Supplementary file 1. List of primer sequences used in this study.
	Primer name
	Primer sequences
	Note

	KCBPP-F
	CACCGTTTTGCAAGCTTTTTCCAT
	CACC is for directional cloning.

	GA-KCBP-R
	TGCGCCTGCGCCACTATCTGCCTCATCTTTTCGTG
	The 12 bp fragment, bolded, is the reverse complement sequence of a “Glycine·Alanine” duplicates linker between KCBP and the FLAG tag to facilitate functional fusion.

	KCBPP-R
	CCACCCCGGTGAACAGCTCCTCGCCCTTGCTCACCATACCCGAAGAAAAAGAGAGATT
	[bookmark: RANGE!C4]The 37 bp fragment underlined is the reverse complement sequence of 1-37 bp GFP-coding sequence to provide an overlap for subsequent fusion PCR.

	PGFP-F
	GTTCATCAGATCTACTACAATCTCTCTTTTTCTTCGGGTATGGTGAGCAAGGGCGAGGA
	The 39 bp fragment underlined is the last 39 bp of the promoter.

	GFP-R
	AGCTCAACGAAGAATTACTGCCTCGTTGGCCCTCCATTGCGCCTGCGCCCTTGTACAGCTCGTCCATG
	The 37 bp fragment underlined is the reverse complement sequence of 1-37 bp KCBP genomic sequence; the 12 bp fragment bolded is the reverse complement sequence of a “Glycine·Alanine” duplicates linker.

	KCBP1X-F
	CGCCGGGATCACTCACGGCATGGACGAGCTGTACAAGGGCGCAGGCGCAATGGAGGGCCAACGAGGCAG
	The 37 bp fragment underlined is the last 37 bp of GFP; the 12 bp fragment bolded encodes a “Glycine·Alanine” duplicates linker.

	KCBP1X-R
	ATTTTACCATGCCATCACTT
	

	KCBP2X-F
	CACCCCGTTCAATGGTAGGAAT
	CACC is for directional cloning.

	KCBPP-∆NT-R
	GGGGAAAGAAAAACCTTTTGCATACCCGAAGAAAAAGAGAGATTGTAGTAGA
	The 23 bp fragment underlined is the reverse complement sequence of ATG (bolded) initiation codon and 454-473 bp of the KCBP genomic sequence.

	KCBP-∆NT-F
	ATCTCTCTTTTTCTTCGGGTATGCAAAAGGTTTTTCTTTCCCCCCCTTTCTTC
	The 23 bp fragment underlined is the last 20 bp of the promoter and ATG (bolded), the initiation codon.

	KCBPP-∆MyTH4-R
	AGCTTTCTACCGGTCAAAAGGGCTTCAATAAATGTGAAGCGCTCGCGG
	The 29 bp fragment underlined is the reverse complement sequence of 992-1020 bp of the KCBP genomic sequence.

	KCBP-∆MyTH4-F
	CTGGCTCCAATGTCCGCGAGCGCTTCACATTTATTGAAGCCCTTTTGACCG
	The 32 bp fragment underlined is 404-435 bp of the KCBP genomic sequence.

	KCBPP-∆NT-MyTH4-R
	[bookmark: RANGE!B14]AGCTTTCTACCGGTCAAAAGGGCTTCAATCATACCCGAAGAAAAAGAGAGAT
	The 32 bp fragment underlined is the reverse complement sequence of ATG (bolded) initiation codon and 454-473 bp of the KCBP genomic sequence.

	KCBP-∆NT-MyTH4-F
	ATCTACTACAATCTCTCTTTTTCTTCGGGTATGATTGAAGCCCTTTTGACCG
	The 33 bp fragment underlined is the last 30 bp of the promoter and ATG (bolded) initiation codon.

