Supplementary Figures

PmCBF1 ATGCACAGGTTCTTGTCTCATTTTTCTGACTCCGTCGACCAG. . ... . CCCGACTCAAGTTCGTTGTCCGACGCCAGCGTCACGACTCTAAGGACTTCTTGGTCCGACGAGGACGTCATATTGGC 119
¥ HR F L S HF S DS V D Q P DS S S L S DASVY TTL®RTS WS DETUDUVTI LA
PmCBF2 ATGGATATGATCTACAGCCAGGTCTCTGATTTGGCTTCTCTGGAAAACCCGGATAAGTCGTCGTTTTCGGACGCCAGCGTCACGGCCCGGCGAGCTTCTCTTTCAGATGAGGCGGTCATACTGGE 125
» D I Y S Q Vs DL ASULENPUDIEK S Ss F S DAS VY TARZ BRASILSUDEAVI LA

PHCBRS! oo mimsressiarsimimssss sin aneysisre)ssmmnm s st sy s s A s 7 NP 0
PmCBF¢ ...... ATGGACGTGTCTGAACTTTCCGACTCGGTCGACCAG. . ... . CCCGAGTCGAGTTCTTTGTCCGACGCCAGCGTCACGACTCGGGGGCCTTCTTTGTCCGACGGGGAAGTCATATTGGE 113
S vV D Q P E S S 5 L S DAS VY TTU RTGTPS LS DGETUVTI LA
PmCBFS ATGGACACGATCTTCTCTCAGCTTTCTGACTCGGCCGACCAG. .. CCCAAGTCGAGTTCGTCATCCGACGCAAGCGTGACCACCCTACGCACTTCG. GACGTCATACTGGC 107
¥ D TI1I F S Q L §$ DS A D Q P K S §$ S §$S §S DA S VY TTIULT RTS D VI L A

P B G TP BT e S e T T T S S T S T R T T S T e R O RS 3 0

PmCBF1 GTCGAGCCGACCAAAGAAGCGAGCTGGGAGGAGGGTTTTCAAGGAGACCAGGCACCCTGTTTATAGGGGCGTGAGGAGGAGGAACAATGACAAGTGGGTGTGTGAAATGAGAGAGCCCAAGAAGA | 244
H P V]Y R G V R R RNNUDIEKMWV CEWN»NZREP K K
PmCBF2 GTCCAGCTGCCCGAAAAGGCGGGCGGGGAGGAGGGTTTTCAAGGAGACCAGGCACCCGGTTITATAGGGGTGTGAGGAGGAGGAACAACAACAAGTGGGTGTGTGAGCTGAGAGAGCCCAACAACA | 250
HP V|]Y R G Y RRRNNNIEKMWYV
PMCBF3  ......ciccutesocacsanssaassaassasassssssssssnnsssssasscassssaflosooacacanaassasaasosssssasosssssassaassasssanassasasssasasanns 0

PmCBF4 GTCAAGCCGGCCGAAGAAGCGAGCCGGGAGGAGGGTTTTCAAGGAGACGAGGCACCCGGTTTATAGGGGTGTGAGGAGGAGGAACAATGACAAGTGGGTTTGTGAAATGAGAGAGCCCAACAAGA | 238
H P V]Y R G V R R RNNUDIKWV CEDP»MRTEPNK

PmCBF5 GTCGAGCAGGCCGAAGAAGCGCGCGGGAAGGAGGGTTTTCAAAGAGACGAGGCATCCGGTTIFATAGGGGTGTAAGCGAGTAGGGACAACAACAAGTGGGTGTGTGAGTTGAGACAGCCCAACAAGA | 232
R A G RURV F KETHR RUBHPUV|]Y RGV RS RDNNIEKMWY CETLT RIGFPNK

PICBFS o vucas s ns o s s onsausssssssssosssssssnssssnsssstssssnssnssnssalosssssnssssssnssistssssssastsssabssssssbssssisastssnassssnsssss 0

