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Fig. S3. The decapping complex is stored in the nucleus as a readily releasable pool. (A) and (B) Overexpression of 
NLS-appended and catalytically dead (CD) variants of Dcp2. Cells expressing Dcp2-GFP from a genomic locus were 
transformed with a low-copy plasmid expressing different versions of Dcp2-GFP from the strong GPD promoter. The GFP 
expression of logarithmically growing cells was analyzed by Western blotting and quantified using Pgk1 as reference. (C)-(E) 
Northern blot analysis of MET3 mRNA nuclear degradation. nup145ΔC strain background was either deleted for EDC3 and 
SCD6 or transformed with low-copy plasmids expressing the indicated Dcp2 constructs. Logarithmically growing cultures 
were starved for methionine to induce the expression of MET3 and then shifted to 37°C to inhibit mRNA nuclear export. 
MET3 transcription was then blocked by addition of methionine and aliquots for Northern blotting analysis were taken at the 
indicated time points. The scR1 mRNA served as a loading control. (F) ER-localization of the Dcp2-GFP-Dpm1 construct. 
Cells expressing the ER-marker Sec61-mCherry were transformed with the low-copy construct expressing Dcp2-GFP-Dpm1 
from the DCP2 promoter. Logarithmically growing cultures were imaged without treatment. Scale bar 5 μm. (G) and (H) 
Translation attenuation upon treatment with verrucarin A. The global translation in wild-type cells expressing NLS-Dcp2-GFP 
from a strong promoter or edc3Δ scd6Δ expressing genomically tagged Dcp2-GFP was analyzed by polysome profiling upon 
verrucarin A treatment as in Figure 3-I. (I) and (J) NLS-Dcp2 rescues translation upon depletion of the endogenous Dcp2. 
Cells with DCP2 tagged genomically with an auxin-inducible degron were transformed with a low-copy plasmid expressing 
NLS-Dcp2 from a GPD promoter. The global translation of logarithmically growing cultures was analyzed by polysome 
profiling upon depletion of the endogenous Dcp2 with auxin.     
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Fig. S4. Dcp1/Dcp2 performs essential functions on the cytoplasmic face of the ER. (A) and (B) Subcellular localization of 
the Dcp2-GFPMITO and Dcp2-GFPER. edc3Δ scd6Δ with genomically tagged Om45-mCherry were transformed with a low-copy 
plasmid expressing Dcp2-GFP-Fis1 (Dcp2-GFPMITO) from a DCP2 promoter. Logarithmically growing cultures were imaged 
directly, scale bar 5 μm (A). (B) Subcellular localization of Dcp2-GFPER and Dcp2-GFPMITO. edc3Δ scd6Δ with DCP2 tagged 
genomically with an auxin-inducible degron were transformed with low-copy plasmids expressing the Dcp2-GFP-Dpm1 (Dcp2-
GFPER) or Dcp2-GFP-Fis1 (Dcp2-GFPMITO) from the endogenous DCP2 promoter. Spheroplast lysates were subjected to 
differential centrifugation and the P13, P100 and S100 fractions analyzed by Western blotting. (C) and (D) Dcp2-GFPER and 
Dcp2-GFPMITO are expressed at similar levels. The Dcp2-GFP levels in logarithmically growing cells from the strains in panel B 
and an empty vector control were analyzed by Western blotting. (E) Dcp2 at the ER is required for growth under stress. edc3Δ 
scd6Δ with DCP2 tagged genomically with an auxin-inducible degron were transformed with high-copy plasmids expressing the 
indicated Dcp2-constructs from the endogenous DCP2 promoter. Serial dilutions of the respective logarithmically growing cultures 
were spotted on YP-agar with 0.2 % glucose, supplemented with 0.2 M auxin as indicated. Agar plates were incubated for 2 days 
at 37°C, and followed by 3 days at 30°C. (F) and (G) Dcp2-GFPMITO is able to recruit other PB components. Strains with DCP2 
tagged genomically with an auxin-inducible degron were transformed with low-copy plasmids expressing Pat1-mCherry, resp. 
Dhh1-mCherry from its own promoter. Logarithmically growing cells were treated with 2 mM auxin for 2 h, then subjected to 30 
min glucose deprivation and imaged. Scale bar 5 μm. (H) and (I) Dcp2-GFPMITO levels do not change upon deletion of MMM1. 
edc3Δ scd6Δ DCP2-AID was deleted for MMM1 and the Dcp2-GFPMITO levels expressed from a low-copy plasmid on the DCP2 
promoter were determined by Western blotting and compared with isogenic background strain.
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and SCD6 domain constructs. Wild-type or edc3Δ scd6Δ with genomically tagged Dcp2-GFP were transformed with low-copy plasmids 
expressing the indicated SCD6 or EDC3 constructs from the strong GPD promoter. Logarithmically growing cells were harvested and 
levels of the respective construct mRNAs relative to PGK1 were determined by qRT-PCR. (C) Bridging Dcp2 to Dhh1 at the ER 
rescues PB-formation in edc3Δ. edc3Δ cells with DCP2 genomically tagged with 2×mCherry were transformed with low-copy 
constructs expressing GFP-ER-anchored (as fusions with Dpm1) Edc3 and Scd6 truncations from the respective own promoters. 
Logarithmically growing cultures were starved for glucose for 30 min and imaged. (D) Quantification of the number of Dcp2-2×mCherry 
foci in the strains from panel C upon 30 min –D.    
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Fig. S6. Linking Dcp2 and Dhh1 drives P-body formation and functional stress response. (A) The Edc31-86-Dhh1 fusion is 
expressed at lower levels than Dhh1. The expression of the mCherry constructs from Figure 6-A in an edc3Δ scd6Δ background was 
analyzed by Western blotting. (B) The Edc3 LSm-domain (Edc31-86) efficiently links Dhh1 to Dcp2. Logarithmically growing wild-type or 
edc3Δ scd6Δ cells expressing the indicated constructs from a low-copy vector and the DHH1 promoter were immunoprecipitated with 
RFP_Trap and the immunoprecipitates were analyzed by Western blotting. 
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Table S1. S. cerevisiae strains used in the study 

