Table S1 Summary of the different wheat cDNA libraries used in this project

	Library
	Growth conditions1
	Tissues
	Methyl dCTP
	Full length2

	Library 2
	Control plants;

Plants cold acclimated for 1, 23 and 53 days 
	leaves and crowns
	
	

	Library 3
	Control plants;

Plants cold acclimated for 1, 23 and 53 days;

Plants salt stressed for 0.5, 3 and 6 hours
	roots
	yes
	

	Library 4
	Plants dehydrated on the bench (4 time points) and in a growth chamber (4 time points)
	leaves and crowns
	yes
	

	Library 5
	Various vernalization and developmental stages through spike formation
	crowns and flowers
	yes
	

	Library 6
	Control plants;

Plants cold acclimated for short time points (1, 3 and 6 hours) under light or dark conditions 
	leaves and crowns
	yes
	yes


1Growth conditions are described in more detail elsewhere (Houde et al. 2006).

2The full length library was used to isolate TaCBF genes and identify possible transcription start sites.
Table S2 Gene specific primers used to amplify TaCBF genes
	Gene Name
	Clone Name
	Primer Name
	Direction
	Primer Sequence

	TaCBFIa-A11
	BQ744365F1L8_153
	BQ744365F1
	Forward
	5’-CACCTCGAACGGACTGATCACTGATGGA-3’

	
	
	BQ744365F1L8-153R1
	Reverse
	5’-CCACATTGCCATGACATTTTCGTCAGAATAGCAG-3’

	TaCBFII-5.1
	L4B201_C08
	L4B201_C08F1
	Forward
	5’-CACACAAACAACCACCCAGCATCACCTCAC-3’

	
	
	L4B201_C08R1
	Reverse
	5’-GGAGGGAAACAAACAGGCTGATGCAATTCG-3’

	TaCBFII-5.2
	C21R1L8_A
	C21R1
	Reverse
	5’-CCCAACACATGTTACAAAATTTCCAGCCAACAA-3’

	TaCBFII-5.3
	C22R1L3_A
	C22R1
	Reverse
	5’-TGAAGCTCCCGTTCCCTCTCTGCTTCTTCTT-3’

	TaCBFIIIa-6.2
	C25R1L1_48
	C25R1
	Reverse
	5’-CCCCAATTCGCACCATCACATTACCAGA-3’

	TaCBFIIIc-3.1
	C16R1L7_AF1_L8_41
	C16R1L7_AF1
	Forward
	5’- CCATGGACATGGGCCTTGAGGTCTCG-3’

	TaCBFIIIc-3.2
	C16R1L7_AR1_L1_2
	C16R1
	Reverse
	5’-CCCACAAGGGGAAAACTTTGTAACAGGGGAAA-3’

	TaCBFIIId-12.1
	L6B013_O03R1L1_4
	L6B013_O03R1L1_4F1
	Forward
	5’-GTCATAGCCACCAAGGCAGCAGCCATCAC-3’

	
	
	L6B013_O03R1
	Reverse
	5’-CATCATGGGTTCACACCGTGCACTCGTA-3’

	TaCBFIIId-A15
	L6B002_G24R2L1_13
	L6B002_G24F1
	Forward
	5’-GCTCAAGCTCAGCCTGCTCTCACACTCCAT-3’

	
	
	L6B002_G24R2
	Reverse
	5’-TCCACAATTTTATTATGCTGACAGGGAACAGCTTCG-3’

	TaCBFIIId-15.2
	L6B002_G24F1L1_49
	L6B002_G24F1
	Forward
	5’-GCTCAAGCTCAGCCTGCTCTCACACTCCAT-3’

	
	
	L6B002_G24R2
	Reverse
	5’-TCCACAATTTTATTATGCTGACAGGGAACAGCTTCG-3’

	TaCBFIVa-2.2
	D992F2L6_2
	D992F2
	Forward
	5’-CGGTGTGGCCGGAGGAGCAGGAGTACC-3’

	TaCBFIVa-2.3
	GI25164819R1L1_7
	GI25164819R1
	Reverse
	5’-ACGGAGCATCCCCTTGCGCCAAGCTC-3’

	TaCBFIVb-A20
	Clone9F1L7_5
	Clone9F1
	Forward
	5’-CTGCAACTCTCAACGCAGCGACTTTCCAC-3’

	
	
	L3C116_P09-23R2
	Reverse
	5’-ATGCCGCCAAACCAGTGCTCGTCCAAC-3’

	TaCBFIVb-21.1
	C133R1L1_2F1L7_7
	C133R1L1-2F1
	Forward
	5’-AGCTGCAATCCATCGACCCTCACCACAAC-3’

	
	
	C133R1L1-4R1
	Reverse
	5’-AGCAAGTCGCTGGACGTGGACAGCTC-3’

	TaCBFIVb-D21
	C133R1L1_4
	C133R1
	Reverse
	5’-CCGGAGGCTTTCAATATGAACGAACACACA-3’

	TaCBFIVd-A22
	CA677056F1L1_143
	CA677056F1
	Forward
	5’-CGGAAACACAGCAACCTGCTCAAACGTCTC-3’

	
	
	CA677056F1L1-143R1
	Reverse
	5’-TGCTAAATTAGTTGAACAGGTGGCTCTGGCTCCAT-3’

	TaCBFIVd-B22
	L6B020_O14F1L1_72
	L6B020_O14F1
	Forward
	5’-CAAACACCGCCGCTGAAACCTCCAGTTC-3’

	
	
	L6B020_O14R2
	Reverse
	5’-TTTAATCCATTTCGGCACAAGTAATTCCGGACAG-3’

	TaCBFIVd-D22
	L6B020_O14F1L1_68
	L6B020-O14F1
	Forward
	5’-CAAACACCGCCGCTGAAACCTCCAGTTC-3’

	
	
	GI25237880R1
	Reverse
	5’-TGCAATCCCCTTCCTCACAAACACTCAAACC-3’


Forward gene specific primers were used in conjunction with M13F and reverse gene specific primers were used with M13R to amplify 3’ or 5’ regions of TaCBF cDNAs, respectively. When both regions were amplified, overlapping sections (100% identity) were merged to present the longest sequence.
Table S3 Primer pairs used to amplify the probes for Northern blot experiments
	Primer Name
	Direction
	Primer Sequence
	Amplicon size (pb)

	TaCBFIa-A11 F
	Forward
	5’-TAGAATTCGAAATGCAGGGCTATC-3’
	291

	TaCBFIa-A11 R
	Reverse
	5’-CACTAATTGTTTGTTGACCCACAT-3’
	

	TaCBFII-5.2 F
	Forward
	5’-CACACAAACACCCAACCAACATCAC-3’
	320

	TaCBFII-5.2 R
	Reverse
	5’-AGCCAGATGCGGGACTTCTTGTT-3’
	

	TaCBFIIIa-D6 F
	Forward
	5’-ACCGACGACGGGTCGTCCTCCT-3’
	305

	TaCBFIIIa-D6 R
	Reverse
	5’-ACTGCAAGCGGTGACCCTAAAGCA-3’
	

	TaCBFIIIc-D3 F
	Forward
	5’-ACTTGTTCCCGGAAATGGACCTG-3’
	267

	TaCBFIIIc-D3 R
	Reverse
	5’-CCAAAATAGGAAAACTTTGTAACAGGGG-3’
	

	TaCBFIIIc-B10 F
	Forward
	5’-GAGGCGCTGCTCATGGAC-3’
	150

	TaCBFIIIc-B10 R
	Reverse
	5’-AAAGACGCTACAGAGTCAAAACAAA-3’
	

	TaCBFIIId-B12 F
	Forward
	5’-ACACGTCCGGCGAAATGGA-3’
	272

	TaCBFIIId-B12 R
	Reverse
	5’-CCAAATGTCCCGCGATTTTATTAT-3’
	

	TaCBFIIId-15.2 F
	Forward
	5’-TACCTTCTGGCGACGGAATGTTT-3’
	224

	TaCBFIIId-15.2 R
	Reverse
	5’-GCAGCTGGCTGGAGTGTTTTAGTA-3’
	

	TaCBFIIId-D19 F
	Forward
	5’-CCACACTCGTCTACCCAACA-3’
	266

	TaCBFIIId-D19 R
	Reverse
	5’-CTCCTTGAACTTGGTGCGC-3’
	

	TaCBFIVa-A2 F
	Forward
	5’-TCGTACTACGCGAGCTTGGCGC-3’
	267

	TaCBFIVa-A2 R
	Reverse
	5’-TGTGCCCTTCCGGGAGTAGAAACC-3’
	

	TaCBFIVb-D20 F
	Forward
	5’-CCGCCAGAACGTGGAGCGAG-3’
	244

	TaCBFIVb-D20 R
	Reverse
	5’-CTCCTGATGCTTACTCTGTATCTTCCCATA-3’
	

	TaCBFIVb-21.1 F
	Forward
	5’-AGCTGTCCACGTCCAGCGATTT-3’
	305

	TaCBFIVb-21.1 R
	Reverse
	5’-TCACAGAACACGCAAGTGCAAA-3’
	

	TaCBFIVc-B14 F
	Forward
	5’-GATGCCGGATCGTTCTACTC-3’
	110

	TaCBFIVc-B14 R
	Reverse
	5’-AAGTAGCTCCATGGCGGTGT-3’
	

	TaCBFIVd-B4 F
	Forward
	5’-TCGACGAGGAGCACTGGTTT-3’
	305

	TaCBFIVd-B4 R
	Reverse
	5’-AGGGTCCAATTCTCACAAAAGTAG-3’
	

	TaCBFIVd-D9 F
	Forward
	5’-GCGGAAGCAGATTATTCCGGTCGC-3’
	376

	TaCBFIVd-D9 R
	Reverse
	5’-CGTCTGGACGCCGCTCTGCT-3’
	

	TaCBFIVd-B22 F
	Forward
	5’-CTCAGTTCTCACCCACCCAAACA-3’
	210

	TaCBFIVd-B22 R
	Reverse
	5’-GTGGCGCGTCTCATGTACCTT-3’
	


Table S4 List of forward, reverse and fluorescent TaqMan-MGB probes used in quantitative real-time PCR analyses of TaCBF genes
	Primer Name
	Type
	Primer Sequence
	Amplicon 

size (bp)
	Position

	TaCBFIa-A11 F
	Forward
	5’-AACCAAGCCAGGCACACAAG-3’
	62
	9-28

	TaCBFIa-A11 R
	Reverse
	5’-CTGTACGCCCACTCCATCAGT-3’
	
	70-50

	TaCBFIa-A11 P
	Probe
	5’-CACCTCGAACGGACTG-3’
	
	31-46

	TaCBFII-5.2 F
	Forward
	5’-AACATCACCTCACTCACCAGTCA-3’
	103
	18-40

	TaCBFII-5.2 R
	Reverse
	5’-GTACTGGTCCATGGTGTTGCA-3’
	
	120-100

	TaCBFII-5.2 P
	Probe
	5’-ATCGGCACCGGCTA-3’
	