PmCBF1 CGAAGTCCAGGATATGGCTCGGGACTTATCCGACGGCGGAGATGGCTGCTCGTGCACATGACGTGGCGGCATTGGCATTTAGAGGGAAGCTTGCCTGCCTCAACTTCGCTGACTCCECGTGGAGG 369
T K S R 1 Vv L Y P T A ENMAARAUHBRUDVYV A AL ATF G K L L N

PmCBF2 AGAAGGCCAGGACATGGCTCGGGACTTATCCGACAGCTGATATGGCGGCTCGTGCCCATGATGTCGCTGCATTGGCGTTTAGGGGGAAGCTTGCCTGCCTCAACTTTGCTGACTCGECTTGGECG 375
K K ARTVY L GTYPTATIDWUNAARAHBUDUVAALATFU RUGIE KTLATCLNTFATDS|A VP

PolBFR | it aia s smadiad s dsamaasdsesina ... ATGGCTGCTCGTGCCCATGACGTGGCGGCATTGGCGTTTAGAGGGAAGCTTGCCTGCATCAATTTCGCTGATTCCECGTGGAGG 84
M A AR A HDV A ALATFUI RTGTEKTILATCTI NTFATDS S|A VR

PmCBF4 | AGAAGTCCAGGATATGGCTCGGGACTTATCCGACGGCTGAGATGGCTGCTCGTGCCCATGACGTGGCGGCATTGGCGTTTAGAGGGAAGCATGCCTGCCTCAACTTTGCTGACTCCRECGTGGAGG 363

K K S R 1 v L G T Y P TAEMAARAUHBD VYV A AL AFURGI KHATCTLNTFADTS|A VR

PmCBFS | AGAAGTCCGGGATTTGGCTCGGGACCTATCCTACGGCTGAGATGGCTGCTCGTGCCCATGACGTGGCGGCATTGGCTTTTAAAGGGAAGCTTGCCTGCCTCAACTTTGCTGACTCCEGTTGGAGG 357
K K S 1 VL GTTYTPTAETDMNMAATRAHTDTYVAATL A K G K L A CLNTFATD G

PHREEIE | o5oonsnnnospesansossssosmessnsatnnsssesss ATGGCTGCTCGTGCCCATGACGTGGCGGCATTGGCTTTTAAAGGGAAGCTTGCCTGCCTCAACTTTGCTGACTCCRGTTGGAGG 84
¥ A AR A H DV A AL AFIKSGTEKTULATCTLNTFADS|G VR

PmCBF1 CTGCCCGTGCCTGCTTCCATGGATGCAATGGATATTCGGAGAGCGGCCTCCGAGGCAGCTGAGGGGTTTAGGCCGGTGGAGTTTGGTGGAGTGTCCAGCAGCAGCAGTGATGAGAAGGAGAGTAT 494

L PV P A S VY¥DAD»DI RRAASEA AAETGTFTRTPUVETFTGS GV S S S S S DEZKTESM

PmCBF2 CTGCCCGTGCCGGCCTCCACCGATGCCGCGGGEATTAGGAGGGCGGCCACCGAGGCGGTTGAAGCGTTTAGGCAGGCGGAGGATGGTGGTGTTT. .o v v v v e v e v s ATGAGAAGGAGAGTAA 485
P V P A S TDAAG11 RRAATTEA AV EATFIROQAETUDTGTG GV Y E K E § K

PmCBF3  CTGCCTGTGCCGGCTTCCATGGATACCATGGATATTCGGAGAGCTGCCGCGGAAGCAGCTGAGGGGTTTAGGCCGGCGGAGTTTGGTGGATTGTGCAGCGGCAGCAGTGATGAGAAGGAGAGAAT 209
L PV P ASVF¥DTUWN¥DI RRAAAEAAETGTFRTPATETFG GG GLT CSGS 5 DEIEKET RM

PmCBF4 CTGCCAGTGCCGGCTTCCATGGATCCCATGGATATTCGAAGGGCGGCCGCGGAGGCAGCTGAGGGGTTTAGGCCGGCGGAGTTTGGTGGATTGTGCAACGGCAGCAGTGATGAGAAGGAGAGAAT 488
L PV P ASVY¥DUPUP»ODI RRAAAEA AAETGTFH RTPAETFUGGLTE ECNSGS S DEZEKTETRM