Strain Genotype Reference 

YPH499 MAT a ade2-101 his3-200 leu2-1 lys2-801 trp-63 ura3-52 (Sikorski and 
Hieter, 1989) 

YAS1031A MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-yEGFP-kanMX4 

(Kilchert et 
al., 2010) 

YAS1097 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-yEGFP-kanMX4 scd6::LEU2 (K.lactis) 

(Kilchert et 
al., 2010) 

YAS2300 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-yEGFP-kanMX4 edc3::URA3 (K.lactis) 

(Kilchert, 
2010) 

YAS5243 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-yEGFP-kanMX4 edc3::URA3 (K.lactis) scd6::natMX4 

This study 

YAS5716 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP1::DCP1-yEGFP-hphNT1 NUP84::NUP84-mCherry-natNT1 

This study 

YAS5281 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-yEGFP-kanMX4 NUP84::NUP84-mCherry-natNT1  

This study 

YAS5718 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
XRN1::XRN1-yEGFP-TRP1 (K.lactis) NUP84::NUP84-mCherry-natNT1 

This study 

YAS5278 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP1::DCP1-yEGFP-kanMX4 NUP84::NUP84-mCherry-natNT1 
edc3::URA3 (K.lactis) scd6::LEU2 (K.lactis) 

This study 

YAS5311 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-yEGFP-kanMX4 NUP84::NUP84-mCherry-natNT1 

edc3::URA3 (K.lactis) scd6::LEU (K.lactis)  

This study 

YAS5313 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
XRN1::XRN1-yEGFP-TRP1 (K.lactis) NUP84::NUP84-mCherry-natNT1 

edc3::URA3 (K.lactis) scd6::LEU2 (K.lactis) 

This study 

YAS2355 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-yEGFP-kanMX4 lsm1::URA3 (K.lactis) 

(Kilchert, 
2010) 

YAS5314 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-yEGFP-kanMX4 edc3::URA3 (K.lactis) scd6::natMX4 

dcp1::LEU2 (K.lactis) 

This study 

YAS5871 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

NUP84::NUP84-mCherry-natNT1 edc3::URA3 (K.lactis) scd6::hphMX4 

This study 

YAS2298 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

edc3::URA3 (K.lactis) 

(Kilchert, 
2010) 

YAS5890 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

KAP95::kap95-aid-6HA-hph edc3::URA3 (K.lactis)  

This study 

YAS5996 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-yEGFP-kanMX4 NUP84::NUP84-mCherry-natNT1 

KAP95::kap95-aid-6HA-hph edc3::URA3 (K.lactis) scd6::LEU2 (K.lactis) 

