TABLE S1 Primers used in this study?®

Upstream Primers (sense strand)

Downstream Primers (antisense strand)

Name Sequence Name Sequence
U(1) GAGGATCCGAGTTATTCC D(1) GAGGATCCTTGTGCTTAATG
U(2,3) GAGGATCCACCGGTGGTTTGTG D(2,3) | GAGGATCCGTCCCAGATTACGAG
CC
U(4-10) | GAGGATCCGATAGAAGCGATGG | D(4-10) | GAGGATCCATTTAAGTTCACC
ATAC
1c GGTAATCGCGGCGGCAGTTGAA 1s TTCAACTGCCGCCGCGATTACCTT
ACTTCACC ACTCATG
2c TTAAGCACGCGGCAGCCATTCC 25 TTGGAATGGCTGCCGCGTGCTTA
AAATTCTTTG ATGTTTCCA
3c AAACATTTGCGGCTGCATCCAT 35 AGATGGATGCAGCCGCAAATGTTT
CTTCATCAAC TCTCTGTA
4c CACTCAGTGCAGCAGCAGCACA 4y CCAATTGTGCTGCTGCTGCACTGA
ATTGGCCAAGGCA GTGATTCTAGTTC
5¢ GCACTCGCGGCACTAATCATTG 58 GATTAGTGCCGCGAGTGCGAATG
ATAG TAAT
6c AATCATTGCTGCAGCAGTGGTG 6s CCACCACTGCTGCAGCAATGATTA
GCTAACGTT GTTTCTTG
Tc AGATAGTGCAGCTGTATCAATG 78 TGATACAGCTGCACTATCTCCAGA
ACTGA GA
8c AATGTAGCAGCAGCTCTGGCTC 8s GAGCCAGAGCTGCTGCTACATTTT
GTAATCTG CAGTCA
9% GATATTGCTGCTGCATATGATGA 9% CATCATATGCAGCAGCAATATCAA
AGATAG CAAGTC
10¢ AGATAGCGCTGCAGCAGCGCCA 10g TATTGGCGCTGCTGCAGCGCTAT
ATATTCAATG CTTCATCAT
Cloning | GAGGATCCCATATGAGTAAGGT | Cloning | GAGGATCCITATACATTGAATATT
U AATC D GGC
Cloning | GAGGATCCCATATGAGTAAGGT | Cloning | GAGGATCCITATACATTGAATATT
Mutant | AATCGCGGCGGCAGTTGAAAC Mutant | GGCGCTGCTGCAGCGCTATCTTC
U(1) D(10)
mCherry | GCAGATCTCATATGGGATCCGT | mCherry | GTAGATCTICACTTGTACAGCTCG
5 GAGCAAGGGCGAGG 3 TCC
I3 no GAGGATCCTACATTGAATATTGGC
stop 3’
I3-siRNA | GAUAGAAGCGAUGGAUACULtt I3-siRNA | AGUAUCCAUCGCUUCUAUCTt
sense antisense
MM- GAUAGAACGGAUECCAUACULt MM- AGUAUGGAUCEGUUCUAUCIt
SiRNA SiRNA
sense antisense

& All primers are written 5’—3’;restriction enzyme sites are bolded; the altered nucleotides are
underlined; the initiating and terminating codons are double underlined. Those residues altered

in the siRNA-13 MM duplex are marked with strike-throughs.

® For the U and D primers, the numbers in the parentheses designate the alleles for which each
primer was used.

U(x) + Xg
D(X) + XC



