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» Genome O of fold iated with dlpoib_. St ru Ct u re

Genome Aful Mjan Mthe Phor/Scer Cele Aaeo Syne Ecol Bsub Mtub Hinf Hpyl Mgen Mpne Bbur Tpal Ctra Cpne Rpro
Fold 1 |0 0 0 0|1 0|0 2|2 3|1 1|0 0 |0|0 0/ 0 ]|0O
Superfamily 1 | 0 | 0 |0 [0 |1 0 0|22 3111 0 0 0o/o0ojo0ojo 0

> Alignments of fold associated with dlpoib_.

#Pairs|  Untimmed trimmed %sequence structure p- sequence p-
RMS RMS identity value value nctonsCassfctionc e P8I0
Fold| 1 2052 1030 19.58 9.25e-01 1
Superfamily| 1 2052 1030 19.58 9.25e-01 1
Family| 1 2052 1030 19.58 9.25e-01 1
Foldonly, O
Sfamonly, 0

» No motions available for structure 1poi.
» Function Classification

Augmented Flybase+ENZYME GenProtEC MIPS
d1poib_ E283.12 NO NO

P> Core Structure does not exist for dlpoib_.

» Rankings
The top-five ranked attributes:
trimmed | P-value | untrimmed year of fold interaction with alpha proteins on different
RMS (ste) RMS determined chains [yeast] —
value| 103 9.25E-01 2052 97 i
rank 1 2 3 9 4
Yile | 99.5 99.1 986 979 97.0

The bottom-five ranked atteibutes:
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