	74-87

	TaCBFIIIa-D6 F
	Forward
	5’-CCAAGCCGGCCAAGAAA-3’
	68
	49-65

	TaCBFIIIa-D6 R
	Reverse
	5’-TCGGACACATCTTCTTCCTTGAAT-3’
	
	116-93

	TaCBFIIIa-D6 P
	Probe
	5’-CGAGCAAAACCTCTC-3’
	
	75-89

	TaCBFIIIc-D3 F
	Forward
	5’-TGGACCCGCCGTCGA-3’
	70
	757-771

	TaCBFIIIc-D3 R
	Reverse
	5’-GCGACATCAGCTCCGTCGT-3’
	
	826-808

	TaCBFIIIc-D3 P
	Probe
	5’-CCATCATCGACTCGTACT-3’
	
	778-795

	TaCBFIIIc-B10 F
	Forward
	5’-TCCGCCGATGGAGACTTC-3’
	64
	595-612

	TaCBFIIIc-B10 R
	Reverse
	5’-AGTCAAGCCTACTGAACATTTCGA-3’
	
	658-635

	TaCBFIIIc-B10 P
	Probe
	5’-CATTCCGCCCGGCA-3’
	
	630-617

	TaCBFIIId-B12 F
	Forward
	5’-AGTACTCCTACCCATAGCCACCAA-3’
	87
	5-28

	TaCBFIIId-B12 R
	Reverse
	5’-CCATTGCCGCGGTACGTA-3’
	
	91-74

	TaCBFIIId-B12 P
	Probe
	5’-CCTCCAGTCAACTAGT-3’
	
	48-63

	TaCBFIIId-15.2 F
	Forward
	5’-GATGACGGAAGCTGTAGCCAAT-3’
	102
	551-572

	TaCBFIIId-15.2 R
	Reverse
	5’-AAACATTCCGTCGCCAGAAG-3’
	
	652-633

	TaCBFIIId-15.2 P
	Probe
	5’-TACCGGCTCGTCGTG-3’
	
	595-609

	TaCBFIIId-A19 F
	Forward
	5’-GCCTCTGGAGCTACTGATGTCTG-3’
	68
	872-894

	TaCBFIIId-A19 R
	Reverse
	5’-CAATCGGGATAGCAAAAATCCTC-3’
	
	939-917

	TaCBFIIId-A19 P
	Probe
	5’-ACCTCCAGTGGGTTC-3’
	
	897-911

	TaCBFIIId-B19 F
	Forward
	5’-GCCGGCCTCTGGAGCTA-3’
	73
	834-850

	TaCBFIIId-B19 R
	Reverse
	5’-TCCAATCGGGATAACAAAATCC-3’
	
	906-885

	TaCBFIIId-B19 P
	Probe
	5’-AACCTTCAGTGGGTTCA-3’
	
	862-878

	TaCBFIIId-D19 F
	Forward
	5’-GCCGGCCTCTGGAGCTA-3’
	75
	850-866

	TaCBFIIId-D19 R
	Reverse
	5’-GGTCCAATCGGGATAACAAAATC-3’
	
	924-902

	TaCBFIIId-D19 P
	Probe
	5’-CACTGCAGGTTACAGACA-3’
	
	888-871

	TaCBFIVa-A2 F
	Forward
	5’-GCCGGAAGCCGGAGTTA-3’
	61
	259-275

	TaCBFIVa-A2 R
	Reverse
	5’-CCGCCATCTGGGCACT-3’
	
	319-304

	TaCBFIVa-A2 P
	Probe
	5’-TCTGGCTTGGCACCT-3’
	
	284-298

	TaCBFIVb-A20 F
	Forward
	5’-AGCCATGTACACTTTTAGAAACTACTCCT-3’
	89
	730-758

	TaCBFIVb-A20 R
	Reverse
	5’-TGCTCCTGATGCTTACTCTGTATCTT-3’
	
	818-793

	TaCBFIVb-A20 P
	Probe
	5’-TGTTCGTCCAAATATG-3’
	
	775-790

	TaCBFIVb-B20 F
	Forward
	5’-TCGTCCCGCTTCAGCA-3’
	103
	390-405

	TaCBFIVb-B20 R
	Reverse
	5’-CGTGCGTCTCCGACGTG-3’
	
	492-476

	TaCBFIVb-B20 P
	Probe
	5’-CCATCGTGGAGTTCC-3’
	
	439-453

	TaCBFIVb-D20 F
	Forward
	5’-GAGGATGGCGGCGAATAC-3’
	90
	668-685

	TaCBFIVb-D20 R
	Reverse
	5’-GAGTAGTTTCCAAAACTGTACATGGCTTA-3’
	
	757-729

	TaCBFIVb-D20 P
	Probe
	5’-AGCGCCGTCTACAC-3’
	
	686-699

	TaCBFIVb-D21 F
	Forward
	5’-TCATCGGAGCCCCAATCA-3’
	56
	312-329

	TaCBFIVb-D21 R
	Reverse
	5’-CGTGCGTTAAGCCGTTGTG-3’
	
	367-349

	TaCBFIVb-D21 P
	Probe
	5’-TCGAACCTCGCCAGTC-3’
	
	331-346

	TaCBFIVc-B14 F
	Forward
	5’-GACACCGCCATGGAGCTACT-3’
	93
	720-739

	TaCBFIVc-B14 R
	Reverse
	5’-CCTCCCATATTTGGTGGAACAG-3’
	
	812-791

	TaCBFIVc-B14 P
	Probe
	5’-TGTTTGTATAGATAGTTTCTCTC-3’
	
	766-788

	TaCBFIVd-B4 F
	Forward
	5’-CCAGCTGCAGCAGAATATTCCT-3’
	93
	457-478

	TaCBFIVd-B4 R
	Reverse
	5’-TCGCCGGACGACATGTAGA-3’
	
	549-531

	TaCBFIVd-B4 P
	Probe
	5’-CTGTCGGTCGGCTC-3’
	
	500-513

	TaCBFIVd-B9 F
	Forward
	5’-AACACAGCCGCTGATTCCA-3’
	61
	4-22

	TaCBFIVd-B9 R
	Reverse
	5’-CTAGCGGAGATGCTCGTGAGA-3’
	
	64-44

	TaCBFIVd-B9 P
	Probe
	5’-ACTACTACCACTCCACAC-3’
	
	25-42

	TaCBFIVd-D9 F
	Forward
	5’-GATCGATCAAAACCTCTCAACACA-3’
	72
	19-42

	TaCBFIVd-D9 R
	Reverse
	5’-AGACGCTCGTGGGAGGTG-3’
	
	90-73

	TaCBFIVd-D9 P
	Probe
	5’-CAGTACTCCTGCTCCA-3’
	
	57-72

	TaCBFIVd-A22 F
	Forward
	5’-GCGTCCAGACGCCGTTAT-3’
	77
	879-896

	TaCBFIVd-A22 R
	Reverse
	5’-ATGCTATCTATGGTACAGCTTTACACTGC-3’
	
	955-927

	TaCBFIVd-A22 P
	Probe
	5’-CCACCTGTTCAACTAA-3’
	
	907-922

	TaCBFIVd-B22 F
	Forward
	5’-CCGCTATGGAGCCACTTGTT-3’
	66
	927-946

	TaCBFIVd-B22 R
	Reverse
	5’-TAATTCCGGACAGAGGGAGTACA-3’
	
	992-970

	TaCBFIVd-B22 P
	Probe
	5’-CACCTAATCTAGCAGTGTAAA-3’
	
	967-947

	TaCBFIVd-D22 F
	Forward
	5’-GAGCCAGAGCCACTTGTTCA-3’
	105
	899-918

	TaCBFIVd-D22 R
	Reverse
	5’-ACAAGATGCTACTGTGTTTCTCTCCAA-3’
	
	1003-977

	TaCBFIVd-D22 P
	Probe
	5’-CCATAGTCCATAGATAGTTG-3’
	
	944-963


Table S5 List of nucleotide sequences encoding the AP2 DNA binding region of monocot CBFs used for the phylogenetic analysis 

>OsCBFI-1F

CCGAAGCGGCGGGCGGGGCGGAAGAAATTCCGGGAGACGCGGCACCCGGTGTACCGCGGCGTGCGCGCGCGGGCGGGGGGGAGCAGGTGGGTGTGCGAGGTGCGCGAGCCGCAGGCGCAGGCGCGCATCTGGCTCGGCACCTACCCGACGCCGGAGATGGCGGCGCGCGCGCACGACGTCGCGGCCATCGCCCTCCGCGGCGAGCGCGGCGCCGAGCTCAACTTCCCGGACTCCCCCTCCACG

>TaCBFIa-A11

CCCAAGCGGCGGGCGGGGAGGACCAAGGTCAGGGAGACGAGGCACCCGGTGTACAAGGGGGTGCGCAGCAGGAACCCCGGCCGGTGGGTCTGCGAGGTGCGCGAGCCGCACGGGAAGCAGCGGCTGTGGCTCGGCACCTTCGACACCGCCGAGATGGCGGCGCGCGCGCACGACGTCGCCGCCCTCGCGCTCCGCGGCCGCGCCGCGTGCCTCAACTTCGCGGACTCGCCGCGCACG

>HvCBFIa-11

CCCAAGCGGCGGGCCGGGAGGACCAAGGTCAGGGAGACGAGGCACCCGGTGTACAAGGGGGTGCGCAGCAGGAACCCCGGGCGGTGGGTCTGCGAGGTGCGCGAGCCGCAAGGGAAGCAGAGGCTATGGCTCGGCACCTTCGACACCGCCGAGATGGCGGCGCGCGCGCACGACGTCGCCGCCATGGCGCTCCGCGGCCGCGCCGCGTGCCTCAACTTCGCGGACTCGCCGCGGAGG

>SoCBFIa-11

CCCAAGCGGCGCGCGGGGCGGACCAAGTTCAAGGAGACGAGGCACCCGGTGTACAAGGGCGTGCGCAGCCGGAACCCCGGGCGGTGGGTCTGCGAGGTGCGGGAGCCGCACGGCAGGCAGCGGATCTGGCTCGGCACCTTCGAGACCGCCGAGATGGCGGCGCGCGCGCACGACGTCGCCGCGCTCGCGCTGCGTGGCCGCGCCGCGTGCCTCAACTTCGCGGACTCGCCGCGCAGG

>PvCBFIa-11

CCGAAGCGGCGCGCGGGGCGGACCAAGTTCAAGGAGACGCGGCACCCGGTGTACAAGGGCGTGCGCAGCCGGAACCCCGGGCGCTGGGTCTGCGAGCTGCGGGAGCCGCACGGCAGGCACCGCATCTGGCTCGGCACCTTCGAGACCGCCGAGATGGCGGCGCGCGCGCACGACGTCGCCGCGCTGGCGCTGCGCGGCAGGGCCGCCTGCCTCAACTTCGCCGACTCGCCGCGCAGG

