
SCD6-MS2 
 
Target sequence description: 474 bp upstream + 1047 scd6 ORF no stop + 480 bp restriction 
site/linker/ MS2 (no ATG no stop)/3xFLAG/stop + 1232 bp scd6 3’UTR = 3233 bp  
 
Protein sequence: full-length protein M1 to F349   
 
DNA Sequence 
 

TGCTCGTAACAATCTTGGCCTAGCTTCCAGGGTGTCTGTACTTTTACGCAGCATCATATTTTCTCTATTTTT
TGCACATCTTCTTGCTCTTCTTATATTTACCAATTATCTGAAATAGTCACTCGGACCGAGATGCAAAAATC
GGATTTAAAACTCGATCCGAGGAGAACACCAAATGACACAACTTCTATCAATGCAATTGCCCTCTAAGTA
TCATAGATGCCGCTATTTTAAATGACAGTGCAATCGATTTCCATATTAAATGGATAAAGGTGTTTATTATG
AAGATACCCATTACTGACGTATATGTAATGATTCCTCAGTCCAGTACCATAGTCCCGTCACCTTACACGGT
GGAAAAATTAAACTGTACCCGCGATTGTAAAGAATAACGTGGAGGCAGTCAGAAAGAACAATAAACGA
ATAGTGAGGATGTCGTAGAAGAAGCATTCATCGAAAAACAGCAGCAAGGCAATGTCGCAGTACATCGG
TAAAACTATTTCTTTAATCTCTGTGACTGACAACAGATATGTGGGGCTGTTAGAAGATATTGACTCTGAA
AAGGGTACCGTGACTTTGAAAGAAGTTCGCTGTTTTGGTACAGAAGGTCGCAAGAACTGGGGTCCTGA
AGAAATTTATCCGAATCCTACGGTATACAATTCTGTAAAGTTCAACGGCAGTGAAGTCAAGGATTTAAGC
ATTTTAGATGCTAACATCAATGACATACAGCCGGTTGTTCCTCAAATGATGCCACCCGCTTCACAATTCCC
TCCTCAACAAGCTCAATCTCCACCCCAGGCTCAAGCTCAAGCACACGTGCAAACAAACCCCCAAGTTCCA
AAGCCCGAATCCAATGTGCCAGCAGCTGTCGCTGGATATGGTGTTTACACCCCAACTTCGACAGAAACC
GCTACTGCTAGTATGAATGATAAGAGCACTCCTCAAGACACCAATGTAAACTCGCAAAGTAGGGAAAGA
GGTAAAAATGGTGAAAATGAGCCAAAATATCAAAGAAACAAGAATAGATCAAGTAATCGCCCTCCTCAA
TCCAACCGCAATTTCAAAGTCGATATTCCGAATGAAGATTTTGACTTTCAATCAAATAATGCAAAATTCAC
GAAAGGTGATTCCACTGATGTGGAAAAAGAAAAAGAATTAGAATCAGCTGTTCACAAGCAGGATGAAT
CTGATGAGCAGTTTTATAATAAAAAATCGTCTTTTTTCGACACCATCTCCACTTCTACTGAAACTAATACC
AATATGAGATGGCAAGAAGAAAAAATGTTGAACGTTGACACCTTTGGACAAGCTTCTGCCAGACCAAGA
TTTCACTCTAGAGGCCTCGGTCGTGGGCGTGGAAATTATAGGGGAAACAGAGGAAACAGAGGAAGAG
GCGGCCAACGTGGAAACTACCAAAACAGAAATAACTACCAAAATGATAGTGGCGCCTATCAGAACCAA
AACGACTCGTACAGCAGACCAGCCAACCAGTTTTCGCAACCTCCTTCCAACGTTGAATTTCTCGAGGGTG
GTGGTGGTGGTTCTGCTTCTAACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGAC
TGTCGCCCCAAGCAACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCACAGGCTTA
CAAAGTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACCATCAAAGTCGAGGTGCC
TAAAGTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTTAAATAT
GGAACTAACCATTCCAATTTTCGCCACGAATTCCGACTGCGAGCTTATTGTTAAGGCAATGCAAGGTCTC
CTAAAAGATGGAAACCCGATTCCCTCGGCCATCGCAGCAAACTCCGGCATCTACGACTACAAAGACCAT
GACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACGATGACAAGTAAAATGATGTTTCTATG
TAAATTAAGTATATCATTCAGTATGTACATACAAAAATCAAATTAATAGTATTATAGTCCGCGCCTCTGGA
TAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAGAGGTTCATTATTATGTTCTGAGTATGAG
GACGAGGTAATACATACCTTAAAATCTTACATCATGTGGATAGCATTTATGGCTTCTTCCATCCGGCCGT
ACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTTCTCATATCAAAAGCATCTTTATTGTCATCTACTTTTTTCA
GGGTATCTGGATACCCATCTTCAGCTGAGTTATAATATCCCACCACTCTCCTGTAGACACTGTATCCCAAT
TTTTCGTAAAGTTTGATGGCCAATTGGTTATTGCACTTGACGAAAAGATCGATAAAGTTGACTTCATGGG