PmCBFS CTGCCGGTGGCGGCATCCATGGACTCCACGGATATCCAGAGGGCAGCTGCGGAGGCCGCTGAAGGGTTCAGGCCAGTGGAGTTCGGTGGAGTTTTCAGCGACAGCAGTGATGAGAAGGAGAGAAC 482
L PV A A S ¥MDSTUDI Q RAAAEAATETGTFR RZPUV ETFGOGVY F s Ds s DEIKTET RT

PmCBF6 CTGCCGGTGGCGGCATCCATGGACTCCACGGATATCCAGAGGGCAGCTGCGGAGGCCGCTGAAGGGTTCAGGCCAGTGGAGTTCGGTGGAGTTTTCAGCGACAGCAGTGATGAGAAGGAGAGAAC 209
L PV A A S VDS TUDI QRAAAEAAETGTF RZPV ETF GGV F s DS 5 DEIKTET RT

PmCBF1 GGTGGTGCAGGTGGAAGAGAAGAAGAAGAAGGGTAGTGTGAATATGG. . . AAAGAAGCAGAAGCTTGAGCTTGTCCTATTGGGATGAGGAGGAAGTGTTGGACATGCCAAGGATGCTTGATCACA 616

vV v .qQV EEIZKTI KTI KI KTEGEGS V NV ERS RS L S5LS Y VDETETEVLTIDUWFPRWDNMLTUDH
PmCBF2 GGCGGTGGTGAGCGAGGAG. ... ... .. AAGGGTTGTGTAGAAATGCG. . . AGGGAAGCAGCA. .. ... ACTTTTTTTATTTGGACGAGGAGGAAATATTTGAGATGCCAAGGTTGCTTGATGACA 592
E G ]

PmCBF3 GGTGGTGCAGGTGGAAGAGAAAAACAAGAAGGGTAGTGTGAACTTGG. . . AAAGAAGCAGAAGCTTGAGTTTGTCCTATTGGGATGAGGAGGAAGTGTTTGACATGCCCAGGTTGCTTCATGACA 331
vV VvV Q V E E K N K K GG S V N L R S L 5 L 5§ Y v D EEEV F DV¥ P RLL BED

PmCBF4  GGTGGTGCAGGTGGAAGAGGAGAACAAGAAGGGTAGTGTGAACTTGE. . . AAAGAAGCAGAAGCTTGAGCTTGTCCTATTGGGATGAGGAGGAAGCGTTTGACATGCCCAGGTTGCTTCATGACA 610
vV V.Q VvV E EENKKGS V N L E RS R S L S L S Y Vv DETETEATFIDUWwWPRILILHD

PmCBFS5 GGTTGTGGTGGAAGAGAAGAAGAAGAAGCAGGCTATTGTGGATATGGGAAAAAGCTGCGGCAGATTAAACTTGTTTTATTCGGATGAGGAGGAAATGTTTGATATGCCAAGGTTGATTGACAACA 607
vV VYV ETETZKTE KKK Al VD V¥ G KSCG®RTLNLTFTYSODETETEUNMTFTDW¥MFPTRTLIDN

PmCBF6 GGTTGTGGTGGAAGAGAAGAAGAAGAAGCAGGCTATTGTGGATATGGGAAAAAGCTGCGGCAGATTAAACTTGTTTTATTCGGATGAGGAGGAAATGTTTGATATGCCAAGGTTGATTGACAACA 334
vV Vv yVYy EE KK KK KOQATI VDNMGI KSTCGRLNLTFTYSDETETEWMMTFUDWM¥»PRILITDN

PmCBF1 TGGCTCAAGGCCTTCTTCTTTCTCCACCTCAATGCTTAGGTGGCTACAT. . . TTGGGATGACATGGGAACCGATGCTGATGTCGAATTGTGGAGTTTCTCCAATTAA 720
¥ A 6 L L L S P P C L G G Y 1 vwD Db ¥» G TDADJVETLWSF S N *

PmCBFZ  TGGCTGAAGGGCTTATGCTTTGTCCACCTCAATGTTTAGATGGCCACATGGATTGGAATGACGTGGAAACTGATGATGATTTGAAACTGTGGAGTTTTTCTATTTGA 699
¥ A E GL ML CUPP C L DGHWVMDWNDVYV ETODUDUDTULI KTULMWSF s 1 *

