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Comparison of alignment quality

We compared the PB scores of realigned-SVRs from DoSA database with scores obtained by re-aligning same SVRs using two other structural alignment methods namely, MUSTANG (1) and FATCAT (2). We randomly selected 100 SVR pairs for this comparison. Out of these 100 SVR pairs MUSTANG and FATCAT algorithms were able to align 81 and 71 SVR pairs respectively. Alignments provided by these algorithms were converted into PB sequence alignments and PB scores were calculated for these SVR pairs. The scatter plots of distribution of PB scores from DoSA alignments against MUSTANG PB scores and FATCAT PB scores are shown in supplementary figures S1 and S2 respectively.
Total of 55 SVR pairs, out of 81, have better PB scores in DoSA alignments compared to the scores corresponding to the alignments generated by MUSTANG. Similarly, 41 SVR pairs, out of 71, have better PB scores in DoSA alignments compared to the scores corresponding to the alignments generated by FATCAT.
[image: image1.png]DoSA PB scores

o o ©
o OO
® 0o
o)
oooo
o)
o
o © @° &
©
0% ° @
oL
Oo 9% 5
%)
o o)
o o
%Y o
o o)
o o)
[ [
0 1

MUSTANG PB scores





Figure S1: Comparison of PB scores of alignments of 81 SVR pairs using DoSA and MUSTANG algorithms. The red line corresponds to 45 degrees line with X and Y-axis. For a majority of the cases PB scores as provided by DoSA is better than that from MUSTANG.
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Figure S2: Comparison of PB scores of alignments of 71 SVR pairs using DoSA and FATCAT algorithms. The red line corresponds to 45 degrees line with X and Y-axis. For a majority of the cases PB scores as provided by DoSA is better than that from FATCAT.
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