GCATGACATCGGTCATGGTCTCCAAAGTATTACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGG
AGCTACTGTCACTGCAGTTATATGAGTGTGCCACTCCGTGGTCTTGCCTTCTGTTTTTGCCATCATGTAAC
CAGAGATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACTTTTGAAAAAAAGGTCTGGCCATAT
TATCATGTATTCAAAATAAAACTCTAAAGGGAAGTTTTCTGTTAAGATATCAAGGTTGACATTGTTAGTTT
TGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGAATCCTCCTGTCTCTTTCCTTGAAT
ATTCTCAATGTTCCACTATCTTTCACATAAGCAATATTGTGAACTATATATACTTCATTAGATATTGCTTCA
ACATTAATATTAATAAAAAGGACATGCATAAAGTAACATCCGAACATCTCCAAACACCCATACATATTTA
TATTATCGACGAGGGAATTTTTTTCTTCCCAGGCCCACCAACGTGCGCCCACCGCTATGTTTTTTGCGCCT
AGGTAGGTGGGCTAGCTTCTATGTATCAAAGCTCCTTCTGCGCAGCCGAGGTTTTGCTAAGCACTACCGC
ATTGGAATGACTGTGTTTGTAGGAGCTCCTTGTCTCCACGCTTTCGCAATTTTCAAGATCGAGATACTATT
AGTGATGGTAAGGTTATGAAGCTTACATGTTTAATATTGTAGATTCCAGAAGCAGGTAAGAACAACAAA
CTACAAGAAAAGGGTA 
 
Legend  
 

1. TGCTCG ……… AAGGCA = SCD6 native promoter (474 bp) 
 

2. ATGTCGCAG ……. GTTGAATTT = Scd6 cds minus stop codon (1047); start codon 
highlighted yellow  

 
3. GGTGGTGGTGGTGGTTCT = linker 

 
4. GCTTCTAACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGTCGCCCC

AAGCAACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCACAGGCTTACAAA
GTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACCATCAAAGTCGAGGTGC
CTAAAGTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTT
AAATATGGAACTAACCATTCCAATTTTCGCCACGAATTCCGACTGCGAGCTTATTGTTAAGGCAA
TGCAAGGTCTCCTAAAAGATGGAAACCCGATTCCCTCGGCCATCGCAGCAAACTCCGGCATCTA
C = MS2 minus start minus stop (387 bp)  

 
5. GACTACAAAGACCATGACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACGATGAC

AAGTAA = 3xFlag tag + Stop codon  
 

6. AATGAT ….. AAGGGTA = Scd6 3’ UTR (1232 bp) 
 
 
 
Notes  
Lsm domain Q3-D78  
CAGTACATCGGTAAAACTATTTCTTTAATCTCTGTGACTGACAACAGATATGTGGGGCTGTTAGAAGATA
TTGACTCTGAAAAGGGTACCGTGACTTTGAAAGAAGTTCGCTGTTTTGGTACAGAAGGTCGCAAGAACT
GGGGTCCTGAAGAAATTTATCCGAATCCTACGGTATACAATTCTGTAAAGTTCAACGGCAGTGAAGTCA
AGGATTTAAGCATTTTAGAT 
 



RGG boxes S287-N318  
TCTAGAGGCCTCGGTCGTGGGCGTGGAAATTATAGGGGAAACAGAGGAAACAGAGGAAGAGGCGGCC
AACGTGGAAACTACCAAAACAGAAATAAC 
 



∆Lsm-SCD6-MS2 
 
Description: YCplac111 - 474 bp upstream – SCD6 cds (minus 228 bp near the N-
terminus) - linker – MS2CP (minus ATG minus stop) – 3xFlag – stop (TAA) – 3’UTR Scd6 
(1232 bp) – Ycplac111 
 
Protein sequence alteration: deletion from Q3 to D78 (76 aa, corresponding to Lsm 
domain (see Scd6 multiple sequence alignment).  
 
