Table S1.Strains used in this study.
Name          GenotypeReference
	atg7∆
	WLY176, ATG5-PA::HIS3 atg7∆::KAN                                                       
	This study

	BY4742
	MATα his3∆1 leu2∆0 lys2∆0 ura3∆0
	Invitrogen

	CWY230 
	SEY6210, vac8∆::KAN
	1

	EDA62
	WLY176, xrn1∆::KAN        
	This study

	EDA84 
	TVY1, xrn1∆::URA3
	This study

	EDA85 
	SEY6210, xrn1∆::URA3
	This study

	EDA86 
	JMY099, xrn1∆::URA3
	This study

	EDA87 
	JMY104, xrn1∆::URA3        
	This study

	EDA110
	WLY176, XRN1-PA::TRP1  
	This study

	EDA117
	FRY143, xrn1∆::KAN                                                                                 
	This study

	EDA125        
	WLY176, ash1∆::KAN
	This study

	EDA129  
	WLY176, ATG5-PA::HIS3 atg7∆::KAN xrn1∆::URA3
	This study

	EDA133   
	EDA62, pRS406::URA3                                                                                
	This study                                                                 

	EDA134
	EDA62, pRS406-XRN1p-XRN1-PA::URA3                                                  
	This study

	EDA135  
	EDA62, pRS406-XRN1p-XRN1-E176G-PA::URA3                                     
	This study

	EDA136   
	EDA62, pRS406-XRN1p-XRN1-D208A-PA::URA3                                     
	This study

	EDA139
	CWY230, xrn1∆::HIS3
	

	EDA142
	EDA139, pRS406::URA3                                                                              
	This study

	EDA147  
	EDA139, pRS406-XRN1p-XRN1-PA::URA3                                                
	This study

	EDA148
	EDA139, pRS406-XRN1p-XRN1-E176G-PA::URA3                                   
	This study

	EDA149  
	EDA139, pRS406-XRN1p-XRN1-D208A-PA::URA3                                   
	This study

	EDA152
	CWY230, xrn1∆                                                              
	This study

	EDA161   
	WLY176, XRN1-3xHA::HIS3
	This study

	EDA166
	WLY176 XRN1-3xHA::HIS3 ash1∆::KAN                                                    
	This study

	FRY143
	SEY6210, pep4∆::LEU2 vps4∆::TRP1
	2

	JMY099
	WLY176, ATG12-PA::HIS5
	3

	JMY104
	WLY176 ATG7-PA::HIS5            
	3

	SEY6210 
	MATα his3∆200 leu2-3,112 lys2-801 suc2-∆9 trp1∆901 ura3-52
	4

	TVY1 
	SEY6210, pep4∆::LEU2    
	5

	WLY176 
	SEY6210, pho13∆ pho8::pho8∆60
	6

	WLY192
	WLY176, atg1∆::HIS5       
	6

	YAB369
	BY4742, pho13∆::KAN pho8∆60 atg8∆::HIS                                          
	This study
















Table S2.TEM data for the wild-type compared to the xrn1∆ strain.

	A.Set 1:WT vs. xrn1∆ TEM data.
	
	
	
	
	
	

	 
	Autophagic body size
	Vacuole size

	
	Measured 
	Estimated original
	Measured 
	Estimated original

	
	cross-sectional
	
	cross-sectional
	

	
	Mean rad
	SD rad
	Mean rad
	SD rad
	Volume
	Mean rad
	SD rad
	Mean rad (nm)
	SD rad (nm)

	
	(nm)
	(nm)
	(nm)
	(nm)
	(nm3)
	(nm)
	(nm)
	
	

	
	
	
	
	
	
	
	
	
	

	WT
	172.9
	57.2
	198.3
	47.6
	3.87E+07
	848.5
	293.5
	944.1
	259.1

	xrn1Δ
	180.8
	60.4
	207.6
	49.9
	4.43E+07
	883.1
	310.9
	985.6
	276.9

	
	
	
	
	
	
	

	 
	Autophagic body number

	
	Measured cross-sections/cell
	Estimated bodies/cell

	
	
	

	
	
	

	
	
	

	
	
	

	WT
	[bookmark: _GoBack]5.47
	22.37

	xrn1Δ
	9.22
	37.83

	
B.Set 2:WT vs. xrn1∆ TEM data.
	
	
	
	
	
	

	

	
	
	
	
	
	

	 
	Autophagic body size
	Vacuole size

	
	Measured 
	Estimated original
	Measured 
	Estimated original

	
	cross-sectional
	
	cross-sectional
	

	
	Mean rad
	SD rad
	Mean rad
	SD rad
	Volume
	Mean rad
	SD rad
	Mean rad (nm)
	SD rad (nm)

	
	(nm)
	(nm)
	(nm)
	(nm)
	(nm3)
	(nm)
	(nm)
	
	

	
	
	
	
	
	
	
	
	
	
	
	

	WT
	210.5
	59.3
	253.5
	31.5
	7.15E+07
	909.9
	300.8
	1031.4
	265.8
	
	

	xrn1Δ
	190.9
	63.8
	221.0
	52.3
	5.32E+07
	982.9
	360.4
	1097.7
	330.2



	

	
	

	 
	Autophagic body number

	
	Measured cross-sections/cell
	Estimated bodies/cell

	
	
	

	
	
	

	
	
	

	
	
	

