Library 2, Plate 2
	CLONE
	MIC (µg/ml) *Green is repeat value
	Mutation(s)

	
	Ampicillin*
	Cephalothin*
	Ceftazidime*
	

	WT
	~166
	~166
	~1200
	~1200
	~3.1
	~3.1
	WT

	A1
	83
	
	37.5
	
	0.39
	
	Y241W+S338A (need resequencing)

	A3
	10.3
	
	1.1
	
	0.02
	
	L139W+Y241W+S338W+N366R

	A5
	10.3
	
	1.1
	
	0.02
	
	L139Y+Y241W+S338A+N366R

	A8
	10.3
	
	1.1
	
	0.02
	
	Need resequencing

	A9
	10.3
	
	2.3
	
	0.02
	
	L139D+Y241W+S338W

	A11
	10.3
	
	2.3
	
	0.02
	
	L139E+NOT good clone, multiple mutations, and deletion at C-term

	A12
	41.5
	
	37.5
	
	0.04
	
	L139W+Y241W

	B2
	41.5
	
	37.5
	
	0.02
	
	L139W+Y241W

	B3
	10.3
	
	9.3
	
	0.02
	
	Y241A+S338W+A360V

	B4
	10.3
	
	4.6
	
	0.02
	
	resequence

	B5
	10.3
	
	1.1
	
	0.02
	
	Stop codon 50 before his tag

	B6
	10.3
	
	4.6
	
	0.02
	
	Lots of mutation just before His-tag (need resequencing)

	B7
	10.3
	
	9.3
	
	0.02
	
	L139W+Y241G+N366R

	B8
	10.3
	
	1.1
	
	0.02
	
	No His-tag: frame shift

	B11
	166
	
	150
	
	0.04
	
	L139E+A325T

	B12
	10.3
	
	2.3
	
	0.02
	
	Not good sequence

	C1
	41.5
	
	18.7
	
	0.02
	
	L139Y+Y241W

	C2
	10.3
	
	2.3
	
	0.02
	
	P73H+L139E+S338A+N366R

	C3
	10.3
	
	2.3
	
	0.02
	
	L139Y+Y241G+S338W+N366R

	C4
	332
	332/166
	300
	300
	~25
	>25
	A173T+Y241W

	C4a
	
	
	
	
	
	
	A173T+Y241W

	C7
	10.3
	
	1.1
	
	0.01
	
	Frameshift mutation

	C10
	20.7
	
	18.7
	
	0.02
	
	L139W+V183I+S338A+

	C11
	10.3
	
	2.3
	
	0.02
	
	L139Y+Y241G+S338A+N366R

	C12
	10.3
	
	2.3
	
	0.02
	
	L139W+Y241A+N366R

	D1
	10.3
	
	2.3
	
	0.02
	
	L139E+A182V+Y241W+S338W+N366R

	D3
	10.3
	
	4.6
	
	0.02
	
	L139E+S338A+N366R

	D4
	10.3
	
	1.1
	
	0.02
	
	L139W+Y241G+S338A+N366R

	D5
	2.5
	
	1.1
	
	0.01
	
	L139Y+Y241A+S338W+N366R

	D7
	20.7
	
	4.6
	
	0.048
	
	L139W+ Y241G

	D10
	10.3
	
	1.1
	
	0.02
	
	Missing his tag and proper stop codon

	E1
	10.3
	
	2.3
	
	0.02
	
	L139Y+Y241G+S338A

	E5
	41.5
	
	18.7
	
	0.097
	
	Y241A+S338A

	E6
	10.3
	
	1.1
	
	0.02
	
	L139W+Y241A+S338W

	E7
	5.1
	
	2.3
	
	0.02
	
	Y241A+S338A+N361del+N366R

	E8
	5.1
	
	2.3
	
	0.02
	
	L139Y+S338W

	E11
	322/166
	
	1200
	
	3.1
	
	WT

	E12
	10.3
	
	4.6
	
	0.02
	
	L139W+Y241W+S338A

	F3
	5.1
	
	4.6
	
	0.02
	
	L139E+Y241G+N366R

	F4
	10.3
	
	2.3
	
	0.02
	
	L139Y+Y241G+S338A

	F7
	83
	
	18.7
	
	0.78
	
	Resequencing required

	F11
	5.1
	
	4.6
	
	0.02
	
	L139W+Y241G+S338A+N366R

	G1
	5.1
	
	9.3
	
	0.02
	
	L139Y+S338A

	G2
	10.3
	
	4.6
	
	0.02
	
	L139E+Y241W+S338A

	G5
	5.1
	
	4.6
	
	0.02
	
	L139E+A228V+Y241GS338A+N366R

	G8
	5.1
	
	4.6
	
	0.02
	
	Y241G+S338W+N366R

	G9
	5.1
	
	4.6
	
	0.02
	
	Y241G+S338A+N366R

	G11
	5.1
	
	4.6
	
	0.02
	
	Y241G+S338A+T362A+N366R

	H1
	5.1
	
	4.6
	
	0.02
	
	resequencing

	H3
	10.3
	
	4.6
	
	0.02
	
	L139E+Y241W+S338A

	H4
	10.3
	
	4.6
	
	0.02
	
	L139Y+S338A+T339I

	H10
	5.1
	
	9.3
	
	0.02
	
	P73H+L139E+S338A+N366R

	H11
	5.1
	
	4.6
	
	0.02
	
	L139Y+S338W



Total 52 clones: Good clones: 23 clones (including duplicate)
[bookmark: _GoBack]15 Unique clone in this plate and 10 clones are unique in total screened so far..
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