with separate origins. For example, Marsh2
proposed two principal criteria for identifying “Genesis kinds” or
“baramins”: physiological compatibility (ability to hybridize) and
morphological similarity. Two organisms must belong to the same
“Genesis kind” if they are able to produce a fertilized egg, or if
they can each interbreed with a third species.3 If fertilization is not
possible, the two organisms may still belong to the same “Genesis
kind” if they are sufficiently similar morphologically.
Lester and Bohlin 4 discussed this issue further, taking into
account the enormous increase in understanding of genetic systems
that had taken place since Marsh’s book was written. They proposed
several criteria for identifying independent lineages, which they
termed “prototypes.” Their criteria for identifying a “prototype”
include: morphology, embryology, chromosome morphology,
structural genes, and regulatory mechanisms. They especially
emphasized regulatory genetic mechanisms, including developmental processes, as important in distinguishing “prototypes.”
This issue of Origins includes a brief review of a book by Walter
ReMine. 5 The book contains a chapter entitled “Discontinuity
Systematics”, in which the problem of identifying separate lineages
is discussed. ReMine describes three criteria for identifying separate
“baramins”: ability to interbreed, experimental demonstrations of
morphological overlap, and clear-cut phylogeny. By “clear-cut”
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phylogeny, ReMine apparently means demonstrable morphological
overlap of living and fossil forms. These criteria are similar to
Marsh’s criteria, but developed in greater detail.
Other creationists have studied this problem, but this sample
probably includes the major criteria so far proposed for identification of lineages having independent origins.
I now return to Senepathy’s book, in which he proposed two
criteria for identifying lineages with independent origins: the
presence of unique genes, and unique developmental programs.
Although Senepathy is not a creationist, his idea seems worth
pursuing.
Until recently, scientists have lacked the techniques to test for
unique genes or developmental programs, but this situation is
changing. Scientists now have the ability to sequence entire
genomes, and have successfully sequenced genomes of several
unicellular species, including representatives from each of the three
identified major groupings of organisms: the Eubacteria, Archaea,
and Eucarya.6 Results indicate that there is considerable difference
in these genomes, despite the potential for cross-species gene
exchange. 7
A new field is being born — comparative genomics. We can
expect to see rapid advances in comparative genomics as new
genomes are sequenced, especially among unicellular organisms.
Progress among multicellular organisms will be slower, due to their
much-larger genomes. Analysis will also be increasingly complex,
due to putative gene duplications, effects of movable elements, and
possible horizontal transfers. But it appears that the current
procedure for estimating phylogenies by comparing gene sequences
may be replaced eventually by a new procedure that compares suites
of genes. 8
It may be decades before we can evaluate the usefulness of
comparative genomics for identifying independent lineages. But at
least the idea can be tested. A means for confidently identifying
separate “baramins” may yet be developed.
L. James Gibson
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