DNA Sequence 
GCATGCCTGCAGGTCGACTCTAGTTGCTCGTAACAATCTTGGCCTAGCTTCCAGGGTGTCTGTAC
TTTTACGCAGCATCATATTTTCTCTATTTTTTGCACATCTTCTTGCTCTTCTTATATTTACCAATTAT
CTGAAATAGTCACTCGGACCGAGATGCAAAAATCGGATTTAAAACTCGATCCGAGGAGAACAC
CAAATGACACAACTTCTATCAATGCAATTGCCCTCTAAGTATCATAGATGCCGCTATTTTAAATG
ACAGTGCAATCGATTTCCATATTAAATGGATAAAGGTGTTTATTATGAAGATACCCATTACTGAC
GTATATGTAATGATTCCTCAGTCCAGTACCATAGTCCCGTCACCTTACACGGTGGAAAAATTAAA
CTGTACCCGCGATTGTAAAGAATAACGTGGAGGCAGTCAGAAAGAACAATAAACGAATAGTGA
GGATGTCGTAGAAGAAGCATTCATCGAAAAACAGCAGCAAGGCAATGTCGGCTAACATCAATG
ACATACAGCCGGTTGTTCCTCAAATGATGCCACCCGCTTCACAATTCCCTCCTCAACAAGCTCAA
TCTCCACCCCAGGCTCAAGCTCAAGCACACGTGCAAACAAACCCCCAAGTTCCAAAGCCCGAAT
CCAATGTGCCAGCAGCTGTCGCTGGATATGGTGTTTACACCCCAACTTCGACAGAAACCGCTAC
TGCTAGTATGAATGATAAGAGCACTCCTCAAGACACCAATGTAAACTCGCAAAGTAGGGAAAG
AGGTAAAAATGGTGAAAATGAGCCAAAATATCAAAGAAACAAGAATAGATCAAGTAATCGCCC
TCCTCAATCCAACCGCAATTTCAAAGTCGATATTCCGAATGAAGATTTTGACTTTCAATCAAATA
ATGCAAAATTCACGAAAGGTGATTCCACTGATGTGGAAAAAGAAAAAGAATTAGAATCAGCTG
TTCACAAGCAGGATGAATCTGATGAGCAGTTTTATAATAAAAAATCGTCTTTTTTCGACACCATC
TCCACTTCTACTGAAACTAATACCAATATGAGATGGCAAGAAGAAAAAATGTTGAACGTTGACA
CCTTTGGACAAGCTTCTGCCAGACCAAGATTTCACTCTAGAGGCCTCGGTCGTGGGCGTGGAAA
TTATAGGGGAAACAGAGGAAACAGAGGAAGAGGCGGCCAACGTGGAAACTACCAAAACAGAA
ATAACTACCAAAATGATAGTGGCGCCTATCAGAACCAAAACGACTCGTACAGCAGACCAGCCAA
CCAGTTTTCGCAACCTCCTTCCAACGTTGAATTTCTCGAGGGTGGTGGTGGTGGTTCTGCTTCTA
ACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGTCGCCCCAAGCAA
CTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCACAGGCTTACAAAGTAACC
TGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACCATCAAAGTCGAGGTGCCTAAAG
TGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTTAAATAT
GGAACTAACCATTCCAATTTTCGCCACGAATTCCGACTGCGAGCTTATTGTTAAGGCAATGCAA
GGTCTCCTAAAAGATGGAAACCCGATTCCCTCGGCCATCGCAGCAAACTCCGGCATCTACGACT
ACAAAGACCATGACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACGATGACAAGT
AAAATGATGTTTCTATGTAAATTAAGTATATCATTCAGTATGTACATACAAAAATCAAATTAATA
GTATTATAGTCCGCGCCTCTGGATAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAG
AGGTTCATTATTATGTTCTGAGTATGAGGACGAGGTAATACATACCTTAAAATCTTACATCATGT
GGATAGCATTTATGGCTTCTTCCATCCGGCCGTACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTT
CTCATATCAAAAGCATCTTTATTGTCATCTACTTTTTTCAGGGTATCTGGATACCCATCTTCAGCT
GAGTTATAATATCCCACCACTCTCCTGTAGACACTGTATCCCAATTTTTCGTAAAGTTTGATGGCC



