Supplementary Table 1. Yeast Strains used in this study
	Yeast Strain
	Genotype
	Source

	W303a
	a, ade2-1, ura3-1, his3-11, 15, trp1-1, leu2-3, 112, can1-101
	Wente et al. 1992

	AAY320
	a, ade2-1, ura3-1, his3-11, 15, trp1-1, leu2-3, 112, can1-100, UPF1::URA3 (upf1-2) 
	Kebaara et al., 2003



Supplementary Table 2: Sequences of primers used to generate DNA probes for Northern blotting.
	Original Name
	Sequence 
	Info

	AFT1 5’
	5' ATG GAA GGC TTC AAT CCG GC 3'
	Amplify the AFT1 ORF probe of 2073 bp

	AFT1 3’
	5' CTA ATC TTC TGG CTT CAC ATA TC 3'
	Amplify the AFT1 ORF probe of 2073 bp

	AFT2 5’
	5' ATG AAA GCA AAG TCG ATG AA 3'
	Amplify the AFT2 ORF probe of 1251 bp

	AFT2 3’
	5' ATA GAA TTT AAT TCA TTA AAA TGT 3'
	Amplify the AFT2 ORF probe of 1251 bp

	FRE1 5’
	5' GTT AGA ACC CGT GTA TTA TTC T3'
	Used with FRE1 3’ to amplify FRE1 probe

	FRE1 3’
	5' TTA CCA TGT AAA ACT TTC TTC TTC TAG 3'
	Used with FRE1 5’ to amplify FRE1 probe

	FRE2 5’
	5' CAT TGG ACG TCC ATC TTG AG 3'
	Amplify FRE2 probe fragment with FRE2 3’ expected size 2135 bp

	FRE2 3’
	5' TCA CCA GCA TTG ATA CTC TTC AAA G 3'
	Amplify FRE2 probe fragment with FRE2 3’expected size 2135 bp

	FRE3 5’
	5' ATG TAT TGG GTC CTC CTT TGT 3'
	Amplify the FRE3 ORF probe of 2136 bp

	FRE3 3’
	5' TTA CCA ACT TTG GTA TTC TTC 3'
	Amplify the FRE3 ORF probe of 2136 bp

	FRE4 5’
	5' ATG TTG TTG GTA CAT ATT ATA T 3'
	Amplify the FRE4 ORF probe of 2160

	FRE4 3’
	5' TCA CCA GGC TTG GTA TTC CT 3'
	Amplify the FRE4 ORF probe of 2160

	FTH1
	5' ATG GCG TTT GAG GAT TAT TTT TC 3'
	Amplify the FTH1 ORF probe

	FTH1
	5' TCA ATT TGC TGA ACC ACT GC 3'
	Amplify the FTH1 ORF probe

	CYH2OLIGOA
	5' CAC TAA GAC TAG AAA GCA CAG AGG 3’
	CYH2OLIGOA and CYH2OLIGOB are
used to generate a CYH2 fragment by
PCR

	CYH2OLIGOB
	5' GTA TTG GTC TCT CTT GTC TTC TGG G 3’
	CYH2OLIGOA and CYH2OLIGOB are
used to generate a CYH2 fragment by
PCR

	SCR1
	5' GGC TGT AAT GGC TTT CTG GTG G 3’
	Complementary to sequences at +2 in the Scr1 ORF

	SCR1
	5' GGT TCA GGA CAC ACT CCA TCC 3’
	Complementary to sequences at +480 in the Scr1 ORF



Supplementary Table 3: Total cellular copper content in wild-type (UPF1) and NMD mutants (upf1∆).  Copper levels are reported in µM ± standard deviation (SD).
	Growth Media
	Wild-type (UPF1)
	NMD Mutant (upf1D)

	Complete Minimal
	2.52 (± 0.8) µM
	2.27 (± 0.4) µM

	Low Iron (100 µM BPS*)
	1.55 (± 0.01) µM
	1.36 (± 0.2) µM

	100 µM Iron
	2.37 (± 0.1) µM
	2.13 (± 0.1) µM



Supplementary Table 4: Total cellular zinc content in wild-type (UPF1) and NMD mutants (upf1D). Zinc levels are reported in µM ± standard deviation (SD).  
	Growth Media
	Wild-type (UPF1)
	NMD Mutant (upf1D)

	Complete Minimal
	18.3 (± 2.9) µM
	19.8 (± 4.0) µM

	Low Iron (100 µM BPS*)
	93.1 (± 3.8) µM
	71.6 (± 16.1) µM

	100 µM Iron
	20.5 (± 1.4) µM
	20.1 (± 4.5) µM



Supplementary Table 5: Transcripts encoded by iron genes that have also been recognized as NMD targets in regular growth conditions.
	Number
	Name
	Gene
	Location
	Description
	Reported as NMD Targets
	Reported NMD Features

	1
	YDR534C
	FIT1
	Cell Wall
	Promotes Fe3+ siderophore import
	Guan, Zheng et. al, 2006; Celik, Baker et. al., 2017
	Leaky Scanning

