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PDB File List
	PDB ID
	Resolution (Å)
	Release Date
	Reference

	3VZI
	2.66
	3/27/2013
	1()


	3W1Z
	2.40
	3/13/2013
	2()


	3ZI6
	2.00
	5/1/2013
	3()


	4BE8
	3.00
	5/1/2013
	4()


	4BL6
	2.18
	6/12/2013
	5()


	4DIF
	1.52
	2/13/2013
	6()


	4EM1
	3.00
	4/17/2013
	7()


	4FDX
	1.64
	6/12/2013
	8()


	4GHS
	3.20
	6/12/2013
	9()


	4GSU
	2.00
	2/27/2013
	10()


	4GVM
	2.16
	5/1/2013
	11()


	4H3P
	2.30
	2/27/2013
	12()


	4H3Q
	2.20
	2/27/2013
	12()


	4HCX
	2.18
	2/27/2013
	13()


	4IJ9
	2.55
	5/1/2013
	14()


	4IS8
	2.78
	6/12/2013
	15()


	4JAI

	3.20
	5/22/2013
	16()


	4JAJ
	2.70
	5/22/2013
	16()


	4JJX
	2.83
	4/3/2013
	17()


	4KB6
	3.08
	6/5/2013
	18()
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