AATTGGTTATTGCACTTGACGAAAAGATCGATAAAGTTGACTTCATGGGGCATGACATCGGTCA
TGGTCTCCAAAGTATTACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGT
CACTGCAGTTATATGAGTGTGCCACTCCGTGGTCTTGCCTTCTGTTTTTGCCATCATGTAACCAG
AGATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACTTTTGAAAAAAAGGTCTGGCCAT
ATTATCATGTATTCAAAATAAAACTCTAAAGGGAAGTTTTCTGTTAAGATATCAAGGTTGACATT
GTTAGTTTTGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGAATCCTCCTGT
CTCTTTCCTTGAATATTCTCAATGTTCCACTATCTTTCACATAAGCAATATTGTGAACTATATATAC
TTCATTAGATATTGCTTCAACATTAATATTAATAAAAAGGACATGCATAAAGTAACATCCGAACA
TCTCCAAACACCCATACATATTTATATTATCGACGAGGGAATTTTTTTCTTCCCAGGCCCACCAAC
GTGCGCCCACCGCTATGTTTTTTGCGCCTAGGTAGGTGGGCTAGCTTCTATGTATCAAAGCTCCT
TCTGCGCAGCCGAGGTTTTGCTAAGCACTACCGCATTGGAATGACTGTGTTTGTAGGAGCTCCT
TGTCTCCACGCTTTCGCAATTTTCAAGATCGAGATACTATTAGTGATGGTAAGGTTATGAAGCTT
ACATGTTTAATATTGTAGATTCCAGAAGCAGGTAAGAACAACAAACTACAAGAAAAGGGTA 
CCCGGGTACCGAGCTCGAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGG  
 
Legend  

1. GCATGC  = SphI restriction site 
 

2. CTGCAGGTCGACTCTAGT = vector DNA 
 

3. TGCTCG ……… AAGGCA = SCD6 native promoter (474 bp) 
 

4. ATGTCGGCTA ……. GAATTT = Scd6 cds with 228 bp Lsm deletion minus stop 
codon (819 bp); start codon highlighted yellow  

 
5. GGTGGTGGTGGTGGTTCT = linker 

 
6. GCTTCTAACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGT

CGCCCCAAGCAACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCAC
AGGCTTACAAAGTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACC
ATCAAAGTCGAGGTGCCTAAAGTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTG
TAGCCGGATGGAGATCTTACTTAAATATGGAACTAACCATTCCAATTTTCGCCACGAAT
TCCGACTGCGAGCTTATTGTTAAGGCAATGCAAGGTCTCCTAAAAGATGGAAACCCGA
TTCCCTCGGCCATCGCAGCAAACTCCGGCATCTAC = MS2 (387 bp) 

 
7. GACTACAAAGACCATGACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACG

ATGACAAGTAA = 3xFlag tag + Stop codon  
 

8. AATGAT ….. AAGGGTA = Scd6 3’ UTR (1232 bp) 
 

9. CCCGGG = SmaI restriction site  
 

10. TACCGAGCTCGAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGC
GTGAA = vector DNA  



Deleted fragment corresponding to Q3-D78 (in original WT sequence; missing from 
construct above)  
CAGTACATCGGTAAAACTATTTCTTTAATCTCTGTGACTGACAACAGATATGTGGGGCTGTTAGA
AGATATTGACTCTGAAAAGGGTACCGTGACTTTGAAAGAAGTTCGCTGTTTTGGTACAGAAGGT
CGCAAGAACTGGGGTCCTGAAGAAATTTATCCGAATCCTACGGTATACAATTCTGTAAAGTTCA
ACGGCAGTGAAGTCAAGGATTTAAGCATTTTAGAT 
 
 
 

















∆RGG-SCD6-MS2 
 
Description: YCplac111 - 474 bp upstream – cds (minus 96 bp near the C-terminus) - 
linker – MS2CP (minus ATG minus stop) – 3xFlag – stop (TAA) – 3’UTR Scd6 (1232 bp) – 
Ycplac111 
 
Protein sequence alteration: deletion from S287 to N318 (32 aa) corresponding to 
RGG/X motifs (see Scd6 multiple sequence alignment).  
 