This study 

YAS5788 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-yEGFP-kanMX4 NUP84::NUP84-mCherry-natNT1 

KAP95::KAP95-6HA-TRP1 edc3::URA3 (K.lactis) scd6::LEU2 (K.lactis) 

This study 

YAS5391 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-yEGFP-kanMX4 NUP145::nup145C-3MYC-TRP1 

This study 

YAS5392 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-yEGFP-kanMX4 NUP145::nup145C-3MYC-TRP1 

edc3::URA3 (K.lactis) scd6::natMX4 

This study 

YAS5905 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
SEC61::SEC61-mCherry-kanMX4 

This study 

YAS4163 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-2xmCherry-hphNT1 

(Wang et al., 
2018) 

YAS5888 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-2xmCherry-hphNT1 edc3::natMX4 

This study 

YAS5449 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-AID-9MYC-natNT trp1::ADHp-AFB2-TRP1 

This study 
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YAS5639 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-AID-9MYC-natNT trp1::ADHp-AFB2-TRP1 trp1::kanMX4 

This study 

YAS5483 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-AID-9MYC-natNT trp1::ADHp-AFB2-TRP1 edc3::URA3 

(K.lactis) scd6::LEU2 (K.lactis) 

This study 

YAS5641 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-AID-9MYC-natNT trp1::ADHp-AFB2-TRP1 edc3::URA3 

(K.lactis) scd6::hphMX4 trp1::kanMX4 

This study 

YAS5644 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-AID-9MYC-natNT MDM34::MDM34-mCherry-kanMX4 

trp1::ADHp-AFB2-TRP1 edc3::URA3 (K.lactis) scd6::LEU2 (K.lactis) 

trp1::hphMX4 

This study 

YAS5721 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-AID-9MYC-natNT OM45::OM45-mCherry-kanMX4 

trp1::ADHp-AFB2-TRP1 edc3::URA3 (K.lactis) scd6::LEU2 (K.lactis) 

trp1::hphMX4 

This study 

YAS5713 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 

DCP2::DCP2-AID-9MYC-natNT trp1::ADHp-AFB2-TRP1 edc3::URA3 

(K.lactis) mmm1::LEU2 (K.lactis) scd6::hphMX4 trp1::kanMX4 

This study 

YAS5705 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-AID-9MYC-natNT XRN1::XRN1-mCherry-kanMX4 
trp1::ADHp-AFB2-TRP1 

This study 

YAS5707 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-AID-9MYC-natNT EDC3::EDC3-yEGFP-hphNT1 
XRN1::XRN1-mCherry-kanMX4 trp1::ADHp-AFB2-TRP1 

This study 

YAS5709 MATa ade2::ARF1::ADE2 arf1::HIS3 arf2::HIS3 ura3 lys2 trp1 his3 leu2 
DCP2::DCP2-AID-9MYC-natNT SCD6::SCD6-yEGFP-hphNT1 trp1::ADHp-
AFB2-TRP1 

This study 
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Table S2. Yeast plasmids used in the study 

Construct 
Primers and templates for PCR generation of the assembly fragments 

Vector Vector 
cut with Fragment Primer Primer sequence PCR template 

pRS414-PAT1p-PAT1-
mCherry 

PAT1p-PAT1 kt2026 AGGGAACAAAAGCTGGAGCTGAGGGTTCAGGGAAATCC gDNA YPH499 pRS414-ADHp SacI/SalI 
kt2101 GTCGACCTGCAGCGTACG   CTTTAGTTCTGATATTTCACC 

mCherry kt2103 CGT ACG CTG CAG GTC GAC pYM-mCherry-kanMX 
kt2070a TACCGGGCCCCCCCTCGAGGTCGAC   ATGGGGATGTATGGGCTAAA 

pRS415-PAT1p-PAT1-
mCherry 

PAT1p-PAT1 kt2026 AGGGAACAAAAGCTGGAGCTGAGGGTTCAGGGAAATCC gDNA YPH499 pRS415-GPDp SacI/SalI 
kt2101 GTCGACCTGCAGCGTACG   CTTTAGTTCTGATATTTCACC 

mCherry kt2103 CGT ACG CTG CAG GTC GAC pYM-mCherry-kanMX 
kt2070a TACCGGGCCCCCCCTCGAGGTCGAC   ATGGGGATGTATGGGCTAAA 

pRS415-GPDp-DCP2-
GFP 

DCP2 kt2066 CGGCCGCTCTAGAACTAGTGGATCCATGTCACTGCCGCTACGACAC gDNA YPH499 pRS415-GPDp BamHI/XhoI 
kt2068 GTCGACCTGCAGCGTACGCTTCCTATGCAAAATGCTTAA 

