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information as how to further improve our
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２． Specific usage status of the system and
calculation method

residue distant score (APRDS) among 1000 low

Our first method is called RosEda, which is an
iterative

algorithm

was 150,000 models in total. Average pairwise

of

Twenty low energy models were taken for visual

Estimation of Distribution Algorithm to gather
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３． Result
We have generated between 90,000 and
240,000 models using RosEda depending on the
sequence length and available resources. Models
were submitted for 54 targets out of the 55 human
prediction targets. The method was designed for
de novo modeling when no homologous structures
are available. It belongs to the Free-Modeling
(FM) category. When judged by the assessors’
formula, the best rank that RosEda achieved is 3
out of 139 groups in the FM category.
For structure prediction with NEFILIM, we
have submitted predictions for 44 targets out of
the 55 human prediction targets. The best rank
that NEFILIM achieved is 4 of 139 groups in the
FM category when measured according to the
assessors’ formula.
４． Conclusion
We have achieved very encouraging results
with our fragment-based de novo modeling
methods, RosEda and NEFILIM, in the CASP11.
Our methods were able to predict models with
high accuracy even for some targets that belong to
the

TM

category,

although

no

homologous

structure templates were used explicitly. Our
participation

in

this

CASP11

exercise

also

revealed that the importance of being able to
parse a target into FM or TM category based on its
amino acid sequence. It has also shown that the
ability to handle multi-domain or oligomeric
structures is critical for de novo modeling
methods.
５． Schedule and prospect for the future
Based on the experience obtained from our
participation in CASP11, we will further improve
the structure prediction accuracy of our de novo
modeling methods. We will focus more on
developing methods to handle multi-domain and
oligomeric structures in order to expand the utility
of our structure prediction methods.
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