	WT
	3.58
	11.69

	xrn1Δ
	6.88
	27.46





Table S3.qPCR primers used in this study.
Name              Sequence (5’ – 3’)   Reference                                                         
	ATG1 F
	ATCTAAGATGGCCGCACATATG 
	7

	ATG1 R
	AGGGTAGTCACCATAGGCATTC
	7

	ATG2 F
	CCCACGGGTTTGAAGGAGGC
	8

	ATG2 R
	CGGCCCTCCCCGTTTATCATC    
	8

	ATG3 F
	TCTGTTTCCATTCATCCATG
	8

	ATG3 R
	TGGTCTACCCGTAACGAATC
	8

	ATG4 F 
	GGTGCAATATTCCCACACACAAC 
	8

	ATG4 R 
	CTCTACAAGGACGCCTTCTAC 
	8

	ATG5 F 
	TCGGTCAACGAAGCTCGAAA
	8

	ATG5 R
	GATGAGCGGTATATGTCGCG
	8

	ATG7 F
	ATGAGCATTGTCCAGCATGTAG   
	7

	ATG7 R
	GACCTCCTGCTTTATGACTGAC   
	7

	ATG8 F              
	GAAGGCCATCTTCATTTTTGTC   
	7

	ATG8 R             
	TCTCCTGAGTAAGTGACATAC   
	7

	ATG9 F              
	CGTACTAACAGAGTCTTTCCTTG
	7

	ATG9 R             
	CTAAGACACCACCCTTATTGAG
	7

	ATG10 F           
	GACCAAATTGATGCTCCCAAC
	8

	ATG10 R           
	ACATGAACTCAGCCTGGTCAC
	8

	ATG11 F
	CTTTGGAACATTTCGTAGCAGATAGCCC   
	8

	ATG11 R
	CTCCCTGGTATGAAACCACAACCGC
	8

	ATG12 F           
	TGGCACTTATGAACAGGAAGAG    
	8

	ATG12 R          
	AACTGCCCAATAGAACCAATG  
	8

	ATG13 F          
	CCGTTTGCTCAACCAAATGGG     
	8

	ATG13 R  
	GCTTGAAAGGGCGCAGTAG
	8

	ATG14 F         
	TACTGGACCAGTACGATGTG
	7

	ATG14 R         
	TGCAGGATGTCCTCTTTGTG
	7

	ATG16 F    
	GGTTGAATGACGAATTGATTAGT      
	8

	ATG16 R
	CGCTGTTCATGGCTTCTGTC   
	8

	ATG17 F
	GCTCAGGACCAGGAAGAACG    
	8

	ATG17 R
	TCGTCAATTTTACCGGGCCA                                                
	8

	ATG19 F
	TTAGAGGCCGGCTCCACTAT                                             
	8

	ATG19 R
	GGCTCTTGGGATGCCTGTAA    
	8

	ATG21 F         
	ACCAAACCAGAACCTGAGCC
	8

	ATG21 R
	GAGGCAATATAGACTTGGTTGGG
	8

	ATG29 F        
	ATGAGGCGTTACAACATTTGC  
	7

	ATG29 R       
	TCGTCATCTGAACTACCGCAC
	7

	ATG31 F   
	TCAAAGAGCACGGACGGAAG  
	8

	ATG31 R        
	GCTGTCAAAGCAGCATCACT
	8

	ATG32 F      
	GGGCAAAATGAATACTTTTGTCTTGCATGC
	8

	ATG32 R        
	CCCAGTGCCAAAATCCGATTAGATTCATC
	8

	ASH1-1 F       
	CACCGACGAAAAGTGGCAAG
	This study

	ASH1-1 R       
	TTGAGGGGGAGAGTCGAGAG 
	This study

	ASH1-2 F       
	CCACTCGTCACACCACAAGA
	This study

	ASH1-2 R       
	CTTGCTTTCTTGGCGACCAC 
	This study

	XRN1 F (yeast)   
	CCAAAGTTCCTCGTGAGGCT
	This study

	XRN1 R (yeast)   
	ACACGGTCACCCAAATCGAA
	This study

	SLD3 F         
	CGCAACTTCAAAGCATCATTGAATCGC     
	9

	SLD3 R 
	GGGGCTTATTAGTGGGAGTAGAGG
	9

	TFC1 F
	GCTGGCACTCATATCTTATCGTTTCACAATGG
	10

	TFC1 R 
	GAACCTGCTGTCAATACCGCCTGGAG  
	10

	ACTB F
	ACTGGGACGACATGGAGAAAA
	11

	ACTB R
	GCCACACGCAGCTC
	11

	XRN1 F (human)
	TTATGGCTGTAGATGGTGTGG
	12

	XRN1 R (human)
	TGGAATCAAATCTGGCCTCTG
	12


	




Table S4.Cloning and site-directed mutagenesis primers used in this study.
Name           Sequence (5’ —> 3’)                                                           
	172F
	GTGATAATAAAAAAGACGAATCTACTAAGCTTGCGCAACAC

	172R
	GTCAGCAGCAACAACAATCACCGCGGTGGA

	173F
	TCCACCGCGGTGATTGTTGTTGCTGCTGAC

	173R
	GTGTTGCGCAAGCTTAGTAGATTCGTCTTTTTTATTATCAC

	178F
	GGTGAACACAAGATCATGAACTTTATAAGGC

	178R
	ACCTCCACCTGGAACTTCATGGC

	179F
	TTGATTATGCTGGGTTTGTCTACTCATGG

	179R
	TCAAAGCTGCGTCAAGACCGTAAATAC
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