GFP kt2069 TTAAGCATTTTGCATAGGAAG CGT ACG CTG CAG GTC GAC pYM44 
kt2070 GGTACCGGGCCCCCCCTCGAG ATGGGGATGTATGGGCTAAA 

pRS415-GPDp-NLS-
DCP2-GFP 

NLS-DCP2 kt2076 CGGCCGCTCTAGAACTAGTGGATCCATG CCA AAG AAG AAA AGA AAG GTT 
TCACTGCCGCTACGACAC 

gDNA YPH499 pRS415-GPDp BamHI/XhoI 

kt2068 GTCGACCTGCAGCGTACGCTTCCTATGCAAAATGCTTAA 
GFP kt2069 TTAAGCATTTTGCATAGGAAG CGT ACG CTG CAG GTC GAC pYM44 

kt2070 GGTACCGGGCCCCCCCTCGAG ATGGGGATGTATGGGCTAAA 
pRS415-GPDp-
DCP2(cat. dead)-GFP 

DCP2p-DCP2-
mut-1 

kt2066 CGGCCGCTCTAGAACTAGTGGATCCATGTCACTGCCGCTACGACAC gDNA YPH499 pRS415-GPDp BamHI/XhoI 
kt2077 ACCAAT TGCAGCTTTAACTGCAGC AATGCAACAATCTATGTCATT 

DCP2-mut-2 kt2078 TGCATT GCT GCA GTT AAA  GCT GCA ATTGGTTTCGATTTGACGGAC gDNA YPH499 
kt2068 GTCGACCTGCAGCGTACGCTTCCTATGCAAAATGCTTAA 

GFP kt2069 TTAAGCATTTTGCATAGGAAG CGT ACG CTG CAG GTC GAC pYM44 
kt2070 GGTACCGGGCCCCCCCTCGAG ATGGGGATGTATGGGCTAAA 

pRS415-GPDp-NLS-
DCP2(cat. dead)-GFP 

NLS-DCP2-mut-1 kt2076 CGGCCGCTCTAGAACTAGTGGATCCATG CCA AAG AAG AAA AGA AAG GTT 
TCACTGCCGCTACGACAC 

gDNA YPH499 pRS415-GPDp BamHI/XhoI 

kt2077 ACCAAT TGCAGCTTTAACTGCAGC AATGCAACAATCTATGTCATT 
DCP2-mut-2 kt2078 TGCATT GCT GCA GTT AAA  GCT GCA ATTGGTTTCGATTTGACGGAC gDNA YPH499 

kt2068 GTCGACCTGCAGCGTACGCTTCCTATGCAAAATGCTTAA 
GFP kt2069 TTAAGCATTTTGCATAGGAAG CGT ACG CTG CAG GTC GAC pYM44 

kt2070 GGTACCGGGCCCCCCCTCGAG ATGGGGATGTATGGGCTAAA 
pRS414-DCP2p-DCP2-
GFP-FIS1 

DCP2p-DCP2 kt2072 AGGGAACAAAAGCTGGAGCTC  ATAATAAGGGTCATCGATCC gDNA YPH499 pRS414-ADHp SacI/SalI 
kt2068 GTCGACCTGCAGCGTACGCTTCCTATGCAAAATGCTTAA 

GFP kt2069 TTAAGCATTTTGCATAGGAAG CGT ACG CTG CAG GTC GAC pYM44 
kt2073 TTCGCCGCTGCCCGCGGCAGCGCGGGCAGC  TTTGTACAATTCATCCAT 

FIS1 kt2074 TTGTACAAA  GCTGCCCGCGCTGCCGCGGGCAGCGGCGAA 
ATGACCAAAGTAGATTTT 

gDNA YPH499 

kt2075 TACCGGGCCCCCCCTCGAGGTCGAC  AGAAGGCAAAATAGCAGTG 
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Table S2 (continued) 
pRS414-DCP2p-DCP2-
GFP-DPM1 

DCP2p-DCP2 kt2072 AGGGAACAAAAGCTGGAGCTC  ATAATAAGGGTCATCGATCC gDNA YPH499 pRS414-ADHp SacI/SalI 
kt2068 GTCGACCTGCAGCGTACGCTTCCTATGCAAAATGCTTAA 