>OsCBFIa-1E

CCCAAGCGGCGGGCGGGGAGGACCAAGTTCAAGGAGACGAGGCACCCGGTGTACAAGGGCGTGCGCAGCAGGAACCCCGGGAGGTGGGTCTGCGAGGTGCGCGAGCCGCACGGCAAGCAGAGGATCTGGCTCGGCACCTTCGAGACCGCCGAGATGGCGGCGCGCGCGCACGACGTCGCGGCGATGGCGCTGCGCGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCGCCGCGCAGG

>OsCBFIa-1G

CCCAAGCGGCGAGCGGGGCGGACCAAGTTCAAGGAGACGCGGCACCCCGTGTTCAAGGGCGTGCGCCGGAGGAACCCCGGGAGGTGGGTGTGCGAGGTGCGCGAGCCGCACGGCAAGCAGCGGATATGGCTCGGGACGTTCGAGACAGCAGAGATGGCGGCGCGCGCGCACGACGTCGCCGCGCTCGCGCTCCGCGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCGCCGAGGCGC

>ZoCBFI-1

CCGAAGCGCCGGGCCGGCCGCACCAAGTTCCGGGAGACGCGCCACCCGGTGTTCAAAGGCGTCCGGCGCCGGAACGGCGACAAGTGGGTGTGCGAGGTCCGGGAGCCCAACAAGAAGTCCCGAATTTGGCTCGGCACCTTCCCCACCGCCGAGATGGCTGCCCGCGCGCACGACGTCGCCGCCATCGCCCTCCGCGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCCTGGCTC

>ZoCBFI-2

CCGAAGCGGCCGGCGGGGCGGACCAAATTCAGGGAGACGCGGCACCCGGTGTACAAGGGCGTCCGGCGGCGGGGAACGGCGGGGCGGTGGGTGTGCGAGGTGCGGGAACCCAACAAGAAGTCTAGGATCTGGCTAGGGACCTTCCCAACGGCAGATATGGCGGCGCGCGCCCACGACGCCGCCGCCATGATGCTCCGCGGCCGCGCAGCCTGCCTCAATTTCGCCGACTCCGCCTGGCTC

>SpCBFI-1

CCGAAGCGGCGGGCTGGGCGGACCAAGTTCCGCGAGACGCGACACCCCGTCTACAAAGGCGTCCGGCGGCGAAACGCCGATAAGTGGGTCTGCGAAGTGCGCGAGCCCAACAAGAAGTCCAGGATTTGGCTCGGGACGTTTCCGACCGCCGAGATGGCGGCACGGGCGCACGACGTGGCTGCCATGGCCCTCCGCGGCCGGTCGGCCTGCCTCAACTTTGCTGATTCCGCGTGGCTC

>RhCBFI-1

CCGAAGCGGCGGGCTGGGCGGACCAAGTTCCGCGAGACGCGACACCCGGTTTACAAGGGCGTCCGGCGCCGCAACGCCGATAAGTGGGTCTGCGAAGTGCGGGAGCCCAACAAAAAGTCGAGGATTTGGCTCGGGACGTTTCCGACCGCCGAGATGGCTGCACGGGCGCACGACGTAGCTGCCATGGCCCTCCGCGGCCGATCAGCCTGCCTCAACTTTGCTGATTCCGCGTGGCTC

>RhCBFI-2

CCGAAGAGGCGGGCCGGGCGGACCAAGTTTCGCGAGACGCGGCACCCGGTCTACAAGGGCGTCCGCCGCCGGAACGCCGACAAGTGGGTCTGCGAGGTGCGTGAGCCCAACAAGAAGTCGAGGATTTGGCTCGGGACGTTTCCCACCGCCGAGATGGCTGCACGGGCGCACGACGTGGCTGCCATGGCCCTCCGCGGCCGGTCGGCCTGCCTCAACTTTGCCGACTCCGCTTGGCTC

>DlCBFI-1

CCGAAGAGGCGGGCTGGAAGGACCAAATTCCGCGAGACGCGACACCCGGTCTACAAGGGCGTCCGACGCCGCAACGCCGATAAGTGGGTGTGCGAGGTGCGTGAGCCCAACAAAAAGTCGAGGATTTGGCTCGGGACGTTTCCGACCGCTGAGATGGCGGCACGGGCGCACGACGTGGCTGCCATGGCCCTCCGCGGTCGGTCAGCATGCCTCAACTTTGCTGATTCGGCGTGGCTC

>HvCBFIa-1

CCGAAGCGGCGCGCGGGGCGGACCAAGTTCAAGGAGACGCGGCACCCGGTCTACAAGGGCGTGCGCCGGAGGAACCCCGGGAGGTGGGTCTGCGAGGTGCGGGAGCCGCACAGCAAGCAGAGGATATGGCTCGGCACGTTCGAGACCGCAGAGATGGCGGCGCGCGCGCACGACGTGGCCGCGCTGGCGCTGCGCGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCTCCTCGTCGG

>BdCBFIa-1

CCGAAGCGGCGTGCGGGGCGGACCAAGTTCAAGGAGACGCGGCACCCGGTGCTCAAGGGCGTGCGCCGGAGGAACCCCGGGAGGTGGGTCTGCGAGGTGCGGGAGCCCCACAGCAAGCAGAGGATATGGCTCGGGACATTCGAGACCGCCACGCTCAACTTCGCCGACTCGCCCCGCAGG

>ZmCBFII-5

CCCAAGCGGCCGGCGGGGCGGACCAAGTTCCGGGAGACGCGGCACCCCGTGTACCGCGGCGTGCGGCGGCGCGGGCCCGCGGGGCGCTGGGTGTGCGAGGTCCGCGAGCCCAACAAGAAGTCGCGCATCTGGCTCGGCACCTTCGCCACCCCCGAGGCCGCCGCGCGCGCGCACGACGTGGCCGCGCTGGCCCTGCGGGGCCGCGCCGCGTGCCTCAACTTCGCCGACTCGGCGCGCCTG

>BdCBFII-5

CCGAAGCGGCCGGCGGGGCGGACAAAGTTCAGGGAGACGCGGCACCCGGTGTACCGCGGCGTGCGGCGGCGCGGCGCGGCCGGGCGGTGGGTGTGCGAGGTCAGGGAGCCCAACAAGAAGTCCCGCATCTGGCTCGGCACGTTCGCGTCCGCCGAGGCCGCCGCGCGCGCCCACGACGTCGCCGCCCTGGCGCTCCGTGGCCGCGCCGCGTGCCTCAACTTCGCCGACTCGGCCGCGCTG

>PvCBFII-5

CCCAAGCGCCCCGCGGGGCGGACCAAGTTCCGGGAGACCCGCCACCCGGTGTACCGCGGCGTGCGGCGGCGCGGCCCCGCGGGGCGCTGGGTCTGCGAGGTCCGGGAGCCCAACAAGAAGTCCCGCATCTGGCTCGGCACCTTCGCCACCGCCGAGGCCGCCGCGCGCGCGCACGACGTCGCCGCGCTCGCGCTCCGGGGCCGCGCGGCCTGCCTCAACTTCGCCGACTCGGCGCGCCTG

>SbCBFII-5

CCGAAGCGCCCCGCGGGTCGGACCAAGTTCCGGGAGACGCGTCACCCGGTGTACCGCGGCGTGCGGCGGCGCGGGCCCGCGGGGCGGTGGGTGTGCGAGGTCCGGGAGCCCAACAAGAAGTCCCGCATCTGGCTCGGCACCTTCGCCACCGCCGAGGCCGCCGCGCGCGCGCACGACGTCGCCGCGCTCGCGCTCCGCGGCCGAGCCGCCTGCCTCAACTTCGCCGACTCCGCGCGCCTG

>SoCBFII-5

CCGAAGCGCCCAGCGGGGCGGACCAAGTTCCGGGAGACGCGTCACCCGGTGTACCGCGGCGTGCGGCGGCGCGGGCCCGCGGGGCGGTGGGTGTGCGAGGTCCGGGAGCCCAACAAGAAGTCCCGCATCTGGCTCGGCACCTTCGCCACCGCCGAGGCCGCCGCGCGCGCGCACGACGTCGCCGCGCTCGCGCTCCGCGGGCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCGCGCCTG

>TmCBFII-5

CCGAAGCGGCCGGCGGGGCGGACCAAGTTCCGGGAGACGCGCCACCCGGTGTACCGCGGCGTGCGCCGGCGCGGCGCCGCGGGGCGCTGGGTGTGCGAGGTGCGCCAGCCCAACAACAAGTCCCGCATCTGGCTCGGCACCTTCGCCAGCCCCGAGGCCGCCGCGCGCGCCCACGACGTCGCCGCGCTCGCGCTCCGGGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCGGCCGCGCTG

>OsCBFII-1C

CCGAAGCGGCCGGCGGGGAGGACCAAGTTCAGGGAGACGAGGCACCCGGTGTACCGCGGCGTGCGGCGGCGGGGGCCCGCGGGGCGGTGGGTGTGCGAGGTCAGGGAGCCCAACAAGAAGTCCCGCATCTGGCTCGGCACCTTCGCCACCGCCGAGGCCGCCGCGCGCGCCCACGACGTCGCCGCGCTCGCCCTCCGCGGCCGCGGCGCGTGCCTCAACTTCGCCGACTCGGCCCGCCTC

>HvCBFII-5

CCCAAGCGGCCGGCGGGGCGGACCAAGTTCAGGGAGACGCGGCACCCGGTGTACCGGGGCGTGCGGCGGCGCGGCGCCGCAGGGCGGTGGGTCTGCGAGGTGCGCGAGCCCAACAAGAAGTCCCGCATCTGGCTCGGCACCTTTGCCACGCCCGAGGCCGCCGCGCGCGCCCACGACGTCGCCGCGCTCGCGCTCCGGGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCGGCCCTG

>TaCBFII-5.1

CCGAAGCGGCCGGCGGGGCGCACCAAGTTCCGGGAGACGCGGCACCCGGTGTACCGGGGCGTGCGCCGGCGCGGCGCGGCCGGGCGGTGGGTCTGCGAGGTGCGCGAGCCCAACAAGAAGTCCCGCATCTGGCTCGGCACCTTCGCCTCCCCCGAGGCCGCGGCCCGCGCCCACGACGTTGCCGCGCTGGCCCTGCGCGGCCGCGCCGCGTGCCTCAACTTCGCCGACTCGGCGGCCCTG

>HvCBFIIIa-6

GCGAAGCGGCCGGCGGGGCGGACCAAGTTCAGGGAGACGCGCCACCCGGTGTACCGCGGCGTGCGGCGCAGGGGCAATGCCGGGCGGTGGGTGTGCGAGGTGCGCGTGCCCGGCAGGCGCGGGAGCAGGCTCTGGCTCGGCACCTTCGACACCGCCGAGGCCGCCGCGCGCGCGAACGACGCCGCCATGCTCGCGCTCGCCGCCGGGGGCGCGGGCTGCCTCAACTTCGCCGACTCCGCCGAGCTA