PmCBF3 TGGCTGAAGGGCTTCTTCTTTCTCCATCGCAATGCTTAGGTGGCTACATGAATTTGGATGACATGGGAACCGATGCTGATGTCAAATTGTGGAATTTCTCCATTTAA 438
M A EGL L LS P S QCL G GY ¥ NLDDWMMGTUDADVYI KTLMWNTFS *

PmCBF4 TGGCTGAAGGGCTTCTTCTTTCTCCACCGCAACCCTTAGGCAGCGACACGAATTTGGATGACATGGGTACCGATGCTGATATCAAATTGTGGAGTTTCTCCATTTAA 717
¥ A EGLULL S PP P LGS DTNLUDUDWDMMGTUDADTI KL WS F § 1 *

PmCBFS TGGCTGAAGGGCTTCTTCTTTCTCCACCGCAATGCTTAGCTGGCTACTTGAATTGGGATGACATGGAAACTGAAGCTGATCCCAAGTTGTGGAGTTTCTCTATCTGA 714
¥ A E G C L AGYLNWWDUDWMETTEATDTPIEKTL VS s *

PmCBF6& TGGCTGAAGGGCTTCTTCTTTCTCCACCGCAATGCTTAGCTGGCTACTTGAATTGGGATGACATGGAAACTGAAGCTGATCCCAAGTTGTGGAGTTTCTCTATCTGA 411

¥ A EGL L LS PP QCLAGTYULNWDT DU ETTEA ADTPIEKTILWSTF TSI

Supplementary Figure S1. The CDS and corresponding amino acid sequences of PmCBFs. The AP2/ERF

domain was indicated in red rectangular region.
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Supplementary Figure S2. Control experiments of BiFC assays. In every interactions, the two proteins

were fused with either the C or N terminus of yellow fluorescent protein (YFP; designated as YFP® or

YFPN, respectively). Different combinations of the fused constructs were co-transformed into leaf cell of

N. benthamiana, and then the cells were observed by confocal microscopy. There was no interaction

between YFPN/YFPC and PmDAMs-YFPS/PmDAMSs-YFPN and no interaction between YFPN/YFPC and

PmCBFs-YFP¢/PmCBFs-YFPN. Bright field and YFP were excited at 514 nm. The red fluorescent showed

the chloroplast position.

Supplementary Tables

Supplementary Table S1. PmCBFs identified in P. mune genome database.

Name Gene ID Length locus
PmCBF1 Pm023769 987 Pa7:8068777:8070753:+
PmCBF?2 Pm023772 678 Pa7:8098394:8099071:+
PmCBF3 Pm023773 438 Pa7:8100584:8101021:+
PmCBF4 Pm023775 717 Pa7:8104198:8104914:+
PmCBF5 Pm023777 795 Pa7:8114725:8115519:+
PmCBF6 Pm027913 441 C5001875:1668:2108:-

Supplementary Table S2. Primers used for cloning.

Gene

Forward primer

Reverse primer

Annealing
temperatur

e




PmCBF1
PmCBF2
PmCBF3
PmCBF4
PmCBF5
PmCBF6
PmDAMO1

PmDAMO02

PmDAMO3

PmDAMO04

PmDAMO05
PmDAMO06

5" ATGCACAGGTTCTTGTCTGAT 3'

5' ATGGATATGATCTACAGCCAG 3
5' ATGGCTGCTCGTGCCCATGAC 3'
5" ATGGACGTGTCTGAACTTTCC 3'
5" ATGGACACGATCTTCTCTCAG 3'
5" ATGGCTGCTCGTGCCCATGAC 3'
5'ATGAAAATGATGAGGGAGAAGS3

5'ATGGTGAAGACGATGAGGAAG3

5'ATGATGAGGAAGAAGATCAAG3
5'ATGGTGAAAATGATGAGGGAGS3'
5'ATGATGAATAAGATCAAGATC3'

5'ATGGTGAAAATGATGAGGGAGS3'