	2
	YOR383C
	FIT3
	Cell Wall
	Promotes Fe3+ siderophore import
	Guan, Zheng et. al, 2006; Celik, Baker et. al., 2017
	

	3
	YHL040C
	ARN1
	Plasma Membrane
	Transporter for ferrichrome iron chelate
	Zhang, Olaniyan et al., 2025; Guan, Zheng et. al, 2006; Johansson, He et. al., 2007; Celik, Baker et. al., 2017
	uORF, Leaky Scanning, Direct Association with Upf1p

	4
	THL047C
	ARN2
	Plasma Membrane
	Uptake of iron triacetylfusarinine
	Zhang, Olaniyan et al., 2025; Guan, Zheng et. al, 2006; Celik, Baker et. al., 2017
	

	5
	YEL065W
	ARN3
	Plasma Membrane
	Ferrioxamine B transporter
	Johansson, He et. al., 2007; Celik, Baker et. al., 2017
	Direct Association with Upf1p

	6
	YOL158C
	ARN4
	Plasma Membrane
	Endosomal ferric enterobactin transporter
	Zhang, Olaniyan et al., 2025; Guan, Zheng et. al, 2006; Johansson, He et. al., 2007; Celik, Baker et. al., 2017
	uORF, Leaky Scanning, Direct Association with Upf1p

	7
	YMR319C
	FET4
	Plasma Membrane
	Low-affinity Fe2+ transporter
	Johansson, He et. al., 2007
	Direct Association with Upf1p

	8
	YLR214W
	FRE1
	Plasma Membrane
	Flavocytochrome metalloreductase
	This Study
	

	9
	YKL220C
	FRE2
	Plasma Membrane
	Metalloreductase
	This Study, Zhang, Olaniyan et al., 2025; Guan, Zheng et. al, 2006; Celik, Baker et. al., 2017
	

	10
	YOR381W
	FRE3
	Plasma Membrane
	Metalloreductase
	This Study, Zhang, Olaniyan et al., 2025; Guan, Zheng et. al, 2006; Johansson, He et. al., 2007; Celik, Baker et. al., 2017
	uORF, Leaky Scanning, Direct Association with Upf1p

	11
	YNR060W
	FRE4
	Plasma Membrane
	Metalloreductase
	This Study, Zhang, Olaniyan et al., 2025
	

	12
	YOR384W
	FRE5
	Mitochondria
	Mitochondrial metalloreductase
	This Study, Zhang, Olaniyan et al., 2025; Celik, Baker et. al., 2017
	

	13
	YLL051C
	FRE6
	Vacuolar Membrane
	Vacuolar metalloreductase
	Zhang, Olaniyan et al., 2025; Guan, Zheng et. al, 2006; Celik, Baker et. al., 2017
	

	14
	YOL152W
	FRE7
	Plasma Membrane
	Metalloreductase
	Zhang, Olaniyan et al., 2025
	

	15
	YIL003W
	CFD1
	Cytosol
	Cytosolic iron-sulfur cluster assembly
	Zhang, Olaniyan et al., 2025; Guan, Zheng, et. al, 2006; Johansson, He et. al., 2007; Celik, Baker et. al., 2017
	uORF, Leaky Scanning, Direct Association with Upf1p

	16
	YNL260C
	LTO1
	Cytosol, Nucleus
	Required for insertion of Fe/S cluster into apo-Rli1p
	Zhang, Olaniyan et al., 2025
	

	17
	YBL071W-A
	DPH3
	Cytosol, Nucleus
	Required for peptidyl-diphthamide formation from peptidyl-histidine and wobble uridine tRNA modification
	Zhang, Olaniyan et al., 2025; Celik, Baker et. al., 2017
	

	18
	YGL071W
	AFT1
	Cytosol, Nucleus
	Transcriptional activator of low iron regulon
	This Study
	

	19
	YPL202C
	AFT2
	Cytosol, Nucleus
	Transcriptional activator of low iron regulon
	This Study, Johansson, He et. al., 2007
	Direct Association with Upf1p

	20
	YMR180C
	CTH1
	Nucleus
	mRNA-binding protein; mediates degradation of target mRNAs in low iron
	Zhang, Olaniyan et al., 2025
	

	21
	YPL167C
	REV3
	Nucleus
	Subunit of DNA Polymerase Zeta
	Guan, Zheng et. al, 2006
	

	22
	YOL043C
	NTG2
	Nucleus
	DNA base excision repair
	Zhang, Olaniyan et al., 2025;  Guan, Zheng et. al, 2006
	

	23
	YDR256C
	CTA1
	Mitochondria, Peroxisome
	Catalase A; antioxidant
	Zhang, Olaniyan et al., 2025
	

	24
	YOR065W
	CYT1
	Mitochondria
	Cytochrome c1; mitochondrial respiratory chain
	Johansson, He et. al., 2007
	Direct Association with Upf1p