	KCBPP-∆FERM-R
	CTAAAAAAAACTGAATTCCCGTATGGCAGTTCTTCACGACCAGGTGTGG
	The 29 bp fragment underlined is the reverse complement sequence of 2135-2163 bp of the KCBP genomic sequence.

	KCBP-∆FERM-F
	CCTAGGCACACCACACCTGGTCGTGAAGAACTGCCATACGGGAATTCAGT
	The 30 bp fragment underlined is 962-991 bp of the KCBP genomic sequence.

	KCBPP-∆MyTH4-FERM-R
	CTTGCGTACGCTAAAGCAAAGCATATCCTCAAATGTGAAGCGCTC
	The 15 bp fragment underlined is the reverse complement sequence of 2159-2173 bp of the KCBP genomic sequence.

	KCBP-∆MyTH4-FERM-F
	GAGGATATGCTTTGCTTTAGCGTACGCAAGATAGATGATCCGATC
	The 15 bp fragment underlined is 436-450 bp of the KCBP genomic sequence.

	KCBPP-∆NT-MyTH4-FERM-R
	CCGATCGGATCATCTATCTTGCGTACGCTAAACATACCCGAAGAAAAAGAGAGATT
	The 35 bp fragment underlined is the reverse complement sequence of 2159-2190 bp of the KCBP genomic sequence and ATG (bolded) initiation codon.

	KCBP-∆NT-MyTH4-FERM-F
	GATCTACTACAATCTCTCTTTTTCTTCGGGTATGTTTAGCGTACGCAAGATAGATG
	The 34 bp fragment underlined is the last 31 bp of the promoter and ATG (bolded) initiation codon.

	KCBP-∆CC-Motor-CBD-R
	TGCGCCTGCGCCAACCCCACGTTTGTTGATAC
	The 12 bp fragment, bolded, is the reverse complement sequence of a “Glycine·Alanine” duplicates linker.

	KCBP-∆CBD-R
	TGCGCCTGCGCCTATATGTTTGCTGGGATCATTCAC
	The 12 bp fragment, bolded, is the reverse complement sequence of a “Glycine·Alanine” duplicates linker.

	KCBP-T982N-F
	CAAACTGGTTCTGGAAAAAacTTCACTATATATG
	The a, c in lower case indicate two mutated bases, the resulting AAC encodes the Asparagine (N).

	KCBP-T982N-R
	CATATATAGTGAAgtTTTTTCCAGAACCAGTTTG
	The reverse complement sequence of the primer KCBP-T982N-F.

	GFP-F
	CACCATGGTGAGCAAGGGCGAGGAGCTG
	CACC underlined is for directional cloning.

	Sal I-GFP-F
	CAATGTCGACAAATGGTGAGCAAGGGCGA
	[bookmark: OLE_LINK32]The 6 bp fragment underlined is SaI I enzyme recognition sequence. CAAT is protective bases of Sal I.

	Not I-GFP-F
	CTACGAGCGGCCGCCTTGTACAGCTCGTCCATGC
	The 8 bp fragment, underlined, is Not I enzyme recognition sequence. CTACGA is protective bases of Not I.

	Not I-CC-R
	CTAAGCGGCCGCTGCGACATGCAATTCCTTA
	The 8 bp fragment, underlined, is Not I enzyme recognition sequence. CTAA is protective bases of Not I.

	NotI-FERM-R
	CTAAGCGGCCGCCGGCTTAGAACTACAAGA
	The 8 bp fragment, underlined, is Not I enzyme recognition sequence. CTAA is protective bases of Not I.

	Not I-MyTH4-R
	CTAAGAGCGGCCGCGGTCAAAAGGGCTTCAAT
	The 8 bp fragment, underlined, is Not I enzyme recognition sequence. CTAAGA is protective bases of Not I.

	Not I-NT-R
	CTACGAGCGGCCGCAAAGCAAAGCATATCCTC
	The 8 bp fragment, underlined, is Not I enzyme recognition sequence. CTACGA is protective bases of Not I.