>OsCBFIIIa-1A

CCGAAGAGGCCGGCGGGGCGGACCAAGTTCAGGGAGACGAGGCACCCGGTGTTCCGCGGCGTGCGGCGGAGGGGCAATGCCGGGAGGTGGGTGTGCGAGGTGCGGGTGCCCGGGCGGCGCGGCTGCAGGCTCTGGCTCGGCACGTTCGACACCGCCGAGGGCGCGGCGCGCGCGCACGACGCCGCCATGCTCGCCATCAACGCCGGCGGCGGCGGCGGCGGGGGAGCATGCTGCCTCAACTTCGCCGACTCCGCGTGGCTC

>TaCBFIIIa-6.1

GCGAAGCGGCCGGCGGGGCGGACCAAGTTCAGGGAGACGCGGCACCCGGTATACCGCGGCGTGCGGCGCAGGGGCAATGCCGGGCGGTGGGTGTGCGAGGTGCGCGTGCCCGGCAGGCGCGGGAGCAGGCTCTGGCTCGGCACCTTCGACACCGCCGAGGCCGCCGCGCGCGCCAACGACGCCGCCATGATCGCGCTCTCCGCCGGGGGCGCGGGCTGCCTCAACTTCGCCGACTCCGCCGAGCTG

>AcCBFIIIa-6

GCGAAGCGACCGGCGGGGCGGACCAAGTTCACGGAGAGGCGGCACCCGGTGTACCGCGGCGTGCGGCGCAGGGGCAATGCCGGGCGGTGGGTGTGCGAGGTGCGCGTCCCCGGCAAGCGCGGGAGCAGGCTCTGGGTCGGCACCTTCGACACCGCCGAGACAGCGGCGCGCGCGCACGACGCAGCCATGCTCGCCCTCGTCGCCGGCGACGCCTGCCTCAACTTCGCAGACTCCCCCGAGCTG

>FaCBFIIIa-6

ATGAAGCGGCCGGCGGGGCGGACAAAGTTCAGGGAGACGCGGCACCCGGTGTTCCGCGGCGTGCGGCGCAGGGGCAATGCCGGGCGTTGGGTGTGCGAGGTGCGGGTGCCAGGGCGGCGTGGAAGCAGGCTCTGGGTCGGCACCTTCGACACCGCTGAGATCGCCGCACGCGCGCACGACGCCGCCATGCTCGCCCTGGCCGCGGGCGATGCCTGCCTCAACTTCGCCGACTCCGCCGAGCTG

>LpCBFIIIa-6

ACGAAGCGGCCCGCGGGGCGGACAAAGTTCAGGGAGACGCGGCACCCGGTGTACCGCGGCGTGCGGCGCAGGGGCAATGCCGGGCGGTGGGTGTGCGAGGTGCGGGTGCCAGGGCGGCGCGGGAGCAGGCTCTGGGTCGGCACCTTCGACACTGCCGAGATCGCCGCGCGCGCACACGACGCCGCCATGCTCGCTCTCGCCGCCGGCGACGTGTGCCTCAACTTCGCCGACTCCGCTGAGCTG

>SoCBFIIIa-6

CCGAAGCGGCCCGCGGGGCGGACCAAGTTCCGGGAGACGCGGCACCCAGTGTTCCGCGGCGTCCGGCGCCGGGGCAACGCCGGGCGGTGGGTGTGCGAGGTGCGCGTGCCCGGGAGGCGCGGCTGCAGGCTCTGGCTCGGCACCTTCGACGCCGCCGAGGCCGCGGCCCGCGCGCACGACGCCGCCATGCTCGCCATCGCCGGAGCGGGCCGCGCCTGCCTCAACTTCGCCGACTCGGCCTGGCTC

>SbCBFIIIa-6

CCGAAGCGGCCCGCGGGGCGGACCAAGTTCCGGGAGACGAGGCACCCGGTGTTCCGCGGCGTCCGGAGGCGGGGCAACGCCGGGCGGTGGGTGTGCGAGGTGCGCGTGCCGGGGAGGCGCGGCTGCAGGCTCTGGCTCGGCACCTTCGACACCGCGGACGCCGCGGCCCGCGCGCACGACGCCGCCATGCTCGCCATCGCCGGCGCGGGCGCCTGCCTCAACTTCGCCGACTCGGCCTGGCTC

>PvCBFIIIa-6

CCGAAGCGGCCCGCGGGGCGGACCAAGTTCCGGGAGACGCGGCACCCCGTGTTCCGCGGCGTGCGGCGCCGGGGCAACGCCGGGCGGTGGGTGTGCGAGGTGCGCGTGCCGGGCCGCCGCGGCTGCAGGCTCTGGCTCGGCACCTTCGACACCGCCGAGGGGGCCGCGCGCGCGCACGACGCCGCCATGCTCGCCATCGCCGGCGCGGGCGCCTGCCTCAACTTCGCCGACTCGGCGTGGCTC

>BdCBFIIIa-6

CCGAAGCGCCCCGCGGGGCGGACCAAGTTCCGGGAGACACGGCACCCGGTGTTCCGCGGCGTGCGCCGCCGGGGCAATGCCGGCCGGTGGGTGTGCGAGGTGCGCGTGCCCGGGCGCCGCGGCTCCAGGCTCTGGCTCGGCACCTTCGACACCGCCGAGGCCGCCGCGCGCGCGCACGACGCCGCCATGCTCGCCCTGGCCGGCGCCGGCGCCGCCTGCCTGAACTTCGCCGACTCCGCCCAGCTG

>TmCBFIIIb-18

CCGAAGCGCCCCGCGGGCCGCACCAAGTTTCGGGAGACGCGGCACCCCGTGTTCCGCGGCGTGCGGCGCCGCGGGAACGCCGGCCGGTGGGTCTGCGAGGTGCGCGTCCCCGGGGACCGCGGCACGCGCCTCTGGCTCGGGACGTACTTCACCGCCGAGGCGGCCGCGCGCGCGCACGACGCCGCCATGCTCATGCTGCGTGGCCGTTCCGCCGCGTGCCTCAACTTCCGGGACTCCGCGTGGCTG

>SoCBFIIIb
AAGAAGCGCCCCGCGGGGCGCACCAAGTTCCGTGAGACGCGGCACCCGGTGTTCCGCGGCGTGCGGCGCCGGGGCGCCGCGGGCCGGTGGGTCTGCGAGGTGCGCGTCCCGGGGAAGCGCGGCGCGCGGCTGTGGCTGGGGACCTACCTCGCCGCCGAGTTCGCGGCGCGCGCGCACGACGCGGCCATGCTCGCCCTGCTGGGGCGCGGCGCCGGTGCCGGTGCGGGGCGCCTCAACTTCCCGGACTCCGCGTGGCTG

>ZmCBFIIIb-1A

AAGAAGCGCCCCGCGGGGCGCACAAAGTTCCGGGAGACGCGGCACCCGGTGTTCCGCGGCGTGCGGCGGCGGGGCGCCGCGGGCCGGTGGGTGTGCGAGGTGCGCGTCCCGGGGAGGCGCGGCGCGCGGCTGTGGCTCGGCACCTACCTCGCCGCCGAGGCGGCGGCGCGCGCGCACGACGCCGCGATACTCGCCCTGCAGGGCCGCGGCGCGGGGCGCCTCAACTTCCCGGACTCCGCGCGGCTG

>ZmCBFIIIb-1B

AAGAAGCGCCCCGCGGGGCGCACCAAGTTCCGGGAGACGCGGCACCCGGTGTTCCGCGGCGTGCGGCGGCGGGGCGCCGCGGGGCGGTGGGTGTGCGAGGTGCGCGTCCCCGGGCGGCGCGGCGCGCGGCTGTGGCTCGGCACCTACCTCGGCGCCGAGGCGGCGGCGCGCGCGCACGACGCCGCGATGCTCGCCCTGGGCCGCGGCGCGGCCTGCCTCAACTTCCCCGACTCCGCGTGGCTG

>OsCBFIIIb-1H

AAGAAGCGGCCCGCGGGGCGCACCAAGTTCAGGGAGACGCGGCACCCGGTGTACCGCGGCGTGCGGCGCCGCGGCGGGGCGGGGCGGTGGGTGTGCGAGGTGCGCGTCCCGGGGAAGCGCGGCGCGCGCCTGTGGCTCGGCACGTACGTCACCGCCGAGGCCGCGGCGCGCGCGCACGACGCCGCCATGATCGCGCTCCGCGGCGGCGCCGGCGGAGGCGGCGCGGCGTGCCTCAACTTCCAGGACTCCGCGTGGCTG

>TmCBFIIIc-13

GCCAAGCGCCCCGCGGGGCGCACCAAGTTCCGGGAGACGCGGCACCCGGTGTACCGCGGCGTGCGGCGCAGGGGCAACGCGGGGCGGTGGGTGTGCGAGGTGCGCGTCCCCGGCAAGCGTGGCTCTCGGCTCTGGCTCGGGACGTACCTGACGGCCGAGGCCGCCGCCCGCGCGAACGACGCCGCCATGCTCGCACTCGGCGGCCGCTCAGCAAGGTGCCTCAACTTCGCGGACTCGGCGTGGCTG

>HvCBFIIIc-13

GCGAAGCGCCCCGTGGGGCGCACTAAGTTCCGGGAGACCCGGCACCCGGTGTACCACGACGTGCGTCGCAGGGGCAACGCGGGACGGTGGGTCTGCGAGGTGCGCGTCCCCAGCAAGCGTGGCGCTCGGCTCTGGCTCGGGACGTACCTCACCGCCGGGGCCGCCGCCCGCGCCAACGACGCCGCCATGCTCGCACTCGGCGGCCGCTCCGCCAGGCGCCTCAACTTCGCGGACTCCGCGTGGCTG

>TaCBFIIIc-3.1

GCCAAGCGCCCCGCGGGGCGCACCAAGTTCCGGGAGACGCGGCACCCGGTGTACCGCGGCGTGCGGCGCCGGGGCAACGCCGAACGTTGGGTCTGCGAGGTGCGCGTCCCCGGCAAGCGCGGCGCGAGGCTCTGGCTCGGGACGTACGACACGGCTGAGCTCGCAGCGCGCGCGAACGACGCCGCCATGCTTGCCCTGGGCGGCCGCTCCGCCGCGTGCCTCAACTTCGCGGACTCCGCGTGGTTG

>HvCBFIIIc-3

GCCAAGCGCCCCGCTGGGCGCACCAAGTTCCGGGAGACGCGGCACCCGGTGTACCGCGGCGTGCGGCGCCGGGGCAACACCGAACGGTGGGTCTGCGAGGTGCGCGTCCCCGGCAAGCGCGGTGCTCGGCTCTGGCTCGGGACGTACGCCACGGCTGAGGTCGCTGCGCGCGCGAACGACGCTGCCATGCTCGCCCTGGGCGGCCGCTCCGCCGCGTGCCTCAACTTCGCCGACTCCGCGTGGCTG

