Cytoplasmic degradation of ABI5 by the E3 Ligase KEG

Supplemental Table I: Nucleotide sequence of primers.

Mutant name

Primer nucleotide sequence

F:

forward primer, R: Reverse primer

(bold type indicates those nucleotides different from wild-type.)

AB|591-442 F: GCAGGTTCACATTCTGTTCC R: CGAGCCTGCTTTTTTGTAC

AB|5179-442 F: CGTAGTAGTAGTAGTAATGGACAGAAC R: CGAGCCTGCTTTTTTGTAC
AB|5271-442 F: TCAGGTTATGCTAAAAGGACAG R: CGAGCCTGCTTTTTTGTAC
AB|5179-270 F: GACCCAGCTTTCTTGTACAAAGTTGG R: TGGGTCACCCACACCCATA
AB|51-270 F: GACCCAGCTTTCTTGTACAAAGTTGG R: TGGGTCACCCACACCCATA
AB|51-343 F: GACCCAGCTTTCTTGTACAAAGTTGG R: CCTTCCCCTTAGCCCTCCCAT

AB|5A344-376

: CAAGCATATACAGTGGAATTGGAAGC R: CCTTCCCCTTAGCCCTCCCATATCT

ABI 5A377-409

: CAACAGTA GAGAGTTTGAAGTCAAG R: CTTGCTCTAGATCTAGCAG

ABI 5A406-409

: CAACAGTA GAGAGTTTGAAGTCAAG R: CTCCAACTCCGCCAATGCA

ABI 5A406-442

: GACCCAGCTTTCTTGTACAAAGTTGG R: CTCCAACTCCGCCAATGCA

AB|5542A F: GGGAAGACAATCCGCTATCTACTCATTG R: AAAGAAGTAAACGGATGATTCTCACCAC
AB|55420 F: GGGAAGACAATCCGATATCTACTCATTG R: AAAGAAGTAAACGGATGATTCTCACCAC
ABI55145A F: CCTCGACAAGGCGCTTTGACACTTCC R: AAGACTAGACTCGTTCGCTATCCCTCTCT
AB|53145D F: CCTCGACAAGGCGATTTGACACTTCC R: AAGACTAGACTCGTTCGCTATCCCTCTCT
AB|5T201A F: GCTAGACAACCGGCTTTTGGAGAGA R: CGCAGTCTCACCGCCGTTCT

AB|5T201D F: GCTAGACAACCGGATTTTGGAGAGA R: CGCAGTCTCACCGCCGTTCT

ABI55439% F: GATGAGGAACCCGGCTTGTCCACTC R: AATGTCCGCAATCTCCCGTTCG

AB|53439D F: GATGAGGAACCCGGATTGTCCACTC R: AATGTCCGCAATCTCCCGTTCG

AB|5K344/353A

: GGTCCAGTGGAGGCAGTAGTGGAGA R: ATCCACTACTCTTGCCCTTCCCCT

AB|5K364/376A

: GCTAGATCTAGAGCAAGAGCACAAGCATAT R: AGCAGACTCGCGGTTCGCGATCATCC

AB|5K344A

: GGTCCAGTGGAGAAAGTAGTGGAGA R: ATCCACTACTCTTGCCCTTCCCCT

AB|5K353A

: GGTCCAGTGGAGGCAGTAGTGGAGA R: ATCCACTACTCTTTTCCTTCCCCT




