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From: Axel Kohlmeyer (akohlmey_at_cmm.chem.upenn.edu)

Date: Thu Aug 09 2007 - 16:39:02 CDT



	Next message: xzhao_at_uiuc.edu: "mutate residue"

	Previous message: John Stone: "Re:  What does Stride need to draw SS?"

	In reply to: rossi_at_york.cuny.edu: "Corrupt cpmd-vmd.pdf File?"


	Next in thread: rossi_at_york.cuny.edu: "Re:  Corrupt cpmd-vmd.pdf File?"

	Reply: rossi_at_york.cuny.edu: "Re:  Corrupt cpmd-vmd.pdf File?"


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





On Fri, 3 Aug 2007 rossi_at_york.cuny.edu wrote:



angelo,



AR> Hello:


AR> 


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


AR> 


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


AR> 


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


AR> preliminary items are missing as well.



as far as i know, this is only a problem with newer 


versions (> 5.0 or so) of acroread. i suggest using evince,


kpdf, xpdf or ghostscript/gv. all of them should work fine.



i tried several ways to identify the origin of the problem


but could not find a simple workaround. i have been asking


before if there was somebody around willing to invest some


time in maintaining and updating those pages. i will gladly


assist in discussing issues and provide the original source


tree. it is an excellent project for somebody with an interest


in understanding the 'spirit' of VMD scripting and a hand


for web design. if more people are interested in contributing


and maintaining those pages, we could host and discuss them, 


e.g., biocore.



ciao,


   axel.





AR> 


AR> Warm regards,


AR> 


AR> Angelo


AR> 





-- 
=======================================================================
Axel Kohlmeyer   akohlmey_at_cmm.chem.upenn.edu   http://www.cmm.upenn.edu
   Center for Molecular Modeling   --   University of Pennsylvania
Department of Chemistry, 231 S.34th Street, Philadelphia, PA 19104-6323
tel: 1-215-898-1582,  fax: 1-215-573-6233,  office-tel: 1-215-898-5425
=======================================================================
If you make something idiot-proof, the universe creates a better idiot.
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