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However, these large differences are sometimes
caused by rotation or shift between domains or
regions. When broken into fragments, it is more
likely to find matches that are close enough to the
native structure for successful structure solution.
The fragmentation and reassembly method has
increased the range of remote homologs to be used
as templates to solve protein crystal structures by
molecular replacement.
５． Schedule and prospect for the future
We will continue to explore new resampling
methods for improved de novo structure prediction.
The fragmentation and reassembly approach to ab

initio phasing will be improved to increase its
ability to use low quality templates.
６． If no job was executed, specify the reason.
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