	25
	YNL111C
	CYB5
	Endoplasmic Reticulum
	Cytochrome b5; sterol and lipid biosynthesis
	Johansson, He et. al., 2007
	




Supplementary Table 6: Isoform-specific fold changes of AFT1-2 and FRE1-4 transcripts under 0, 1, 2, and 3 hours of iron deprivation, as quantified by adaptive low-iron steady-state northern blotting.
	Gene
	Isoform
	Fold Change at 0 Hours (upf1 / UPF1)
	p-Value
	Fold Change at 1 Hour (upf1 / UPF1)
	p-Value
	Fold Change at 2 Hours (upf1 / UPF1)
	p-Value
	Fold Change at 3 Hours (upf1 / UPF1)
	p-Value

	AFT1
	Long
	0.91 (±0.1)
	0.825
	1.30 (±0.5)
	0.213
	1.42 (±0.1)
	0.012
	1.56 (±0.2)
	0.024

	
	Medium
	0.74 (±0.1)
	0.977
	0.96 (±0.1)
	0.803
	1.66 (±0.5)
	0.073
	2.72 (±1.9)
	0.125

	
	Short
	0.75 (±0.2)
	0.898
	0.09 (±0.3)
	0.724
	1.16 (±0.3)
	0.241
	1.58 (±0.8)
	0.165

	AFT2
	Long
	1.29 (±0.4)
	0.154
	1.19 (±0.4)
	0.226
	1.14 (±0.2)
	0.166
	1.15 (±0.3)
	0.243

	
	Medium
	0.80 (±0.2)
	0.866
	1.08 (±0.1)
	0.206
	1.42 (±0.6)
	0.168
	1.57 (±0.5)
	0.105

	
	Short
	1.14 (±0.5)
	0.341
	1.27 (±1.0)
	0.335
	2.38 (±2.2)
	0.192
	1.36 (±0.7)
	0.222

	FRE1
	Long
	2.55 (±1.0)
	0.058
	5.20 (±0.3)
	0.001
	4.94 (±2.7)
	0.063
	4.68 (±1.2)
	0.018

	
	Med-Long
	2.21 (±0.7)
	0.051
	2.71 (±2.0)
	0.135
	2.84 (±0.4)
	0.009
	2.70 (±1.5)
	0.095

	
	Medium
	2.27 (±1.3)
	0.118
	2.31 (±1.4)
	0.119
	1.36 (0.2)
	0.043
	2.48 (±1.4)
	0.110

	
	Short
	2.39 (±0.4)
	0.015
	1.66 (±0.8)
	0.154
	1.90 (±0.4)
	0.024
	1.98 (±0.4)
	0.024

	FRE2
	Long
	3.55 (±2.7)
	0.120
	3.58 (±2.2)
	0.092
	3.11 (±1.1)
	0.041
	3.72 (±0.5)
	0.006

	
	Med-Long
	2.56 (±1.7)
	0.130
	5.83 (±6.6)
	0.166
	4.30 (±2.9)
	0.094
	3.94 (±2.8)
	0.108

	
	Medium
	5.10 (±2.9)
	0.066
	7.97 (±4.9)
	0.067
	5.23 (±2.0)
	0.034
	4.89 (±1.3)
	0.017

	
	Short
	2.60 (±1.0)
	0.051
	4.66 (±0.9)
	0.010
	5.00 (±2.1)
	0.041
	8.74 (±4.4)
	0.048

	FRE3
	Long
	1.45 (±0.6)
	0.164
	3.01 (±1.1)
	0.042
	3.08 (±3.7)
	0.218
	4.50 (±4.4)
	0.150

	
	Medium
	2.15 (±0.6)
	0.037
	3.16 (±1.5)
	0.067
	2.15 (±1.0)
	0.091
	2.45 (±0.6)
	0.026

	
	Short
	5.03 (±2.6)
	0.058
	6.53 (±0.6)
	0.002
	10.58 (±1.5)
	0.004
	9.95 (±4.0)
	0.030

	FRE4
	Long
	1.37 (±0.8)
	0.251
	1.19 (±0.8)
	0.361
	3.39 (±2.0)
	0.088
	3.36 (±2.0)
	0.092

	
	Short
	4.11 (±1.4)
	0.029
	8.07 (±5.4)
	0.075
	4.16 (±1.4)
	0.030
	3.05 (±0.9)
	0.030

	FTH1
	-
	0.83 (±0.1)
	0.919
	0.94 (±0.1)
	0.775
	1.10 (±0.2)
	0.273
	1.06 (±0.4)
	0.410



Supplementary Table 7: Genes involved in zinc uptake that have also been recognized as NMD targets in regular growth conditions. 
	Number
	Name
	Gene
	Location
	Description
	Reported as NMD Targets
	Reported NMD Features

	1
	YGL255W
	ZRT1
	Plasma Membrane
	High-affinity Zn2+ transporter
	Johansson, He et. al., 2007
	Direct Association with Upf1p

	2
	YMR319C
	FET4
	Plasma Membrane
	Low-affinity Fe2+ transporter
	Johansson, He et. al., 2007
	Direct Association with Upf1p

	3
	YOL154W
	ZPS1
	Cell Wall, Vacuole
	Putative GPI-anchored surface protein 
	Johansson, He et. al., 2007
	

	4
	YGL256W
	ADH4
	Mitochondria
	Zinc-dependent alcohol dehydrogenase
	Johansson, He et. al., 2007, Celik, Baker et. al., 2017
	