>AstCBFIIIc-3

CGAGGCGTGCGGCGCCGGGGCAGCGCCGGCCGGTGGGTNTGCGAGGTGCGCGTCCCCGGGAGGCGTGGCGCGCGGCTNTGGCTCGGGACGTACGCCACCGCCGAGGCCGCCGCGCGCGCGAACGACGCCGCCATGCTCGCGCTNGGCGGCCGCTCCGCCGCGTGCCTCAACTTCGCTGACTCCGCGTGGCTG

>TaCBFIIIc-B10

GCCAAGCGCCCCGCGGGGCGCACCAAGTTCCGCGAGACGCGGCACCCTGTGTATCGTGGCGTGCGGCGCCGGGGCAACGCCCAACGGTGGGTCTGCGAGGTGCGCGTCCCTGGCAAGCGCGGCGCTCGGCTCTGGCTCGGGACTTACGCCACGGCCGAGATTGCAGCGCGCGCCAACGACGCCGCCATGCTCGCCCTGGGCGGCCGCTCCGCCGCGCTCCTCAACTTCCCGGACTCCGCGTGGCTG

>TmCBFIIIc-10

GCCAAGCGCCCGGCGGGGCGCACCAAGTTCCGGGAGACAAGGCACCCGGTGTACCGCGGCGTGCGGCGCCGGGGCAACGCCGAACGGTGGGTCTGCGAGGTGCGCGTCCCCGGCAAGCGCGGCGCGAGGCTCTGGCTCGGGACGTATGCCACGGCCGAGATCGCAGCGCGCGCCAACGACGCCGCCATGCTCGCCCTGGGCGGCCGCTCCGCCGCGCGGCTCAACTTCCCGGACTCCGCGTGGCTG

>HvCBFIIIc-10A

GCCAAGCGCCCGGCGGGGCGCACCAAGTTCCGCGAGACAAGGCACCCGGTGTACCGCGGCGTGCGGCGCCGGGGCAACGCCGAACGGTGGGTATGCGAGGTGCGCGTCCCCGGCAAGCGCGGCGCTCGGCTCTGGCTCGGGACTTACGCCACGGCCGAGATCGCAGCGCGCGCGAACGATGCCGCAATGCTCGCCCTGGGCGGCCGCTCCGCCGCGCGCCTCAACTTCTCGGACTCCGCGTGGCTG

>HvCBFIIIc-8A

CCGAAGCGCCCCGCGGGGCGCACTAAGCTCCGGGAGACCCGGCACCTGGAGTACCGTAGCGTGCGGTGCCGGGGCAACGCGGACGGTGGGTCTGCGAGGTGCGCGTCCCAGGCAAGCGCGGCGCTCGGCTCTCGCTCGGGCCGTACCTCACCGCCGAGGCCGCCGCCCACGCCAACGACGCCGCCATGCTCGTGCTCGGCGGCCGCTCCGCCAGGTGCCTCAACTTCGCGGACTCCGCGTGGCTG

>FaCBFIIIc-3

GCGAAGCGCCCCGCGGGGCGCACCAAGTTCCGGGAGACGCGCCACCCGGTGTACCGCGGCGTGAGGCGCCGGGGCAACGCCGGCCGGTGGGTGTGCGAGGTGCGCGTCCCCGGCAAACGCGGCGCGCGGCTCTGGCTCGGGACGTACGCCACCGCCGAGGCCGCCGCGCGCGCCAACGACGCCGCCATGCTTACGCTCGGCGGCTGCTCCGCCTCGTGCCTCAACTTCGCCGACTCCGCCTGGCTG

>TaCBFIIId-12.1

CCGAAGCGCCCCGCGGGGCGAACCAAGTTCAAGGAGACGCGCCACCCGGTGTTCCACGGCGTGCGCCGTCGGGGCAGCAACGGCCGGTGGGTGTGCGAGGTGCGCGTGCCGGGGAAGCGCGGCGAGCGGCTCTGGCTCGGCACGCACGTCACCGCCGAGGCGGCCGCGCGCGCGCACGACGCCGCCATGCTCGCGCTGTACGGCCGCACCCCCGCCGCGCGCCTCAACTACCCCGACTCGGCGTGGCTG

>HvCBFIIId-12

CCGAAGCGCCCCGCGGGGCGCACCAAGTTCAAGGAGACGCGCCACCCGGTGTTCCACGGCGTGCGCCGCCGGGGCAGCAACGGCAGGTGGGTGTGCGAGGTGCGCGTGCCGGGGAAGCGCGGCGAGCGGCTCTGGCTCGGCACGCACGTCACCGCCGAGGCGGCCGCGCGCGCGCACGACGCCGGCATGCTCGCGCTGTACGGCCGCACACCTGCCGCGCGCCTCAACTTCCCGGACTCGGCGTGGCTG

>TaCBFIIId-A19

GCGAAGCGGCCCGCAGGGCGCACCAAGTTCAAGGAGACGCGCCACCCGGTGTACCGTGGCGTGCGGCGCCGGGGCAGCGCGGGCCGGTGGGTGTGCGAGGTGCGCGTCCCCGGCAAGCGCGGCGAGCGGCTCTGGCTCGGGACGTACGTCGCCGCCGAGTCCGCCGCGCGCGCTCACGACGCCGCCATGCTCGCCCTGCTCGGACGCTCCCCCTCCGCCGCGGCGTGCCTCAACTTCCCGGACTCCGCGTGGCTG

>AcCBFIIId-19

CCCGGCAAGCGCGGCGAGCGGCTCTGGCTCGGGACTACGTCGCCGCCGAGACCGCCGCGCGCGCGCACGACGCCGCCATGCTCGCCTTTGCGCGGCTGCTCGACCTCCGCCTCGGCGCTTGCGGACCTCAACTTCGCGGACTC

>TaCBFIIId-A15

CTGAAGCGTCCCGCCGGGCGCACCAAGTTCAAGGAGACGCGCCACCCGGTGTACCGCGGCGTGCGGCGCCGCGGCAGCGCCGGCCGGTGGGTGTGCGAGGTGCGCGTCCCCGGCAAGCGCGGCGAGCGGCTGTGGCTCGGCACGCACCTCACTGCCGAGGCGGCCGCGCGAGCGTACGACGCCGCCATGCTCTGCCTGATCGGCCCCTCCACCCAGTGTCTCAACTTCGCCGACTCCGCCTGGCTC

>TmCBFIIId-16

CCGAAGCGCCCCGCCGGGCGCACCAAGTTCAAGGAGACGCGCCACCCGGTGTACCGCGGCGTGCGGCGCCGGGGCAACGCCGGCCGCTGGGTGTGCGAGGTGCGCGTCCCCGGGCAGCGCGGCGAGCGGCTCTGGCTCGGAACGTACCTCACAGCCGACGCGGCCGCGCGTGCGCACGACGCCGCCATGCTCGGCCTGCTCGGTCGCTCCGCCGCGTGCCTCAATTTCGCTGACTCCGCTTGGCTC

>TmCBFIIId-17

CCGAAGCGCCCCGCGGGGCGCACCAAGTTCAAGGAGACGCGCCACCCGGTGTACCGAGGCGTGCGGCGCCGGGGCGGAGCCGGCCGCTGGGTCTGCGAGGTGCGCGTGCCCGGCAGGCGCGGGTGCAGGCTCTGGCTCGGGACCTACGTCACCGCCGAGTCCGCCGCGCGCGCGCACGACGCCGCCATGCTCGCGCTGGGCGGCCGCTCCGCCGCGTGCCTCAACTTCCCGGACTCCGCGTGGCTG

>AsCBFIIId-16A

CCGAAGCGCCCAGCGGGGCGCACCAAGTTCAAGGAGACGCGGCACCCGGTGTACCGCGGCGTGCGACGCCGCGGCAACGCCGGGCGATGGGTGTGCGAGGTGCGCGTCCCCGGACAGCGCGGGGAGCGGCTCTGGCTCGGGACGTACCTCACCGCCGAGTCCGCCGCGCGCGCGCACGACGCCGCCATGCTCGGGCTCCACGGCCGCTCCGCCTCCGCATGCCTCAACTTCGCCGACTCCGCGTGGCTT

>AsCBFIIId-16B

CCGAAGCGCCCAGCGGGGCGCACCAAGTTCAAGGAGACGCGGCACCCGGTGTACCGCGGCGTGCGGCGCCGCGGCAACGCCGGCCGGTGGGTGTGCGAGGTGCGCGTCCCAGGGCAGCGCGGCGAGCGGCTGTGGCTCGGGACGTACCTCACCGCCGAGTCCGCCGCGCGTGCGCACGACGCCGCCATGCTCGGGCTGCTCGGCCGCTCCGCATCCTCCGCGTGCCTCAACTTCGCCGACTCCGCGTGGCGC

>AsCBFIIId-12

CCGAAGCGCCCCGCGGGACGCACCAAGTTCAAGGAGACGCGCCACCCTGTGTACCGCGGCGTGCGTCGCCGCGGCAGCAACGGGCGGTGGGTGTGCGAGGTGCGCGTGCCCAGCAAGAGCGGCGAGCGTCTCTGGCTCGGCACGCACGTCACGGCCGAGGCCGCCGCGCGCGCGCACGACGCCGCCATGCTCGCGATGCACGGCCACACTTCCGCCGCGTGCCTCAACTTCCCGGACTCCGCGTGGCTG

>OsCBFIII-1D

CCGAAGCGGCCGGCGGGGCGAACCAAGTTCCAGGAGACGAGGCACCTAGTGTTCCGTGGGGTGCGATGGCGTGGGTGCGCGGGGCGGTGGGTGTGCAAGGTGCGTGTCCCGGGCAGCCGCGGTGACCGTTTCTGGATAGGCACGTCTGACACCGCCGAGGAGACCGCGCGCACGCACGACGCCGCCATGCTCGCCTTGTGCGGGGCCTCCGCCAGCCTCAACTTCGCCGACTCTGCCTGGCTG

>OsCBFIII-1I

AGCAAGCGCCCCGCGGGGCGCACCAAGTTCCACGAGACCCGCCACCCGGTGTTCCGCGGCGTGCGGCGCCGCGGCCGCGCGGGGCGGTGGGTGTGCGAGGTCCGCGTGCCGGGCCGCCGCGGGTGCAGGCTCTGGCTCGGCACGTTCGACGCCGCCGACGCCGCCGCGCGCGCCCACGACGCCGCCATGCTCGCGCTCCGCGGCCGCGCCGCCGCGTGCCTCAACTTCGCCGACTCCGCCTGGCTG

>OsCBFIII-1J

CCGAAGCGGCCGGCGGGGCGGACCAAGTTCCAGGAGACGAGGCACCCGGTGTTCCGCGGGGTGCGGCGGCGCGGGCGCGCGGGGCGGTGGGTGTGCGAGGTGCGCGTCCCGGGCAGCCGCGGCGACCGCCTGTGGGTCGGCACGTTCGACACCGCCGAGGAGGCCGCGCGCGCGCACGACGCCGCCATGCTCGCCCTGTGCGGGGCCTCCGCCAGCCTCAACTTCGCCGACTCCGCCTGGCTG