GFP kt2069 TTAAGCATTTTGCATAGGAAG CGT ACG CTG CAG GTC GAC pYM44 
kt2073 TTCGCCGCTGCCCGCGGCAGCGCGGGCAGC  TTTGTACAATTCATCCAT 

DPM1 kt2081 TTGTACAAA  GCTGCCCGCGCTGCCGCGGGCAGCGGCGAA 
ATGAGCATCGAATACTCTGT 

gDNA YPH499 

kt2082 TACCGGGCCCCCCCTCGAGGTCGAC  TAATGATCTATTCATAAAGCA 
pRS424-DCP2p-DCP2-
GFP-FIS1 

DCP2p-DCP2 kt2072 AGGGAACAAAAGCTGGAGCTC  ATAATAAGGGTCATCGATCC gDNA YPH499 pRS424-ADHp SacI/SalI 
kt2068 GTCGACCTGCAGCGTACGCTTCCTATGCAAAATGCTTAA 

GFP kt2069 TTAAGCATTTTGCATAGGAAG CGT ACG CTG CAG GTC GAC pYM44 
kt2073 TTCGCCGCTGCCCGCGGCAGCGCGGGCAGC  TTTGTACAATTCATCCAT 

FIS1 kt2074 TTGTACAAA  GCTGCCCGCGCTGCCGCGGGCAGCGGCGAA 
ATGACCAAAGTAGATTTT 

gDNA YPH499 

kt2075 TACCGGGCCCCCCCTCGAGGTCGAC  AGAAGGCAAAATAGCAGTG 
pRS424-DCP2p-DCP2-
GFP-DPM1 

DCP2p-DCP2 kt2072 AGGGAACAAAAGCTGGAGCTC  ATAATAAGGGTCATCGATCC gDNA YPH499 pRS424-ADHp SacI/SalI 
kt2068 GTCGACCTGCAGCGTACGCTTCCTATGCAAAATGCTTAA 

GFP kt2069 TTAAGCATTTTGCATAGGAAG CGT ACG CTG CAG GTC GAC pYM44 
kt2073 TTCGCCGCTGCCCGCGGCAGCGCGGGCAGC  TTTGTACAATTCATCCAT 

DPM1 kt2081 TTGTACAAA  GCTGCCCGCGCTGCCGCGGGCAGCGGCGAA 
ATGAGCATCGAATACTCTGT 

gDNA YPH499 

kt2082 TACCGGGCCCCCCCTCGAGGTCGAC  TAATGATCTATTCATAAAGCA 
pRS415-GPDp-SCD6 
FL 

SCD6 kt2042 CGGCCGCTCTAGAACTAGTGGATCCATGTCGCAGTACATCGGTAAAAC gDNA YPH499 pRS415-GPDp BamHI/XhoI 
kt2043C ATTGGGTACCGGGCCCCCCCTCGAGTTAAAATTCAACGTTGGAAGGAGG 

pRS415-GPDp-SCD6 
DRGG 

SCD6 DRGG kt2042 CGGCCGCTCTAGAACTAGTGGATCCATGTCGCAGTACATCGGTAAAAC gDNA YPH499 pRS415-GPDp BamHI/XhoI 
kt2043A ATTGGGTACCGGGCCCCCCCTCGAGTTAAGAGTGAAATCTTGGTCTGG 

pRS415-GPDp-SCD6 
DLSm 

SCD6 DLSm kt2043B CGGCCGCTCTAGAACTAGTGGATCCATGAATGACATACAGCCGGTTGTT gDNA YPH499 pRS415-GPDp BamHI/XhoI 
kt2043C ATTGGGTACCGGGCCCCCCCTCGAGTTAAAATTCAACGTTGGAAGGAGG 

pRS415-GPDp-SCD6 
DFDF 

SCD6 LSm kt2042 CGGCCGCTCTAGAACTAGTGGATCCATGTCGCAGTACATCGGTAAAAC gDNA YPH499 pRS415-GPDp BamHI/XhoI 
kt2043E1 AGAGTGAAATCTTGGTCTGGCGATGTTAGCATCTAAAATGCT 