5 TTAATTGGAGAAACTCCACAAZ
5 TCAAATAGAAAAACTCCACAG 3

5' TTAAATGGAGAAATTCCACAATTTGA 3'

5 TTAAATGGAGAAACTCCACAA3Z
5 TCAGATAGAGAAACTCCACAAZ'
5 TCAGATAGAGAAACTCCACAAZ'
5' TTATGGAAGCCCCAGTTTGAGS'

5' TTAGGGAAGCCCCAGTTTGAGS'

5' TTAAGGAAGCCCCAGTTCGAGS'

5' TTAGGAACGCCCCAGTTTGAG3'

5' TTAACGCCCCAGTTTGAGAGA3Z'
5' CTAGGGAAGCCCCAGTTTGAGS'

56

64
57
56
64
52

56

51

54

47
59

O adgdaoadacdc

3

Supplementary Table S3. Primer used for real-time quantitative RT-PCR.

Gene

Forward primer

Reverse primer

PmPP2A
PmCBF1
PmCBF2
PmCBF3
PmCBF4
PmCBF5
PmCBF6

PmDAMO01

PmDAMO2

PmDAMO03

PmDAMO04

PmDAMO05

PmDAMO06

5'AGGGTTCGGCTCGCAATAATAGA3Z'

5' ATGCACAGGTTCTTGTCTGAT 3'
5 AAAACCCGGATAAGTCGTCGT 3'
5 TGCATCAATTTCGCTGATTCC 3'
5 ACGTGTCTGAACTTTCCGACT 3'
5 TTCTCTCAGCTTTCTGACTCG 3'
5' TCCGGTTGGAGGCTGCCGGTG 3'
5'AGTATGAAGGATGTTATTCAA3'
5'AACCAGCTACGGCAGAGGATG3'
5TCGGATTGAGCAAGGAACTGG3'
5'ACCCTTGTCCGTGTGATGGAASZ'
5'AGGCTGAATAATAATATTGAA3'

5'AACCAACAACCAGTTAAGGCATA3Z

5TGTTAGCAGCAGCATCACGAAT3
5' CGTCGGACCAAGAAGTCCTTA 3'
5" ATGTCCTGGCCTTCTTGTTGT 3'

5' CGCTGCACACTCCACCAAATT 3
5' GCTTGACGCCAATATGACTTC 3
5 AACCGGATGCCTCGTCTCTTT 3'
5' TTCCCATATCTACAATAGCCT 3'
5'CTTAAGTTCCTTGCTCAATCT3'
5'AGATTCAGATGACATGCCTT3'
5'CATTCTCAGTTCTTCCTTTGTS3'
5'ATCACCATCTGATTGTTGCCT3'
5TTAACGCCCCAGTTTGAGAGA3'
5'CAATTACGGCAGATTCAGATGA3'

Supplementary Table S4. Primer used in PCR reactions for subcellular localization

assessments.



Gene

Sequence 5'-3’

1300-PmCBF1-F
1300-PmCBF1-R
1300-PmCBF2-F
1300-PmCBF2-R
1300-PmCBF3-F
1300-PmCBF3-R
1300-PmCBF4-F
1300-PmCBF4-R
1300-PmCBF5-F
1300-PmCBF5-R
1300-PmCBF6-F
1300-PmCBF6-R

AGGGGCCCGGGGTCGACATGAAAATGATGAGGGAGAAG

GGTACCGGATCCACTAGTTGGAAGCCCCAGTITGAG

AGGGGCCCGGGGTCGACATGGTGAAGACGATGAGGAAG

GGTACCGGATCCACTAGTGGGAAGCCCCAGTTTGAG

AGGGGCCCGGGGTCGACATGATGAGGAAGAAGATCAAG

GGTACCGGATCCACTAGTAGGAAGCCCCAGTTCGAG

AGGGGCCCGGGGTCGACATGGTGAAAATGATGAGGGAG

GGTACCGGATCCACTAGTGGAACGCCCCAGTITGAG

AGGGGCCCGGGGTCGACATGATGAATAAGATCAAGATC

GGTACCGGATCCACTAGTACGCCCCAGTTTGAGAGA

AGGGGCCCGGGGTCGACATGGTGAAAATGATGAGGGAG

GGTACCGGATCCACTAGTGGGAAGCCCCAGTTTGAG

Supplementary Table S5. Primer used in PCR reactions for yeast two-hybrid assays.

