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Figure S1.  Nucleotide sequence alignment of 46 polyomavirus origins of replication.  

The late and early sides of the origins are indicated.  The AT-rich, the central pentamer sequences 
(PEN), and the EP regions are indicated. The adjacent site A region is also indicated. The  
sequences were manually aligned based on the P1 GAGGC pentamer.  G(A/G)GGC sequences and 
their reverse complement are colored blue and green.  Imperfect GAGGCs in P1 are indicated by 
highlighting the nucleotide in purple.  Poly(T) sequences on the late side of the origin are colored 
magenta.  Adenosine nucleotides on the opposite side of the PEN origin are colored red.  The name 
of the polyomavirus, its abbreviation, and its Genbank accession number is given in Supplemental 
Table 2.
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Supplemental Figure S2.
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Figure S2. 2Fo-Fc Electron density from the Py DNA/OBD complex.  In both figures the density 
was calculated using Coot and it is displayed at approximately 2 sigma in Coot.  No density 
masking has been applied.   
A. Electron density for much of the DNA as well as the origin binding domains bound to sites P1 
and P2.  The unoccupied P3 is also shown.  The large solvent channels in the crystal are evident
in this figure. 
B. A blowup of some of the density in the obd.  