SCD6 RGG kt2043E2 AGCATTTTAGATGCTAACATC GCCAGACCAAGATTTCACTCT gDNA YPH499 
kt2043C ATTGGGTACCGGGCCCCCCCTCGAGTTAAAATTCAACGTTGGAAGGAGG 

pRS415-GPDp-EDC3 
FL 

EDC3 FL kt2055N CGGCCGCTCTAGAACTAGT ATGTCACAATTTGTTGGTTTC gDNA YPH499 pRS415-GPDp SpeI/XhoI 
kt2056 TACCGGGCCCCCCCTCGAG TTACAAATCTAATAGCAGGG 

pRS415-GPDp-EDC3 
DYjeF_N 

EDC3 DYjeF_N kt2055N CGGCCGCTCTAGAACTAGT ATGTCACAATTTGTTGGTTTC gDNA YPH499 pRS415-GPDp SpeI/XhoI 
kt2057 TACCGGGCCCCCCCTCGAG TTATAGTAGTTGTACTGGTGT 

pRS415-GPDp-EDC3 
DLSm  

EDC3 DLSm kt2097c CGGCCGCTCTAGAACTAGTGGATCC  ATG   GAACATATTGATTGGCAA gDNA YPH499 pRS415-GPDp SpeI/XhoI 
kt2056 TACCGGGCCCCCCCTCGAG TTACAAATCTAATAGCAGGG 
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Table S2 (continued) 
pRS415-GPDp-EDC3 
DFDF-YjeF_N 

EDC3 LSm kt2087 CGGCCGCTCTAGAACTAGTGGATCC  ATGTCACAATTTGTTGGTTTCG gDNA YPH499 pRS415-GPDp BamHI/XhoI 
kt2097a TACCGGGCCCCCCCTCGAGGTCGAC  TTA  ACCGCGATTTTGATTATAATC 

pRS415-DHH1p-
EDC3(aa 1-86)-mCherry 

DHH1p kt2094 AGGGAACAAAAGCTGGAGCTC  TGGTGTTGCAATATTGGACAA gDNA YPH499 pRS415-TEFp SacI/SalI 
kt2095 GAAACCAACAAATTGTGACATTACTACTATTTTCTTTCTTGT 

EDC3(aa 1-86) kt2096 ACAAGAAAGAAAATAGTAGTA ATGTCACAATTTGTTGGTTTC gDNA YPH499 
kt2097b GTCGACCTGCAGCGTACG  ACCGCGATTTTGATTATAATC 

mCherry kt2103 CGT ACG CTG CAG GTC GAC pYM-mCherry-kanMX 
kt2070a TACCGGGCCCCCCCTCGAGGTCGAC   ATGGGGATGTATGGGCTAAA 

pRS415-DHH1p-DHH1-
mCherry 

DHH1p-DHH1 kt2079 AGGGAACAAAAGCTGGAGCTC TTTTCTTATCATTAGTGTCGC gDNA YPH499 pRS415-TEFp SacI/SalI 
kt2100 GTCGACCTGCAGCGTACG  ATACTGGGGTTGTGACTGACC 

mCherry kt2103 CGT ACG CTG CAG GTC GAC pYM-mCherry-kanMX 
kt2070a TACCGGGCCCCCCCTCGAGGTCGAC   ATGGGGATGTATGGGCTAAA 

pRS415-DHH1p-
EDC3(1-86)-DHH1-
mCherry 

DHH1p kt2094 AGGGAACAAAAGCTGGAGCTC  TGGTGTTGCAATATTGGACAA gDNA YPH499 pRS415-TEFp SacI/SalI 
kt2095 GAAACCAACAAATTGTGACATTACTACTATTTTCTTTCTTGT 

EDC3(aa 1-86) kt2096 ACAAGAAAGAAAATAGTAGTA ATGTCACAATTTGTTGGTTTC gDNA YPH499 
kt2097 TTCGCCGCTGCCCGCGGCAGCGCGGGCAGC   ACCGCGATTTTGATTATAATC 

DHH1 kt2098 GCTGCCCGCGCTGCCGCGGGCAGCGGCGAA 
ATGGGTTCCATCAATAATAACTTC 

gDNA YPH499 

kt2100 GTCGACCTGCAGCGTACG  ATACTGGGGTTGTGACTGACC 
mCherry kt2103 CGT ACG CTG CAG GTC GAC pYM-mCherry-kanMX 

kt2070a TACCGGGCCCCCCCTCGAGGTCGAC   ATGGGGATGTATGGGCTAAA 
pRS415-DCP2p-DCP2-
GFP 

DCP2p-DCP2 kt2072 AGGGAACAAAAGCTGGAGCTC  ATAATAAGGGTCATCGATCC gDNA YPH499 pRS415-TEFp SacI/SalI 
kt2068 GTCGACCTGCAGCGTACGCTTCCTATGCAAAATGCTTAA 

