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From: rossi_at_york.cuny.edu

Date: Fri Aug 03 2007 - 05:42:54 CDT



	Next message: rossi_at_york.cuny.edu: "Corrupt cpmd-vmd.pdf File?"

	Previous message: L. Michel Espinoza-Fonseca: "Re: namd-l: How to calculate the C alpha RMSD from NAMD trajectory"



	Messages sorted by: 
[ date ]
[ thread ]
[ subject ]
[ author ]
[ attachment ]





Hello:



Please check out the cpmd-vmd.pdf file at:



http://www.theochem.ruhr-uni-bochum.de/~axel.kohlmeyer/cpmd-vmd/cpmd-vmd.pdf



It seems to be corrupted.  Some of the beginning pages are blank, and other


items are also missing.



Best regards,



angelo
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