Dear Dr. Coll,

Please use coupon code PYRX75 to get 75% discount on the latest version of PyRx.

Thank you,
Sarkis

On Sun, May 17, 2020 at 1:06 PM Julio Coll <juliocollm@users.sourceforge.net> wrote:
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dear Sarkis
I have a PyRx version 0.9.4 updated to 0.9.6 around 2017 working in a 64bit Windows 8.1 Pro and work on massive screening of 10000 Ligand batches. It works fine.

I read you add significant advantages in the latest 0.9.8 vs, specially in the handling  of sdf, pdbqt and recovery of the best-perfomer out.pdbqt data after docking. An alternative to the individual pdbqt to sdf file extracts, to best study the final structures  will greatly facilitate the post-vina handling  of the 100-300 individual files which are recruited when screening >300.000 Ligands.

I would like to update the PyRx program but I went through your web and it is unclear to me whether I have to purchase again the whole program or I can get the update some other way. The update checking included in the program does not work.

Could you please clarify this to me?

Thank you
Dr.Coll
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