DNA Sequence 
GCATGCCTGCAGGTCGACTCTAGTTGCTCGTAACAATCTTGGCCTAGCTTCCAGGGTGTCTGTAC
TTTTACGCAGCATCATATTTTCTCTATTTTTTGCACATCTTCTTGCTCTTCTTATATTTACCAATTAT
CTGAAATAGTCACTCGGACCGAGATGCAAAAATCGGATTTAAAACTCGATCCGAGGAGAACAC
CAAATGACACAACTTCTATCAATGCAATTGCCCTCTAAGTATCATAGATGCCGCTATTTTAAATG
ACAGTGCAATCGATTTCCATATTAAATGGATAAAGGTGTTTATTATGAAGATACCCATTACTGAC
GTATATGTAATGATTCCTCAGTCCAGTACCATAGTCCCGTCACCTTACACGGTGGAAAAATTAAA
CTGTACCCGCGATTGTAAAGAATAACGTGGAGGCAGTCAGAAAGAACAATAAACGAATAGTGA
GGATGTCGTAGAAGAAGCATTCATCGAAAAACAGCAGCAAGGCAATGTCGCAGTACATCGGTA
AAACTATTTCTTTAATCTCTGTGACTGACAACAGATATGTGGGGCTGTTAGAAGATATTGACTCT
GAAAAGGGTACCGTGACTTTGAAAGAAGTTCGCTGTTTTGGTACAGAAGGTCGCAAGAACTGG
GGTCCTGAAGAAATTTATCCGAATCCTACGGTATACAATTCTGTAAAGTTCAACGGCAGTGAAG
TCAAGGATTTAAGCATTTTAGATGCTAACATCAATGACATACAGCCGGTTGTTCCTCAAATGATG
CCACCCGCTTCACAATTCCCTCCTCAACAAGCTCAATCTCCACCCCAGGCTCAAGCTCAAGCACA
CGTGCAAACAAACCCCCAAGTTCCAAAGCCCGAATCCAATGTGCCAGCAGCTGTCGCTGGATAT
GGTGTTTACACCCCAACTTCGACAGAAACCGCTACTGCTAGTATGAATGATAAGAGCACTCCTC
AAGACACCAATGTAAACTCGCAAAGTAGGGAAAGAGGTAAAAATGGTGAAAATGAGCCAAAA
TATCAAAGAAACAAGAATAGATCAAGTAATCGCCCTCCTCAATCCAACCGCAATTTCAAAGTCG
ATATTCCGAATGAAGATTTTGACTTTCAATCAAATAATGCAAAATTCACGAAAGGTGATTCCACT
GATGTGGAAAAAGAAAAAGAATTAGAATCAGCTGTTCACAAGCAGGATGAATCTGATGAGCAG
TTTTATAATAAAAAATCGTCTTTTTTCGACACCATCTCCACTTCTACTGAAACTAATACCAATATG
AGATGGCAAGAAGAAAAAATGTTGAACGTTGACACCTTTGGACAAGCTTCTGCCAGACCAAGA
TTTCACTACCAAAATGATAGTGGCGCCTATCAGAACCAAAACGACTCGTACAGCAGACCAGCCA
ACCAGTTTTCGCAACCTCCTTCCAACGTTGAATTTCTCGAGGGTGGTGGTGGTGGTTCTGCTTCT
AACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGTCGCCCCAAGCA
ACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCACAGGCTTACAAAGTAAC
CTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACCATCAAAGTCGAGGTGCCTAAA
GTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTGTAGCCGGATGGAGATCTTACTTAAATA
TGGAACTAACCATTCCAATTTTCGCCACGAATTCCGACTGCGAGCTTATTGTTAAGGCAATGCAA
GGTCTCCTAAAAGATGGAAACCCGATTCCCTCGGCCATCGCAGCAAACTCCGGCATCTACGACT
ACAAAGACCATGACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACGATGACAAGT
AAAATGATGTTTCTATGTAAATTAAGTATATCATTCAGTATGTACATACAAAAATCAAATTAATA
GTATTATAGTCCGCGCCTCTGGATAGTATTATTTTAGTGCGTATCGCAAAATATGAATAGCACAG
AGGTTCATTATTATGTTCTGAGTATGAGGACGAGGTAATACATACCTTAAAATCTTACATCATGT
GGATAGCATTTATGGCTTCTTCCATCCGGCCGTACGCTTCTGTTCCTGTCCCTAGCCATAGCTTTT