Gene Sequence 5'-3’ vector
BK-PmCBF1-F CATGGAGGCCGAATTCATGCACAGGTTCTTGTCTGAT pGBKT?7
BK-PmCBF1-R GCAGGTCGACGGATCCTTAATTGGAGAAACTCCACAA
BK-PmDAMO1-F  CATGGAGGCCGAATTCATGAAAATGATGAGGGAGAAG pGBKT7
BK-PmDAMO01-R  GCAGGTCGACGGATCCTTATGGAAGCCCCAGTTTGAG
BK-PmDAMO02-F CATGGAGGCCGAATTCATGGTGAAGACGATGAGGAAG pGBKT7
BK-PmDAMO02-R  GCAGGTCGACGGATCCTTAGGGAAGCCCCAGTTTGAG
BK-PmDAMO3-F CATGGAGGCCGAATTCATGATGAGGAAGAAGATCAAG pGBKT7
BK-PmDAMO03-R  GCAGGTCGACGGATCCTTAAGGAAGCCCCAGTITCGAG
BK-PmDAMO04-F CATGGAGGCCGAATTCATGGTGAAAATGATGAGGGAG pGBKT7
BK-PmDAMO04-R  GCAGGTCGACGGATCCTTAGGAACGCCCCAGTTTGAG
BK-PmDAMO5-F CATGGAGGCCGAATTCATGATGAATAAGATCAAGATC  pGBKT7
BK-PmDAMO05-R  GCAGGTCGACGGATCCTTAACGCCCCAGTTTGAGAGA
BK-PmDAMO06-F CATGGAGGCCGAATTCATGGTGAAAATGATGAGGGAG pGBKT7
BK-PmDAMO06-R  GCAGGTCGACGGATCCCTAGGGAAGCCCCAGTTTGAG
AD-PmCBF1-F GGAGGCCAGTGAATTCATGCACAGGTTCTTGTCTGAT pGADT?7
AD-PmCBF1-R CGAGCTCGATGGATCCTTAATTGGAGAAACTCCACAA
AD-PmDAMO01-R GGAGGCCAGTGAATTCATGAAAATGATGAGGGAGAAG pGADT?7
AD-PmDAMO01-R  CGAGCTCGATGGATCCTTATGGAAGCCCCAGTTTGAG
AD-PmDAMO02-F  GGAGGCCAGTGAATTCATGGTGAAGACGATGAGGAAG pGADT7
AD-PmDAMO02-R  CGAGCTCGATGGATCCTTAGGGAAGCCCCAGTTTGAG
AD-PmDAMO3-F  GGAGGCCAGTGAATTCATGATGAGGAAGAAGATCAAG pGADT?7
AD-PmDAMO03-R CGAGCTCGATGGATCCTTAAGGAAGCCCCAGTTCGAG
AD-PmDAMO04-F  GGAGGCCAGTGAATTCATGGTGAAAATGATGAGGGAG pGADT7

AD-PmDAMO04-R
AD-PmDAMO5-F

CGAGCTCGATGGATCCTTAGGAACGCCCCAGTTTGAG
GGAGGCCAGTGAATTCATGATGAATAAGATCAAGATC

pGADT7




AD-PmDAMO05-R CGAGCTCGATGGATCCTTAACGCCCCAGTITGAGAGA
AD-PmDAMO06-F GGAGGCCAGTGAATTCATGGTGAAAATGATGAGGGAG pGADT?7
AD-PmDAMO06-R CGAGCTCGATGGATCCCTAGGGAAGCCCCAGTTTGAG

Supplementary Table S6. Primer used in PCR reactions for BiFC assays.

