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From: rossi_at_york.cuny.edu

Date: Mon Aug 20 2007 - 20:03:02 CDT



	Next message: Cesar Luis Avila: "Re:  How to load packages from tcllib into VMD"

	Previous message: Axel Kohlmeyer: "Re:  How to load packages from tcllib into VMD"

	In reply to: Axel Kohlmeyer: "Re:  Corrupt cpmd-vmd.pdf File?"



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





Dear Axel:



> 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.



I am interested in maintaining and updating these pages through Biocore.  I


would like the opportunity to discuss what is involved in more detail.'



Best regards,



Angelo
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