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I
‘s Susan Holtzman participated in a genersal
; challenge to the scientific community at the AAAS to correctly predict the
I fold of the Che Y protein. The Che YV structure was determined in my lab and
' no one outside the scientists working on the structure i{n the lab had acess
I s to the coordinates, This was & double blind and performed i April of 1988. 5
i ' Susan Holtzman teceived the sequence informatiefi and was tokd that there are
; no other major molecules bound to Che Y in the crystal. Susan Heltzman
s correctly predicted a threc helix-five strand-two helix motif and also -
jdentified another proteln which was sequence unrelatg%@;j Fu, which . ;
= »g@;ained the 3-5-2 secondary structure motif. The gi?éra]? topology of the
‘molecule was correctly predicted. Also, the predictiom of gecondary
 structural elements whigh €ontribute-to the topology were mapped ento the
crystal structure data“gnd the secondary structure predicted was
Ayell-correlated with the data, Ip additlon, a nucleation site was identified
~ and wmapped ontgﬁtﬁgystructure and to within experimentally defined accuracy,
the atoms in these residues were clustered. - ; :
B BT ; Sincerely, = :

Clarence E, Schut s
assoclate Professor of Chemistry
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Clarence E. Schutt
The Henry H. Hoyt Laboruwory

September 9, 1989

This is to confirm that Susan Houltzman participated in a general
challenge to the scientific community at the AAAS to correctly predict the
fold of the Che Y protein. The Che Y structure was determined in my lab and
no one outside the scilentists working on the structure in the lab had acess
to the coordinates. This was a double blind and performed in April of 1988.
Susan Holtzman received the sequence information and was told that there are
no other major molecules bound to Che Y in the crysctal. Susan Holtzman
correctly piedicted a three helix-five strand-two helix motif and also
identificd another protein which was sequence unrelated, EF-Tu, which
contained the 3-5-2 secondary struccure motif. The overall vopology of the
moleocule was correctly predicted. 4lso, the prediction of secondary
structural elements which contribute to the topology were mapped outo the
crystal structure data and the secondary structure predicted was
well-correlated with the data. 1n addition, a nucleation site was identlified
&nd mapped onto the structure and to within experimentally defined accuracy,
the atoms in these residues were clustered.
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Sincerely,

0. € Shat

Clarence E. Schutc
Assoclate Professor of Chemistry





