Table S1. Strains used in this study.

	Name
	General Background
	Specific genotypes
	Source

	BY4709
	S288c
	MATalpha ura3∆0
	Brachmann et al. [41]

	BY4712
	S288c
	MATa leu2∆0
	Brachmann et al. [41]

	BY4713
	S288c
	MATalpha leu2∆0
	Brachmann et al. [41]

	BY4714
	S288c
	MATa his3∆200
	Brachmann et al. [41]

	BY4715
	S288c
	MATa lys2∆0
	Brachmann et al. [41]

	BY4716
	S288c
	MATalpha lys2∆0
	Brachmann et al. [41]

	BY4719
	S288c
	MATa trp1∆63 ura3∆0
	Brachmann et al. [41]

	BY4741
	S288c
	MATa his3∆1 leu2∆0 met15∆0 ura3∆0
	Brachmann et al. [41]

	BY4742
	S288c
	MATalpha his3∆1 leu2∆0 lys2∆0 ura3∆0
	Brachmann et al. [41]

	CEN.PK113-5D
	CEN.PK
	MATa ura3-52 
	P. Hieter

	FL200
	FL200
	MATalpha
	Casaregola et al. [46] 

	FY1671
	S288c
	MATalpha leu2∆1 lys2-128d ura3-52 his4-912d dst1∆::hisG
	F. Winston

	FY1679-18D
	S288c
	MATa his3∆200 ura3-52
	B. Dujon

	FY67
	S288c
	MATa trp1∆63
	F. Winston

	FYC20-2A
	S288c
	MATa his3∆200 lys2∆202
	B. Dujon

	GY122
	S288c
	MATalpha ura3∆0 lys2∆:: (natMX + Pmet17-yEGFP3) 
	this study

	GY125
	RM11-1a
	MATa leu2∆0 ura3∆0 ho::KanMX  amn1-A1103T lys2∆:: (natMX + Pmet17-yEGFP3)
	this study

	GY157
	S288c(50%) x RM11-1a (50%)
	MATalpha lys2∆0 ura3∆0 HIS3:(natMX + Pmet17-yEGFP3):HIS3
	this study

	GY159
	S288c (94%),  RM11-1a (6%)
	MATa leu2∆0 lys2∆202 trp1∆63 ura3∆0 HIS3:(natMX + Pmet17-yEGFP3):HIS3
	this study

	GY172
	S288c
	MATa trp1∆63 HIS3:(natMX + Pmet17-yEGFP3)
	this study

	GY174
	S288c (94%),  RM11-1a (6%)
	MATa ura3∆0 HIS3:(natMX + Pmet17-yEGFP3):HIS3
	this study

	GY241
	S288c
	MATalpha lys2∆0 ura3-52 HIS3:Pmet17-yEGFP3-NatMX:HIS3
	this study

	GY243
	S288c
	MATalpha lys2∆0 URA3 HIS3:Pmet17-yEGFP3-NatMX:HIS3
	this study

	GY244
	S288c
	MATa leu2∆0 URA3 HIS3:(natMX + Pmet17-yEGFP3):HIS3
	this study

	GY246
	S288c
	MATa leu2∆0 ura3∆0 HIS3:(natMX + Pmet17-yEGFP3):HIS3
	this study

	GY321
	S288c
	MATa lys2-128d dst1∆::hisG HIS3:(natMX + Pmet17-yEGFP3)
	this study

	GY325
	S288c
	MATalpha lys2∆0 HIS3:(natMX + Pmet17-yEGFP3) ura2∆::KanMX
	this study

	GY329
	S288c
	MATalpha lys2∆0 HIS3:(natMX + Pmet17-yEGFP3) ura1∆::KanMX
	this study

	GY333
	S288c
	MATa leu2∆0 ura3∆0 HIS3:(natMX + Pmet17-yEGFP3):HIS3 ho∆::hisG-URA3-hisG
	this study

	GY356
	RM11-1a
	MATa leu2∆0 ura3∆0 ho::KanMX  amn1-A1103T

 HIS3:(natMX + Pmet17-yEGFP3):HIS3
	this study

	GY358
	S288c
	MATa lys2-128d dst1∆::hisG HIS3:(natMX + Pmet17-yEGFP3) ho::KanMX4 
	this study

	GY361
	S288c
	MATa lys2-128d dst1∆::hisG HIS3:(natMX + Pmet17-yEGFP3) ho::(DST1+KanMX4)
	this study

	GY43
	FL200
	MATalpha HIS3: (natMX + Pmet17-yEGFP3)
	this study

	GY44
	CEN.PK
	MATa ura3-52 HIS3:(natMX + Pmet17-yEGFP3)
	this study

	GY445
	Y9J_1
	MATa/MATalpha HIS3/HIS3:(natMX + Pmet17-yEGFP3)
	this study

	GY51
	S288c
	MATalpha lys2∆0 HIS3:(natMX + Pmet17-yEGFP3)
	this study

	GY53
	RM11-1a
	MATa leu2∆0 ura3∆0 amn1∆::HYG ho::KAN HIS3:(natMX + Pmet17-yEGFP3) 
	this study


	GY601
	RM11-1a
	MATa leu2∆0 URA3 amn1∆::HYG ho::KAN HIS3:(natMX + Pmet17-yEGFP3)
	this study

	GY602
	S288c
	MATalpha lys2∆0 HIS3:(natMX + Pmet25-yEGFP3) trp1∆::KanMX4
	this study

	GY603
	S288c
	MATalpha lys2∆0 HIS3:(natMX + Pmet25-yEGFP3) eaf3∆::KanMX4
	this study

	GY604
	S288c
	MATalpha lys2∆0 HIS3:(natMX + Pmet25-yEGFP3) spt4∆::KanMX4
	this study

	GY605
	S288c
	MATalpha lys2∆0 HIS3:(natMX + Pmet25-yEGFP3) leo1∆::KanMX4
	this study

	GY606
	S288c
	MATalpha lys2∆0 HIS3:(natMX + Pmet25-yEGFP3) set2∆::KanMX4
	this study

	GY607
	S288c
	MATalpha lys2∆0 HIS3:(natMX + Pmet25-yEGFP3) ccr4∆::KanMX4 
	this study

	GY608
	S288c
	MATalpha lys2∆0 HIS3:(natMX + Pmet25-yEGFP3) cdc73∆::KanMX4
	this study

	YEF1685(i)
	RM11-1a
	MATa leu2∆0 ura3∆0 ho::KANr  amn1::HYG
	E. Foss

	YEF1946(i)
	RM11-1a
	MATa leu2∆0 ura3∆0 ho::KanMX  amn1-A1103T 
	E. Foss


(i): Because strains YEF1946 and YEF1685 were both used as derivatives of RM11-1a in which clumpyness was suppressed [45], we compared strains GY53 and GY356 and found that amn1 genotype did not influence PMET17-GFP noise nor mean levels (data not shown).
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