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Structural analysis of chaperone complex for the IgM assembly
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Immunoglobulin M (IgM) is secreted as a pentamer or hexamer formed by by
disulfide bonds. In this study, we have investigated the structural and functional analysis of
ERGIC-53, a cargo receptor involved in the biosynthesis of IgM, and determined its full-length
structure by cryo-EM single-particle analysis. ERp44, a chaperone protein is also involved 1In the
maturation of IgM monomers. We revealed the zinc-based substrate dissociation mechanism of ERp44. In

addition, we have solved a cryo-EM structure of a complex between ERp44 and its client proteins,
revealing molecular basis of its substrate recognition.
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