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~ SIMBAD Summary

The best search model found by SIMBAD was 1DTX. This gave an R/Rfact of 0.334 and an R/Rfree of 0.334. An R/Rfree lower than 0.450 is indicative of a solution. Values above this may also be
indicative of a correct solution but you should examine the maps through the graphical map viewer for verification

~ Best SIMBAD resulit Downloads
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» Best SIMBAD result Log Files

Figure S1 A SIMBAD report page showing a summary tab from a SIMBAD run.



