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plasma membranes. A curve of anti apoAl-IgG
binding to known amounts of HDL was constructed to
quantify the HDL bound. Parallel samples with 25
fold excess goat plasma HDL were assayed to detect

nonspecific binding. The results showed that the K
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and B, of rabbit liver plasma membrane HDL recep-
tors were (7.17 £ 1.18) mg/L and (622.5 £
146. 1) mg/ L respectively (n= 7).

HDL receptor,

enzyme linked immunosorbent receptor assay
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Abstract A novel STE2(-like protein kinase,
Messl, was cloned from
The 1.7 kb ¢DNA encodes a peptide of 497

amino acids.

of  Pathophysiology and Key

h Department

Guangzhou

a murine liver ¢DNA
library.
Messl is most similar to human MST2
protein kinase with an identity of 95% . A putative

kinase catalytic domain, located at the amino
terminus of the Messl protein, is homologous to that
of the STE20 family. There is a serine/ threonine and
glutamic acid-rich cluster in the carboxyl terminal
region of Messl that is believed to mediate the
binding of SH2 domains. Messl might involve the
signal transduction on the interaction with proteins
with SH2 domains.
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