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3.2
— Pajek B

http://vlado.fmf.uni-lj.si/pub/
networks/pajek/
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de Nooy W., Mrvar A., Batagelj V. (2002) Exploratory Social Network Analysis With Pajek.

Structural Analysis in the Social Sciences 27, Cambridge University Press, 2005.
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Batagelj V.: Workshop on Network Analysis, Sydney, Australia: 14th to 17th June 2005; at Nicta
(National ICT Australia).

http://vlado.fmf.uni-lj.si/pub/networks/doc/#NICTA

3.3

— Visant &

http://visant.bu.edu.
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3.4

—UCINET v6.199 %4

http://www.analytictech.com/downloaduc6.htm
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3.5

= Protein—protein interfaces

http://home.ku.edu.tr/~okeskin/INTERFACE/INTERFACES.html
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