of the domains found in ADAMs. But #4DAMGp is a truncated form which terminates within the pro
domain. This truncation apparently arises from a deletion of the one nucleotide (nt position 295), resulting
in an in-frame termination codon 354~356. h4DAMG6p is most similar to macaque tMDCIVa with a 84.4%
amino acid identity. A blast search of the available genomic databases revealed 5 different A4 DAM6p-like
sequences distinct from A4 DAMG6p. The nucleotide sequences of 14 DAMG6p-like genes exhibit about 91~
93% homology to n4DAM6p.

Conclusions: Full-length clones have been isolated from human testis cDNA library corresponding to a
2522 bp mRNA. The h4DAMGp shows striking sequence similarity to other members of the MDC family,
especially macaque tMDCIV (ADAMG). But DNA sequencing of A4 DAM6p showed that it was a processed
pseudogene. Further experiments to determine the sequence of the parental #4DAMG6 transcript and the
function of the 74 DAMG6p and the 24DAMG6-like proteins are required.
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