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Localization patterns of ERdj-5, which is isolated by EMS suppressor
screening, show that ERdj-5 is induced to be strongly expressed in the pharynx, body wall muscle,
and intestine in response to ER stress. It was also found that suppressor mutations reduced
excessive disulfide bonds in aggregating proteins. To address responsibility of ERdj-5 to
aggregating proteins, we observed ERdj-5 localization pattern in aggregated proteins within ER.
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