>SoCBFIV
CCCAAGAAGCCGGCGGGACGGACCAAGTTCCGGGAGACGCGGCATCCAGTGTACCGCGGCGTCCGGCGCCGCGGCACACTGGGGCGGTGGGTGTGCGAGGTGCGCATCCCCGGGGGGCGCGGGTCAAAGCTCTGGCTCGGCACCTTCGCCACGCCCGACCTGGCGGCGCGCGCGCACGACGCCGCCGACATCGCGCTCTCGGGCCGCGGCGCCTGCCTCAACTTCGCCGACTCAGCGTGGCTG

>OsCBFIV-1B.1

CCGAAGAGGCCGGCGGGAAGGACCAAGTTCAGGGAGACGAGGCACCCGGTGTACCGCGGCGTGCGGCGGCGCGGGGGGCGGCCGGGCGCGGCGGGGAGGTGGGTGTGCGAGGTGCGGGTGCCCGGGGCGCGCGGCTCCAGGCTGTGGCTCGGCACGTTCGCCACCGCCGAGGCGGCGGCGCGCGCGCACGACGCCGCCGCGCTGGCGCTCCGCGGCAGGGCCGCCTGCCTCAACTTCGCCGACTCCGCGTGGCGG

>FaCBFIVa-2

CCGAAGCCACGATCGGGGCGCACCAAGTTCCAGGAGACGCGGCACCCGGTGTACCGCGGCGTTCGGCGCCGGGGGCGTGCCGGGCAGTGGGTGTGCGAGATGCGCGTCCACGGGACGAAGGGGTCCAGGCTCTGGCTCGGCACCTTCGACACCGCTGAGATGGCTGCACGCGCGCACGACGCCGCCGCGCTCGCGCTCTCCGGCCGCGACGCATGCCTCAACTTCGCTGACTCCGCCTGGCGG

>TaCBFIVa-A2

CCGAAGCGGCGGGCGGGGCGGAACAAGTTGCAGGAGACACGCCACCCAGTGTACCGCGGCGTGCGCCGCCGTGGCCGGGAAGGGCAGTGGGTGTGCGAGCTGCGCGTGCCGGCCGGAAGCCGGAGTTACTCCAGGATCTGGCTTGGCACCTTCGCCAGTGCCCAGATGGCGGCGCGCGCGCACGACTCGGCCGCGCTCGCGCTCTCCGGCCGCGACGCGTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>TmCBFIVa-2

CCGAAGCGGCGGGCGGGGCGGAACAAGTTGCAGGAGACGCGCCACCCGGTGTACCGCGGCGTGCGCCGCCGTGGCCGGGAAGGGCAGTGGGTGTGGGTGTGCGAGCTGCGCGTGCCGGCTGCCGGAAGCCGGGTTTACTCCAGGATCTGGCTCGGCACCTTCGCCGACCCCGAGATGGCGGCGCGCGCGCACGACTCGGCCGCGCTCGCGCTCTCCGGCCGGGATGCGTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>HvCBFIVa-2A

CCGAAGCGGCGGGCCGGCCGGATCAAGTTGCAGGAGACGCGCCACCCGGTGTACCGCGGCGTGCGACGCCGTGGCAAGGTCGGGCAGTGGGTGTGCGAGCTGCGCGTCCCCGTAAGCCGGGGTTACTCCAGGCTCTGGCTCGGCACCTTCGCCAACCCCGAGATGGCGGCGCGCGCGCACGACTCCGCCGCGCTCGCCCTCTCCGGCCATGATGCGTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>HbCBFIVa-2

CCGAAGCGGCGGGCCGGCCGGATCAAGTTGCAGGAGACGCGCCACCCGGTGTACCGCGGCGTGCGACGCCGTGGCAAGGTCGGGCAGTGGGTGTGCGAGCTGCGCGTCCCCGTAAGCCGGGGTTACTCCAGGCTCTGGCTCGGCACCTTCGCCAACCCTGAGATGGCGGCGCGCGCGCACGACTCCGCCGCGCTCGCGCTCTCCGGCCACGATGCTTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>AsCBFIV
TGGGTGTGCGAGATGCGCGTCCAGGGATGCAGGGGCTCTAGGCTCTGGCTCGGCACCTTCGCCTCAGCCGAGATGGCGGCCCGCGCGCACGACGCCGCCGCGCTCGCGCTCTCCGGGCCCGACGCCTGCCTCAACTTTGCCGACTCCGCATGGCGG

>ScCBFIVb-20

CCCAAGAGGCCGGCAGGGCGGACCAAGTTTAAGGAGACCCGCCACCCGCTGTACCGCGGCGTGCGGCGGCGGGGTCGGCTCGGGCAGTGGGTGTGCGAGGTGCGCGTGCGCGGCGCGCAAGGGTACAGGCTCTGGCTCGGCACATTCACCACCGCCGAGATGGCGGCGCGCGCGCACGACTCCGCCGTGCTCGCGCTCCTCGACCGCGCCGCTTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>TaCBFIVb-A20

CCCAAGAGGCCGGCAGGGCGGACCAAGTTCAAAGAGACGCGCCACCCGCTGTACCGCGGCGTGCGGCGGCGGGGCCGGCTCGGGCAGTGGGTGTGCGAGGTGCGCGTGCGCGGCGCGCAAGGGTACAGGCTCTGGCTCGGCACCTTCACCACGGCCGAGATGGCGGCGCGCGCGCACGACTCCGCCGTCCTCGCGCTCCTCGACCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>TaCBFIVb-21.1

CCGAAGAGGCCGGCGGGGCGGATCAAGTACAAGGAGACGCGCCACCCGCTGTACCGCGGCGTGCGGCGTCGGGGGCGGTACGGGCGGTGGGTGTGCGAGGTGCGCGTGCGCGGCACCAAGGAGACAAGGCTCTGGCTCGGCACCTTCCGCACCGCCGAGATGGCGGCGCGAGCGCACGACTCCGCCTCGCTCGCTCTCTCCGGAAGCGCCGCATGCCTCAACTTCGCCGACTCCGCCTGGCGG
>HvCBFIVc-14

CCGAAGCGGCCTGCCGGCCGGACCAAGTTCAAGGAGACGCGCCACCCGCTGTACCGCGGCGTGCGGCGCCGGGGCCCCGCAGGCCGGTGGGTGTGTGAGGTGCGCGTGCTCGGGATGAGGGGCTCCAGGCTCTGGCTCGGCACCTTCACCACCGCCGAGATGGCAGCGCGCGCGCACGACGCCGCCGTTCTCGCGCTCTCTGGCCGCGCCGCCTGTCTGAACTTCGCCGACTCTGCTTGGCGG

>TaCBFIVc-14.1

CCGAAGCGGCCGGCCGGCCGGACCAAGTTCAAGGAGACGCGCCACCCGCTGTACCGCGGCGTGCGGCGACGGGGCCCCGCCGGCCGGTGGGTGTGCGAGGTGCGCGTGCTCGGGATGAGGGGCTCCAGGCTTTGGCTCGGCACCTTCACCACCGCCGAGATGGCAGCGCGCGCGCACGACGCCGCCGTTCTCGCGCTCTCCGGCCGCGCCGCTTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>HvCBFIVd-4A

CCGAAGCGGCCCGCGGGGCGGACCAAGTTCCACGAGACGCGCCACCCGCTGTACCGCGGCGTGCGGCGCCGGGGCCGGGTCGGGCAGTGGGTGTGCGAGGTGCGCGTGCCCGGGATCAAGGGCTCCAGGCTCTGGCTCGGGACCTTCACCAACCCCGAGATGGCCGCGCGCGCCCACGACGCCGCGGTGCTCGCGCTCTCCGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCGTGGCGG

>TmCBFIVd-4

CCGAAGCGGCCCGCGGGGCGGACCAAGTTCCAGGAGACGCGCCACCCGCTGTACCGCGGCGTGCGCCAGCGGGGGCCCGCCGGGCGGTGGGTCTGCGAGGTGCGCGTGCTCGGGATGAGGGGATCCAGGCTCTGGCTCGGCACCTTCGTCACCGCCGAGATGGCGGCGCGCGCCCACGACGCCGCCGTGCTCGCGCTCTCCGGCCGCAAAGCCTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>TaCBFIVd-4.1

CCGAAGCGGCCGGCGGGGCGGACCAAGTTCCACGAGACGCGCCACCCGCTGTACCGGGGCGTGCGGCGCCGTGGCCGGGTCGGGCAGTGGGTGTGCGAGGTGCGCGTGCCCGGGGTGAAGGGCTCCAGGCTCTGGCTCGGCACCTTCACCACCGCCGAGATGGCGGCGCGCGCGCACGACGCCGCGGTGCTCGCGCTCTCCGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCATGGCGG

>TaCBFIVd-9.1

CCGAAGCGGCCCGCGGGGCGGACCAAGTTCCACGAGACGCGCCACCCGCTGTACCGCGGCGTGCGGCGCCGTGGCCGCGTCGGGCAGTGGGTGTGCGAGGTGCGCGTGCCCGGGATCAAGGGCTCCAGGCTCTGGCTCGGCACCTTCAACACGGCCGAGATGGCGGCGCGCGCGCACGACGCCGCCGTGCTCGCGCTCTCCGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCCTGGCGC

>ScCBFIVd-9A

CCGAAGCGCCCCGCGGGGAGGACCAAGTTCCACGAGACGCGCCACCCGCTGTACCGCGGCGTGCGGCGCCGTGGCCGCGTCGGGCAGTGGGTGTGCGAGGTGCGCGTGCCCGGGATCAAGGGCTCCAGGCTCTGGCTCGGCACCTTCAACACGGCCGAGATGGCGGCGCGCGCGCACGACGCTGCCGTGCTCGCGCTCTCCGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>ScCBFIVd-9B

CCGAAGCGCCCCGCGGGGCGGACCAAGTTCCACGAGACGCGCCACCCGCTGTACCGCGGCGTGCGGCGCCGTGGCCGCGTCGGGCAGTGGGTGTGCGAGGTGCGCGTGCCCGGGATCAAGGGCTCCAGGCTCTGGCTCGGCACCTTCAACACGGCCGAGATGGCGGCGCGCGCCCACGACGCAGCCGTGCTCGCGCTCTCCTGCCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>HvCBFIVd-9

CCGAAGCGGCCCGCGGGGCGCACCAAGTTCCACGAGACGCGCCACCCTCTGTACCGCGGCGTGCGCCGCCGCGGCCGCGTCGGGCAGTGGGTGTGCGAGGTGCGCGTGCCCGGGATCAAGGGCTCCAGGCTCTGGCTCGGCACCTTCAACACGGCCGAGATGGCCGCCCGCGCGCACGACGCCGCCGCGCTCGCGCTCTCCGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCCTGGCGG

>TaCBFIVd-A22

CCGAAGCGCCCCGCGGGGCGGACCAAGGTGCATGAGACGCGCCACCCGCTGTACCGCGGCGTGCGGCAGCGGGGCCGGGTCGGGCAGTGGGTGTGCGAGGTGCGCGTGCCCGGGGTGAAGGGCTCCAGGCTCTGGCTCGGCACCTTCGCCACCGCCGAGATGGCGGCGCGCGCGCACGACGCAGCCGTGCTCGCGCTCTCCGGCCGCGCCGCCTGCCTCAACTTCGCCGACTCCGCGTGGCGC

