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Supporting Information 6 : Oligonucleotides used in the studies

Primer name

Nucleotide sequence

Positions in

Tpase
sequence*
Mosl
Mos1-5"Ncol 5’/ -GCGTCACCATGGCGAGTTTCGTGCCG-3" 1-6
Mos1-3’Spel 5’/ -GACTAGTTTCAAAGTATTTGCCGTCGCT-3"’ 345-339
Mos1-3’Al Spel : 5’ -GACTAGTAGCATCGTCTTCATCCAATAA-3’ 86-79
Mos1-3°A2 Spel: 5’ -GACTAGTTCCAGGATCAACGTATGACT-3" 175-169
Mos1-3’A3 Ncoll 5’ -CCCATGGGACAACCGTCCACATCG-3" 175-180
Mos1-A4 Ncol 5’ -GCGTCACCATGGAAACGCAAAAACAACTCG-3' 86-93
Mos1-A5 Ncol 5’ -GCGTCACCGAAGTAAGTCAACAAGCAGTTT-3 "’ 97-104
Mosl-A6 Ncol 5’ =-GCGTCACCGTGATCTTCCTGCACGACAATG-3’ 244-251
Mosl-NLSlup 5 ' ~CATGGAACGCTTCAAAAGTGGTGATTTTGACGTCGACGACAAAGA 52-71
GCACGGAAAACCGCCAAAAAGGA-3'
Mos1-NLS1ldw 5’ -CTAGTCCTTTTTGGCGGTTTTCCGTGCTCTTTGTCGTCGACGTCA 52-71
AAATCACCACTTTTGAAGCGTTC-3"
MosI-NLS2up 5’ -CATGGGAAAACCGCCAAAAAGGTACGA-3’ 66-71
Mos1-NLS2dw 5’ -CTAGCGTACCTTTTTGGCGGTTTTCC-3" 66-71
MosI-NLS3up 5’ -CATGGAGAGGCGCAAAAACACATGCGAAATTTTGCTTTCACGATA 131-146
CAAAAGGA-3"'
Mos1-NLS3dw 5’ -CTAGTCCTTTTGTATCGTGAAAGCAAAATTTCGCATGTGTTTTTG 131-146
CGCCTCTC-3"'
MosI-NLS4up 5’ -CATGCCTAAACGTAAAAAGTCATACG-3’ 164-169
Mos1-NLS4dw 5’ -CTAGCGTATGACTTTTTACGTTTAGG-3' 164-169
Himarl
Himar1-5’Ncol 5’ -GCCATGGAAAAAAAGGAATTTCG-3’ 1-7
Himarl-3’Spel 5’ -GACTAGTTTCAACATAGTTCCCTTCAAG-3’ 348-342
Himarl-3’Al1Spel 5’ -GACTAGTATTCAAAATCATTTTGTGGAT-3’ 82-76
Himarl-3’A2Spel 5’ -GACTAGTGGTCGCTGTCCACTCAGCCGA-3’ 179-173
Himar1-3’A3Ncol 5’ -CCCATGGCTGAGTGGACAGCGACC-3"’ 174-179
Mcmarl
Mcmarl-5°’Ncol 5’ -GCCATGGATGAAAAAAAAAGAATAAG-3' 1-8
Mcmarl-3’Spel 5’ -GACTAGTTTCATAGAAATAATTTCCATT-3’ 340-334
Mcmarl-3’Al1Spel 5’ -GACTAGTTGCGGGATTCTCATTAATTGC-3’ 82-76
Mcmarl-3’A2Spel 5’ -GACTAGTCCCAACTGCAAGCCATTGCTT-3’ 171-165
Mcmarl-3’A3Ncol 5’-CCCATGCAAGATGCTAATGCAA-3' 172-176

* in the alignment of Fig. 1