GFP kt2069 TTAAGCATTTTGCATAGGAAG CGT ACG CTG CAG GTC GAC pYM44 
kt2070a TACCGGGCCCCCCCTCGAGGTCGACATGGGGATGTATGGGCTAAA 

pRS415-DCP2p-DCP2-
GFP  
NLS R229 

DCP2p-DCP2-
mut.1 

kt2072 AGGGAACAAAAGCTGGAGCTC  ATAATAAGGGTCATCGATCC pRS415-DCP2p-
DCP2-GFP 

pRS415-TEFp SacI/SalI 
kt2142 CGTTAACCACATTGATAAGGGTGTCATCATGGAATTAATCAG 

DCP2-mut. 2-GFP kt2143 TTA TCA ATG TGG TTA ACG CAT CAG ACT CAA ATA AAA AAT GAA GAT 
kt2070a TACCGGGCCCCCCCTCGAGGTCGACATGGGGATGTATGGGCTAAA 

pRS415-DCP2p-DCP2-
GFP  
NLS K450 

DCP2p-DCP2-
mut.1 

kt2072 AGGGAACAAAAGCTGGAGCTC  ATAATAAGGGTCATCGATCC pRS415-DCP2p-
DCP2-GFP 

pRS415-TEFp SacI/SalI 
kt2138 TGTAAGCGTTGGCGTTGTGCTTGATTGCACGTTGCTGTC 

DCP2-mut. 2-GFP kt2139 ACA ACG CCA ACG CTT ACA ATC TTA CAG AGA GGA ACG GAC 
kt2070a TACCGGGCCCCCCCTCGAGGTCGACATGGGGATGTATGGGCTAAA 

pRS415-DCP2p-DCP2-
GFP  
NLS S564+K697 

DCP2p-DCP2-
mut.1 

kt2072 AGGGAACAAAAGCTGGAGCTC  ATAATAAGGGTCATCGATCC pRS415-DCP2p-
DCP2-GFP 

pRS415-TEFp SacI/SalI 
kt2136 TGGTGTTTCCGTTTGACTTGTTGTGCTGTCTTTTTCGCTTGGCAT 

DCP2-mut. 2-GFP kt2137 ACA AGT CAA ACG GAA ACA CCA ACG AAC GAC GCA AGC AAA ACA AAC 
kt2134 TAGTATTGTAACTGTGGGTACCGTTGTTACAGTATTTGTTGTTGATGA 

DCP2-mut. 3-GFP kt2135 GTA CCC ACA GTT ACA ATA CTA ACA ACA GGT GAA ACC TTT GCC AGT CTG 
kt2070a TACCGGGCCCCCCCTCGAGGTCGACATGGGGATGTATGGGCTAAA 
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Table S2 (continued) 
pRS415-DCP2p-DCP2-
GFP  
NLS R229+K450 

DCP2p-DCP2-
mut.1 

kt2072 AGGGAACAAAAGCTGGAGCTC  ATAATAAGGGTCATCGATCC pRS415-DCP2p-
DCP2-GFP 
NLS K450 

pRS415-TEFp SacI/SalI 
kt2142 CGTTAACCACATTGATAAGGGTGTCATCATGGAATTAATCAG 

DCP2-mut. 2-GFP kt2143 TTA TCA ATG TGG TTA ACG CAT CAG ACT CAA ATA AAA AAT GAA GAT 
kt2070a TACCGGGCCCCCCCTCGAGGTCGACATGGGGATGTATGGGCTAAA 

pRS415-NLS-3xGFP 5'-NLS-GFP kt2144 TCTAGAACTAGTGGATCC ATG CCA AAG AAG AAA AGA AAG GTT  CGT ACG 
CTG CAG GTC GAC 

pYM44 pRS415-GPDp BamHI/XhoI 

kt2073 TTCGCCGCTGCCCGCGGCAGCGCGGGCAGC  TTTGTACAATTCATCCAT 
middle GFP kt2147 GCTGCCCGCGCTGCCGCGGGCAGCGGCGAA  CGT ACG CTG CAG GTC GAC 

kt2148 CTCTCCAGATCCAGCTGCGGCCCGCGCGGC TTTGTACAATTCATCCAT 
GFP-3' kt2149 GCCGCGCGGGCCGCAGCTGGATCTGGAGAG CGT ACG CTG CAG GTC GAC 

kt2070 GGTACCGGGCCCCCCCTCGAG ATGGGGATGTATGGGCTAAA 
pRS415-EDC3p-

EDC3LSm-GFP-DPM1

EDC3p-EDC3 
LSm 

kt2086 AGGGAACAAAAGCTGGAGCTC  TAAAAAATGTCGTGATATTGC gDNA YPH499 pRS415-TEFp SacI/SalI 
2097b GTCGACCTGCAGCGTACG ACCGCGATTTTGATTATAATC 