Table S6 List of protein sequences of monocot CBFs used for the hydrophobic cluster analysis 

>AtCBF3

MNSFSAFSEMFGSDYESSVSSGGDYIPTLASSCPKKPAGRKKFRETRHPIYRGVRRRNSGKWVCEVREPNKKTRIWLGTFQTAEMAARAHDVAALALRGRSACLNFADSAWRLRIPESTCAKDIQKAAAEAALAFQDEMCDATTDHGFDMEETLVEAIYTAEQSENAFYMHDEAMFEMPSLLANMAEGMLLPLPSVQWNHNHEVDGDDDDVSLWSY

>OsCBFI-1F

MDTEDTSSASSSSVSPPSSPGGGHHHRLPPKRRAGRKKFRETRHPVYRGVRARAGGSRWVCEVREPQAQARIWLGTYPTPEMAARAHDVAAIALRGERGAELNFPDSPSTLPRARTASPEDIRLAAAQAAELYRRPPPPLALPEDPQEGTSGGGATATSGRPAAVFVDEDAIFDMPGLIDDMARGMMLTPPAIGRSLDDWAAIDDDDDHYHMDYKLWMD

>ZoCBFI-1

MDSDSLDSPTLPRRSASDEEVCYATVSSAPPKRRAGRTKFRETRHPVFKGVRRRNGDKWVCEVREPNKKSRIWLGTFPTAEMAARAHDVAAIALRGRAACLNFADSAWLLPSPDSSSPIDIRKAAALAAEAFRPNSTPSTALAPAAAAADPSTSWAHAGPSSTPSSDPLFDDGDFNFGMQDYLDMAEGLLIGPPPPPPAPANDEDYDDVSLWSYSI

>RhCBFI-1
MENFSDYSMDSPLAQRSASDEEAYATVSSAPPKRRAGRTKFRETRHPVYKGVRRRNADKWVCEVREPNKKSRIWLGTFPTAEMAARAHDVAAMALRGRSACLNFADSAWLCPVPGSSNPKDIQRAAVDAAEAFRPQTERVDAAESREDAAMAMIARPSLAAADGPFYMEDGLNFGMQGYLDMAAGMLMEPPPIYADEEVSDGDVSLWSYSI

>HvCBFIa-1

MDVGALSSDYSSGTPSPVGADGGNSEGFSTYMTVSSAPPKRRAGRTKFKETRHPVYKGVRRRNPGRWVCEVREPHSKQRIWLGTFETAEMAARAHDVAALALRGRAACLNFADSPRRLRVPAVGASPDEIRRAAVEAAEAFLPAPDQSNAPAEEVAAAPTMQFAGDPYYGMDDGMDFGMQGYLDMAQGMLIAPPPLVGPSATAGDGDDDGEVSLWSY
>OsCBFIa-1G

MDVSAALSSDYSSGTPSPVAADADDGSSAYMTVSSAPPKRRAGRTKFKETRHPVFKGVRRRNPGRWVCEVREPHGKQRIWLGTFETAEMAARAHDVAALALRGRAACLNFADSPRRLRVPPIGASHDDIRRAAAEAAEAFRPPPDESNAATEVAAAASGATNSNAEQFASHPYYEVMDDGLDLGMQGYLDMAQGMLIDPPPMAGDPAVGSGEDDNDGEVQLWSY

>TaCBFIa-A11
MEWAYSGGGHSSSGTKSPAAGGREEGSYMTVSSAPPKRRAGRTKVRETRHPVYKGVRSRNPGRWVCEVREPHGKQRLWLGTFDTAEMAARAHDVAALALRGRAACLNFADSPRTLRVPPQGAGHEEIRRAAVEAAELFRPEPGQRNAATTEAPAASPADAGNAELVANSPYHLMDGLEFEMQGYLDMAHGMLIEPPPMAGPSTWIEEDYDCEVSLWNY
>OsCBFIa-1E

MEWAYYGSGYSSSGTPSPVGGDGDEDSYMTVSSAPPKRRAGRTKFKETRHPVYKGVRSRNPGRWVCEVREPHGKQRIWLGTFETAEMAARAHDVAAMALRGRAACLNFADSPRRLRVPPLGAGHEEIRRAAVEAAELFRPAPGQHNAAAEAAAAVAAQATAASAELFADFPCYPMDGLEFEMQGYLDMAQGMLIEPPPLAGQSTWAEEDYDCEVNLWSY

>TaCBFII-5.1
MDQYSYRGGGDDNGQGGYATVTSAPPKRPAGRTKFRETRHPVYRGVRRRGAAGRWVCEVREPNKKSRIWLGTFASPEAAARAHDVAALALRGRAACLNFADSAALLAVDPATLRTPDDIRAAAIALAETACPAAPASSSAVAAVASAPAPPMMTMMHESAAVHYDDYPMQYGYGGIGDLDQDSYYYDGMSAAGGDWQSGSHMDGADDDCNDSGGYGAGEVPLWSY
>TmCBFII-A5

MDNSGVVFYGGAYATVMSAPPKRPAGRTKFRETRHPVYRGVRRRGAAGRWVCEVRQPNNKSRIWLGTFASPEAAARAHDVAALALRGRAACLNFADSAALLAVDPATLRTPQDIRAAAITLAQTACPHDAPRSSVSAASAPAPAMVITQEAAAAPYDSYAMYGGLADLEQHSHCYYDGMSGSGDWQSISHMNVADEDGGYGAGDVALWSY

>OsCBFII-1C

MEYYEQEEYATVTSAPPKRPAGRTKFRETRHPVYRGVRRRGPAGRWVCEVREPNKKSRIWLGTFATAEAAARAHDVAALALRGRGACLNFADSARLLRVDPATLATPDDIRRAAIELAESCPHDAAAAAASSSAAAVEASAAAAPAMMMQYQDDMAATPSSYDYAYYGNMDFDQPSYYYDGMGGGGEYQSWQMDGDDDGGAGGYGGGDVTLWSY
>TaCBFIIIa-6.1
MCPIKKEMSGESGSPCSGENFYSPSTSREHQQAKQAAWTSAPAKRPAGRTKFRETRHPVYRGVRRRGNAGRWVCEVRVPGRRGSRLWLGTFDTAEAAARANDAAMIALSAGGAGCLNFADSAELLAVPAASSYRSLDEVRHAVVEAVEDFLRREAIAEEDALSGTSSSAPSSLTDDESSSSPPEDSPFELDVLSDMGWDLYYASLAQAMLMAPPSSMAAALGDYGEVDVPLWSYQS
>TaCBFIIIa-6.2
MCPIKREMSGESGSPSPCSGENFCSPSASPERQQARQAGWTSAPAKRPAGRTKFRETRHPVYRGVRRRGNAGRWVCEVRVPGRRGSRLWLGTFDTAEAAARANDAVMLMLAAGGAACLNFADSAELLSVPVASSYRSLDEVRHAVVEAVEDLLRREALAEEDALSGTSSSAPSPLTDDESSSSPLPEEDSPFEQDVLSEMGWDLYYASLAQAMLMAPPAAAAALGDYGEAHLADVPLWSYQS
>OsCBF3A-1A

MCGIKQEMSGESSGSPCSSASAERQHQTVWTAPPKRPAGRTKFRETRHPVFRGVRRRGNAGRWVCEVRVPGRRGCRLWLGTFDTAEGAARAHDAAMLAINAGGGGGGGACCLNFADSAWLLAVPRSYRTLADVRHAVAEAVEDFFRRRLADDALSATSSSSTTPSTPRTDDDEESAATDGDESSSPASDLAFELDVLSDMGWDLYYASLAQGMLMEPPSAALGDDGDAILADVPLWSY

>TmCBFIIIb-A18

MDMSLEHSSSASSSSTTERGGTAWPWPPKRPAGRTKFRETRHPVFRGVRRRGNAGRWVCEVRVPGDRGTRLWLGTYFTAEAAARAHDAAMLMLRGRSAACLNFRDSAWLLSVPPAFSNLSDVRRAAVQAVADFLRRPEATGAFAGAAQEVTSSVTVPSAAACSVPSSETAQTSGDANFEEPGALSMDMFDLDCLFGETDSDTYYYANLAQGLLMEPPPSMATGAYWDNGDCADGGAGADVALWSY

>OsCBFIIIb-1H

MDMAGHEVNSSSSSSGAESSSSSSGRQQYKKRPAGRTKFRETRHPVYRGVRRRGGAGRWVCEVRVPGKRGARLWLGTYVTAEAAARAHDAAMIALRGGAGGGGAACLNFQDSAWLLAVPPAAPSDLAGVRRAATEAVAGFLQRNKTTNGASVAEAMDEATSGVSAPPPLANNAGSSETPGPSSIDGTADTAAGAALDMFELDFFGEMDYDTYYASLAEGLLMEPPPAATALWDNGDEGADIALWSY

>TaCBFIIIc-D3
MDMGLEVSSSSPSSSSVSSSPVHAAGRASLAKRPAGRTKFRETRHPVYRGVRRRGNAERWVCEVRVPGKRGARLWLGTYATAEVAARANDAAMLALGGRSAACLNFADSAWLLAVPPALSDLGDVRRAAVEAVADFQRREAANGSLTATVTEEASCGAPEESSSESDSAGSSETSEPSADAEFEVPVAVDTDMFSRLDLFPEMDLCSYYASLAEALLVDPPSTVAIIDSYWDNGDDGADVALWSY
>TaCBFIIIc-B10
MDMGLEVSSSSPSSSSLAKRPAGRTKFRETRHPVYRGVRRRGNAQRWVCEVRVPGKRGARLWLGTYATAEIAARANDAAMLALGGRSAALLNFPDSAWLLAVPSAHSDLADVRRAAVEAVADLQRREAAGGSITATATATAAEEASCGAPAESSSESDDAGSSETSKPSADGDFAVPGGMDIEMFSRLDLFPEMDLGSYYASLAEALLMDPPPVATGTGAYWDNGECGEAEGATEFALWS
>TmCBFIIIc-A13

MDLSSSSPSSSASSSPEHASGRASPAKRPAGRTKFRETRHPVYRGVRRRGNAGRWVCEVRVPGKRGSRLWLGTYLTAEAAARANDAAMLALGGRSARCLNFADSAWLLAVPSALSDLADVRRAALQAVADFQRWEAANGLVTRTAAEQAPSSAPAQSSSESDSADSSETSEASADGEFEVLATMDIDMFRLDLFPEMDLGSYYVSLAEALLMDPPSTATIIDAYRDNRDGGADVALWSY