	GFP-MyTH4-R
	GTGGGGATTGGATCCTTTTGTGCTCCTGCTCCCTTGTACAGCTCGTCCATGC
	The 20 bp fragment underlined is the reverse complement sequence of 346-365 bp KCBP encoding sequence. The 12 bp fragment bolded is the reverse complement sequence of a “Glycine·Alanine” duplicates linker.

	GFP-MyTH4-F 
	GCATGGACGAGCTGTACAAGGGAGCAGGAGCACAAAAGGATCCAATCCCCAC
	The 20 bp fragment underlined is the last 20 bp of GFP. The 12 bp fragment bolded encodes a “Glycine·Alanine” duplicates linker.

	GFP-FERM-R
	ATGGTTGTGAGCTTTCTACCCATTGCTCCTGCTCCCTTGTACAGCTCGTCCATGC
	The 20 bp fragment underlined is the reverse complement sequence of 826-845 bp of KCBP encoding sequence. The 12 bp fragment bolded is the reverse complement sequence of a “Glycine·Alanine” duplicates linker.

	GFP-FERM-F 
	GCATGGACGAGCTGTACAAGGGAGCAGGAGCAATGGGTAGAAAGCTCACAACCA
	[bookmark: OLE_LINK3][bookmark: OLE_LINK4]The 20 bp fragment underlined is the last 20 bp of GFP. The 12 bp fragment bolded encodes a “Glycine·Alanine” duplicates linker.

	TUB6-P-F
	CACCTTTGGATATAAACACAAAAACCAATGATACGAACAGATGC
	CACC is for directional cloning.

	mCherry-TUB6-P-R
	GCCCTTGCTCACCATCTTCTATTTTATCTGAAATCAACATTACATGAACAAAACAG
	[bookmark: OLE_LINK13][bookmark: OLE_LINK14]The 15 bp fragment underlined is the reverse complement sequence of the first 15 bp of mCherry encoding sequence.

	TUB6-P-mCherry-F
	CAGATAAAATAGAAGATGGTGAGCAAGGGCGAGGATAAC
	The 18 bp fragment underlined is the last 18bp of the promoter of AtTUB6.

	TUB6-GA-mCherry-R
	AAGGATTTCTCTCATTGCGCCTGCGCCCTTGTACAGCTCGTCCATGCCGCC
	[bookmark: OLE_LINK20][bookmark: OLE_LINK21]The 15 bp fragment underlined is the reverse complement sequence of the first 15 bp of AtTUB6 encoding sequence. The 12 bp fragment bolded is the reverse complement sequence of a “Glycine·Alanine” duplicates linker.

	mCherry-GA-12250-F
	GACGAGCTGTACAAGGGCGCAGGCGCAATGAGAGAAATCCTTCACATTCAAGGTGGTCA
	The 15 bp fragment underlined is the last 15 bp of mCherry encoding sequence. The 12 bp fragment bolded encodes a “Glycine·Alanine” duplicates linker.

	TUB6-R
	TGCGCCTGCGCCCTCATGATCCAATATCTCTTCTTCATCC
	The 12 bp fragment bolded is the reverse complement sequence of a “Glycine·Alanine” duplicates linker.

	031704-LP
	CCTCCCAACAGGATAGTTTCC
	

	031704-RP
	CATCTGATCGATCTACGCCTC
	

	LBb1.3
	ATTTTGCCGATTTCGGAAC
	

	031704-F1
	GGGTATGGAGGGCCAACGAGGCAGTAATTC
	

	031704-R2
	GCAAAGCATATCCTCAAATGTGAAGCGC
	

	031704-F2
	TCCTCTGGCTCCAATGTC
	

	031704-R4
	CCGGGATCAGATGATTTA
	

	UBQ5-F
	GACGCTTCATCTCGTCC
	

	UBQ5-R 
	CCACAGGTTGCGTTAG
	