GFP-DPM1 kt2082 TACCGGGCCCCCCCTCGAGGTCGAC TAATGATCTATTCATAAAGCA pRS414-DCP2p-
DCP2-GFP-DPM1 kt2103 CGT ACG CTG CAG GTC GAC 

pRS415-EDC3p-

EDC3LSm-FDF-GFP-
DPM1 

EDC3p-EDC3 
LSm-FDF 

kt2086 AGGGAACAAAAGCTGGAGCTC  TAAAAAATGTCGTGATATTGC gDNA YPH499 pRS415-TEFp SacI/SalI 
kt2146 GTCGACCTGCAGCGTACG TAGTAGTTGTACTGGTGT 

GFP-DPM1 kt2082 TACCGGGCCCCCCCTCGAGGTCGAC TAATGATCTATTCATAAAGCA pRS414-DCP2p-
DCP2-GFP-DPM1 kt2103 CGT ACG CTG CAG GTC GAC 

pRS415-SCD6p-
SCD6LSm-GFP-DPM1

SCD6p-SCD6 
LSm 

kt2127 AGGGAACAAAAGCTGGAGCTC AGACTCTAGAGTTAACATTGA gDNA YPH499 pRS415-TEFp SacI/SalI 
kt2130 GTCGACCTGCAGCGTACG  GATGTTAGCATCTAAAATGC 

GFP-DPM1 kt2082 TACCGGGCCCCCCCTCGAGGTCGAC TAATGATCTATTCATAAAGCA pRS414-DCP2p-
DCP2-GFP-DPM1 kt2103 CGT ACG CTG CAG GTC GAC 

pRS415-SCD6p-
SCD6LSm-FDF-GFP-
DPM1 

SCD6p-SCD6 
LSm-FDF 

kt2127 AGGGAACAAAAGCTGGAGCTC AGACTCTAGAGTTAACATTGA gDNA YPH499 pRS415-TEFp SacI/SalI 
kt2145 GTCGACCTGCAGCGTACG AGAGTGAAATCTTGGTCTGG 

GFP-DPM1 kt2082 TACCGGGCCCCCCCTCGAGGTCGAC TAATGATCTATTCATAAAGCA pRS414-DCP2p-
DCP2-GFP-DPM1 kt2103 CGT ACG CTG CAG GTC GAC 

J. Cell Sci.: doi:10.1242/jcs.259156: Supplementary information

Jo
ur

na
l o

f C
el

l S
ci

en
ce

 •
 S

up
pl

em
en

ta
ry

 in
fo

rm
at

io
n



Table S3. qPCR Primers used in the study 

Target Primer name Primer sequence Reference 
ACT1 CW961 AGGTTGCTGCTTTGGTTATTG 

Wang et al. (2018) CW962 CCGACGATAGATGGGAAGAC 

BSC1 CW562 TCTGACGGTTGCACAGTTTG 
CW729 TGCCAAGTTTGCCAGTACTG 

EDC3LSm ktq037 ATGGGAAGCTCATTCAGGGG 

This study ktq038 CACCATCGCCGAATTGAACG 

EDC3FDF-YjeF_N ktq039 AACTCGGCAGGGCTACTAGA 
ktq040 CGGCCACCTAGTTTCTGCTT 

ILM1 CW969 CAATTGGGTCTTTTCGCTCT 

Wang et al. (2018) CW970 CTGGCACAACAGATTGGAAG 

PGK1 CW963 TTGATTGACAACTTGTTGGA 
CW964 CAGTGACAGTCTTGGTGTTG 

SCD6LSm ktq033 AGAAGGTCGCAAGAACTGGG 

This study ktq034 TCCTTGACTTCACTGCCGTT 

SCD6RGG ktq035 CTCAAGCACACGTGCAAACA 
ktq036 ACACCATATCCAGCGACAGC 
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