>TaCBFIIId-12.1
MDTGPERNWNSPASPPSSLEQGMPTSPASPTPKRPAGRTKFKETRHPVFHGVRRRGSNGRWVCEVRVPGKRGERLWLGTHVTAEAAARAHDAAMLALYGRTPAARLNYPDSAWLLAVPSSLSDLADVRRAAIGAVVDFLRRQEAGASAGAVAEEAHVDGIASAASAPDNASSSAAAAHSQPPCANAGYEVPDALCHDMFELHTSGEMDAGTYYADLAQGLLLEPPPPPSSGASSERGDDAALWNH
>TaCBFIIId-A15

MDMTGSDQQRSSPSSPSSSSHLKRPAGRTKFKETRHPVYRGVRRRGSAGRWVCEVRVPGKRGERLWLGTHLTAEAAARAYDAAMLCLIGPSTQCLNFADSAWLLAVPSALPDFADVRRAALSAVADFQRREAASGAATRSLDATVPVDDGTCSQSAQSSMENTGSSWTSSSLPSGNGMFEVPATLGCDMFELDMSGEMDLDTYYAYFAEGLLLEPPQPPVAGACWDTEGGGADAALWSY
>TmCBFIIId-A16

MPLVQTASGKTIKQCTPQDTKILTLPSQAQPALTLHRPPSTVRSSSSQHRPPSAMDMTGSDQQWSSSSSPSSTSSHPKRPAGRTKFKETRHPVYRGVRRRGNAGRWVCEVRVPGQRGERLWLGTYLTADAAARAHDAAMLGLLGRSAACLNFADSAWLLAVPPALADLAAVRRAALAAVADFQRRHASNSAATVPADEETSGASALSSADNASGSSATSQPWAEGTFEVPSALGSDMFELDLSGEMDLGTYYADLADGLLLEPPPSLDSGACWDTGDGGADSGLWSY

>TmCBFIIId-A17

MDMGSEQWSSPSTSASSRDQHAAAPPKRPAGRTKFKETRHPVYRGVRRRGGAGRWVCEVRVPGRRGCRLWLGTYVTAESAARAHDAAMLALGGRSAACLNFPDSAWLLAVPCALADLADVRRAALAAVAGFQRREAASGAATVPVDEVFDTSSADDAGSWSWATPQPSCAAADGMFEVPAAALASDMFDFEFDVSWVMDLGSPATSQPGCADKVLEVPAAALGGGDMFEFDLELDMSGEMNLVGSYYADFAEGLLLEPPQPADATEARWRNGDYCGGDGGGDAALWSQ

>TaCBFIIId-A19
MDFGINGWISSPSSSTSGHELGDAVPVWSPAAKRPAGRTKFKETRHPVYRGVRRRGSAGRWVCEVRVPGKRGERLWLGTYVAAESAARAHDAAMLALLGRSPSAAACLNFPDSAWLLVMPPRLSDLADVRRAAIQAVAGFLRPEAATVVPDVDEATSPVYLPSPVDNADEVFQVPTFSPLGSDMFELDMSGEMDLDAYYAGFAQGMLLEPPPTPAYWETGECGDGGAAAGLWSY
>OsCBFIII-1D

MEKNTAASGQLMTSSAEATPSSPKRPAGRTKFQETRHLVFRGVRWRGCAGRWVCKVRVPGSRGDRFWIGTSDTAEETARTHDAAMLALCGASASLNFADSAWLLHVPRAPVVSGLRPPAARCATRCLQGHRRVPAPGRGSTATATATSGDAASTAPPSAPVLSA

>OsCBFIII-1I

MCTSKLEEITGEWPPPALQAASTTSSSEPCRRLSPPSSKRPAGRTKFHETRHPVFRGVRRRGRAGRWVCEVRVPGRRGCRLWLGTFDAADAAARAHDAAMLALRGRAAACLNFADSAWLLAVPPPATLRCAADVQRAVARALEDFEQRESSSSVFPLAIDVVAEDAMSATSEPSAASDDDAVTSSSSTTDADEEASPFELDVVSDMGWSLYYASLAEGLLMEPPASGASSDDDDDAIVDSSDIADVSLWSY

>OsCBFIII-1J

MEKNTTAMGQLMSSSATTAATATGPASPKRPAGRTKFQETRHPVFRGVRRRGRAGRWVCEVRVPGSRGDRLWVGTFDTAEEAARAHDAAMLALCGASASLNFADSAWLLHVPRAPVASGHDQLPDVQRAASEAVAEFQRRGSTAATATATSGDAASTAPPSSSPVLSPNDDNASSASTPAVAAALDHGDMFGGMRTDLYFASLAQGLLIEPPPPPTTAEGFCDDEGCGGAEMELWS

>TaCBFIVa-A2
MDTNAAWPQFDGQEYRTVWPEEQEYRTVWSEPPKRRAGRNKLQETRHPVYRGVRRRGREGQWVCELRVPAGSRSYSRIWLGTFASAQMAARAHDSAALALSGRDACLNFADSAWRMMPVHAAGSFKLAAAQEIKDAVAVALKEFQEQQRPADESTAPSSTAEESALSIIPSDLSGLDNEHWIGGMEAGSYYASLAQGMLMEPPADGAWREDREHDDGFDTSLWSY
>TmCBFIVa-A2

MDTAGAWPHFEGQEYRTVWPEEEYRTVWSEPPKRRAGRNKLQETRHPVYRGVRRRGREGQWVWVCELRVPAAGSRVYSRIWLGTFADPEMAARAHDSAALALSGRDACLNFADSAWRMMPVHAAGSFKLAAAQEIKDAVAVALKAFQEQQRPADASKAPSSTDSTSEESAPSITSNDLSGLDDEHWIGGMDAGSYYANLAQGMLMEPPAAGAWREDREQDDGVDTSLWSYWLDGFGCVKL

>HvCBFIVa-2A

MDTVAAWPQFEEQDYMTVWPEEQEYRTVWSEPPKRRAGRIKLQETRHPVYRGVRRRGKVGQWVCELRVPVSRGYSRLWLGTFANPEMAARAHDSAALALSGHDACLNFADSAWRMMPVHATGSFRLAPAQEIKDAVAVALEVFQGQHPADACTAEESTTPITSSDLSGLDDEHWIGGMDAGSYYASLAQGMLMEPPAAGGWREDDGEHDDGFNTSASLWSY

>TaCBFIVb-A20
MDTAAPGSPREGHRTVCSEPPKRPAGRTKFKETRHPLYRGVRRRGRLGQWVCEVRVRGAQGYRLWLGTFTTAEMAARAHDSAVLALLDRAACLNFADSAWRMLPVLAAGSSRFSSAREIKDAVAVAVMEFQRQRPVLSTPETHDGEKDVQGSPTPSELSTSSDLLDEHWFGGMNAGSYYASLAQGMLMEPPAARARSEDGGEYSGVQTPLWNTYPTN
>TaCBFIVb-21.1
MDADAASPSDQHRTVWTEPPKRPAGRIKYKETRHPLYRGVRRRGRYGRWVCEVRVRGTKETRLWLGTFRTAEMAARAHDSASLALSGSAACLNFADSAWRMLPVLAAGSSSFSSAREIKDAVAVAVVAFQRQRSVASTADGEKDVQGSPTPSELSTSSDLLDEHWFGGTDAGSYYSPGMFMEPPERPGNRELGAGEVETLLW
>TaCBFIVc-14.1
MDAADAASPCDGHRTVWSEPPKRPAGRTKFKETRHPLYRGVRRRGPAGRWVCEVRVLGMRGSRLWLGTFTTAEMAARAHDAAVLALSGRAACLNFADSAWRMLPVLAGPFSTAKEIKDAVAVAVLAFQRQHPVASMAPLSPARTTDDEKEIDGLPAPSALSMSSELLNEHWFGGMDAGSCYSEFMESPDTRPWREDFELGGVETPPWSYLFD
>HvCBFIVc-14

MDAADAASPCDGHRTVWSEPPKRPAGRTKFKETRHPLYRGVRRRGPAGRWVCEVRVLGMRGSRLWLGTFTTAEMAARAHDAAVLALSGRAACLNFADSAWRMLPLLAGPFSTAKEIKDAVAVAVLAFQRQHPVASTAPMSPARTAVDEKEVDGSPAPSALFMSSELLNEHWFGGMDAGSCYSEGMFIESPDTRPWREDLELGGVQTPPWSYLFD

>TaCBFIVd-4.1
MDVADAASKSGQHEQGHRTVSSEPPKRPAGRTKFHETRHPLYRGVRRRGRVGQWVCEVRVPGVKGSRLWLGTFTTAEMAARAHDAAVLALSGRAACLNFADSAWRMLPVLAAGSFGFGSAREIKLAVAVAVVAFQQQQIILPVACPTVEAAASPSNSLFYMSSVDLLELDEEQWFGGMDAGSYYESLAQGMLMAPPDDRARREDAEQTGVETPTPLWSYLFD
>TmCBFIVd-A4

MPSGQEEQRHRTVRSEPPKRPAGRTKFQETRHPLYRGVRQRGPAGRWVCEVRVLGMRGSRLWLGTFVTAEMAARAHDAAVLALSGRKACLNFADSAWRMLPVLAAGSFGFGSAREIKTAVAVAVLAFQRQQIVLPVACPAAEPAVAPSGALFSMSSGDLLELDDEQWFGGMVAGSYYESLAQGMLVEPPDAGAWREDSEHSGVAETQTPLWS

>TaCBFIVd-9.1
MDVADIASPSGQQEQGHRTVSSEPPKRPAGRTKFHETRHPLYRGVRRRGRVGQWVCEVRVPGIKGSRLWLGTFNTAEMAARAHDAAVLALSGRAACLNFADSAWRMLPVLAAGSFGFGSASEIKAAVAVAVVAFQRKQIVLPVAVAVVALQQKQVPIAVAVVALQQKQVPVAVAVVALQQLPVPVAVAVVALQQQQIILPVACLAPEFYMSSGDLLELDEEQWFGGMEAGSYYASLAQGMLVAPPDERARPESGEQSGVQTPLWSCLFD
>TaCBFIVd-A22
MDVADAASSSGQEQQGHRTVSSEPPKRPAGRTKVHETRHPLYRGVRQRGRVGQWVCEVRVPGVKGSRLWLGTFATAEMAARAHDAAVLALSGRAACLNFADSAWRMLPVLAAGSFGFGSAREIKAAVAVAVVAFQKEQIIPVAVAVVALQKQQIIPVAVAVVALQKQQIPVAVALVALQEQQVPVAVAVVALHRQQVPVACPATSGPGSALFYMSSSDLLELDEEQWFGGMEAGSYYASLAQGMLVAPPDERARPEDGEQSGVQTPLWSQSHLFN
>OsCBFIV-1B.1

MEVEEAAYRTVWSEPPKRPAGRTKFRETRHPVYRGVRRRGGRPGAAGRWVCEVRVPGARGSRLWLGTFATAEAAARAHDAAALALRGRAACLNFADSAWRMPPVPASAALAGARGVRDAVAVAVEAFQRQSAAPSSPAETFANDGDEEEDNKDVLPVAAAEVFDAGAFELDDGFRFGGMDAGSYYASLAQGLLVEPPAAGAWWEDGELAGSDMPLWSY


