CTCATATCAAAAGCATCTTTATTGTCATCTACTTTTTTCAGGGTATCTGGATACCCATCTTCAGCT
GAGTTATAATATCCCACCACTCTCCTGTAGACACTGTATCCCAATTTTTCGTAAAGTTTGATGGCC
AATTGGTTATTGCACTTGACGAAAAGATCGATAAAGTTGACTTCATGGGGCATGACATCGGTCA
TGGTCTCCAAAGTATTACATAACTTCGAAGCTAGCGATATTCGGCGGAATCTTGGAGCTACTGT
CACTGCAGTTATATGAGTGTGCCACTCCGTGGTCTTGCCTTCTGTTTTTGCCATCATGTAACCAG
AGATATTATGCTTAAATGTAGGATCAACAGTCATTTCTGAACTTTTGAAAAAAAGGTCTGGCCAT
ATTATCATGTATTCAAAATAAAACTCTAAAGGGAAGTTTTCTGTTAAGATATCAAGGTTGACATT
GTTAGTTTTGAATAAATCGACAGGTTCAAAAGGCTGAATTGTTGTCATTTCTCGAATCCTCCTGT
CTCTTTCCTTGAATATTCTCAATGTTCCACTATCTTTCACATAAGCAATATTGTGAACTATATATAC
TTCATTAGATATTGCTTCAACATTAATATTAATAAAAAGGACATGCATAAAGTAACATCCGAACA
TCTCCAAACACCCATACATATTTATATTATCGACGAGGGAATTTTTTTCTTCCCAGGCCCACCAAC
GTGCGCCCACCGCTATGTTTTTTGCGCCTAGGTAGGTGGGCTAGCTTCTATGTATCAAAGCTCCT
TCTGCGCAGCCGAGGTTTTGCTAAGCACTACCGCATTGGAATGACTGTGTTTGTAGGAGCTCCT
TGTCTCCACGCTTTCGCAATTTTCAAGATCGAGATACTATTAGTGATGGTAAGGTTATGAAGCTT
ACATGTTTAATATTGTAGATTCCAGAAGCAGGTAAGAACAACAAACTACAAGAAAAGGGTACCC
GGGTACCGAGCTCGAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGCGT
GAA  
 
Legend  

1. GCATGC  = SphI restriction site 
 

2. CTGCAGGTCGACTCTAGT = vector DNA 
 

3. TGCTCG ……… AAGGCA = SCD6 native promoter (474 bp) 
 

4. ATGTCGCAG ……. GAATTTCTCGAG = Scd6 cds with 96 bp RGG deletion minus 
stop codon (957 bp); start codon highlighted yellow 

 
5. GGTGGTGGTGGTGGTTCT = linker 

 
6. GCTTCTAACTTTACTCAGTTCGTTCTCGTCGACAATGGCGGAACTGGCGACGTGACTGT

CGCCCCAAGCAACTTCGCTAACGGGGTCGCTGAATGGATCAGCTCTAACTCGCGATCAC
AGGCTTACAAAGTAACCTGTAGCGTTCGTCAGAGCTCTGCGCAGAATCGCAAATACACC
ATCAAAGTCGAGGTGCCTAAAGTGGCAACCCAGACTGTTGGTGGTGAAGAGCTTCCTG
TAGCCGGATGGAGATCTTACTTAAATATGGAACTAACCATTCCAATTTTCGCCACGAAT
TCCGACTGCGAGCTTATTGTTAAGGCAATGCAAGGTCTCCTAAAAGATGGAAACCCGA
TTCCCTCGGCCATCGCAGCAAACTCCGGCATCTAC = MS2 (387 bp) 

 
7. GACTACAAAGACCATGACGGTGATTATAAAGATCATGACATCGACTACAAGGATGACG

ATGACAAGTAA = 3xFlag tag + Stop codon  
 

8. AATGAT ….. AAGGGTA = Scd6 3’ UTR (1232 bp) 
 

9. CCCGGG = SmaI restriction site  



 
10. TACCGAGCTCGAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGGAAAACCCTGGC

GTGAA = vector DNA  
 
Deleted fragment corresponding to S287-N318 (in original WT sequence; missing from 
construct above)  
TCTAGAGGCCTCGGTCGTGGGCGTGGAAATTATAGGGGAAACAGAGGAAACAGAGGAAGAGG
CGGCCAACGTGGAAACTACCAAAACAGAAATAAC  
 
From ATG to beginning of RGG box = 858 bp = 286 aa 
 
C-terminus = aa Y319 to aa E349  

 
 
 

















(*) fully conserved residue, (:) strong similar chemistry, (.) weak similar chemistry   

DFDF
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