Gene

Sequence 5'-3’

BiFC-PmCBF1-F

BiFC-PmCBF1-R

BiFC-PmDAMO1-F
BiFC-PmDAMO01-R
BiFC-PmDAMO2-F
BiFC-PmDAMO02-R
BiFC-PmDAMO3-F
BiFC-PmDAMO03-R
BiFC-PmDAMO04-F
BiFC-PmDAMO04-R
BiFC-PmDAMO5-F
BiFC-PmDAMO05-R
BiFC-PmDAMO06-F
BiFC-PmDAMO06-R

TGCAGGGAGGAGGATCCATGCACAGGTTCTTGTCTGAT
CGGTGCACTAGTGTCGACATTGGAGAAACTCCACAA
TGCAGGGAGGAGGATCCATGAAAATGATGAGGGAGAAG
CGGTGCACTAGTGTCGACTGGAAGCCCCAGTTTGAG
TGCAGGGAGGAGGATCCATGGTGAAGACGATGAGGAAG
CGGTGCACTAGTGTCGACGGGAAGCCCCAGTTTGAG
TGCAGGGAGGAGGATCCATGATGAGGAAGAAGATCAAG
CGGTGCACTAGTGTCGACAGGAAGCCCCAGTTCGAG
TGCAGGGAGGAGGATCCATGGTGAAAATGATGAGGGAG
CGGTGCACTAGTGTCGACGGAACGCCCCAGTTTGAG
TGCAGGGAGGAGGATCCATGATGAATAAGATCAAGATC
CGGTGCACTAGTGTCGACACGCCCCAGTTITGAGAGA
TGCAGGGAGGAGGATCCATGGTGAAAATGATGAGGGAG
CGGTGCACTAGTGTCGACGGGAAGCCCCAGTTITGAG

1 Supplementary Data

Supplementary Data S1. The CDS sequences of six PmCBFs identified in P. mune genome
database.

>PmCBF1
ATGCACAGGTTCTTGTCTGATTTTTCTGACTCCGTCGACCAGCCCGACTCAAGTTCGTT
GTCCGACGCCAGCGTCACGACTCTAAGGACTTCTTGGTCCGACGAGGACGTCATATTG
GCGTCGAGCCGACCAAAGAAGCGAGCTGGGAGGAGGGTTTTCAAGGAGACCAGGCA
CCCTGTTTATAGGGGCGTGAGGAGGAGGAACAATGACAAGTGGGTGTGTGAAATGAG
AGAGCCCAAGAAGACGAAGTCCAGGATATGGCTCGGGACTTATCCGACGGCGGAGAT
GGCTGCTCGTGCACATGACGTGGCGGCATTGGCATTTAGAGGGAAGCTTGCCTGCCTC
AACTTCGCTGACTCCGCGTGGAGGCTGCCCGTGCCTGCTTCCATGGATGCAATGGATA
TTCGGAGAGCGGCCGCCGAGGCAGCTGAGGGGTTTAGGCCGGTGGAGTTTGGTGGAG
TGTCCAGCAGCAGCAGTGATGAGAAGGAGAGTATGGTGGTGCAGGTGGAAGAGAAG
AAGAAGAAGGGTAGTGTGAATATGGAAAGAAGCAGAAGCTTGAGCTTGTCCTATTGG
GATGAGGAGGAAGTGTTGGACATGCCAAGGTTGCTTGATCACATGGCTCAAGGCCTTC
TTCTTTCTCCACCTCAATGCTTAGGTGGCGACATTTGGGATGACATGGGAACCGATGCT



GATGTCGAATTGTGGATGATTGTGGAGTTTGGTGGAGTGTCCAGCAGCAGCAGTGATG
AGAAGGAGAGTATGGTGGTGCAGGTGGAAGAGAAGAAGAAGAAGGGTAGTGTGAAT
ATGGAAAGAAGCAGAAGCTITGAGCTTGTCCTATTGGGATGAGGAGGAAGTGTTGGAC
ATGCCAAGGTTGCTTGATCACATGGCTCAAGGCCTTCTTCTTTCTCCACCTCAATGCTT
AGGTGGCGACATTTGGGATGACATGGGAACCGATGCTGATGTCGAATTGTGGAGTTTC
TCCAATTAA

>PmCBF2
ATGGATATGATCTACAGCCAGGTCTCTGATTTGGCTTCTCTGGAAAACCCGGATAAGTC
GTCGTTTTCGGACGCCAGCGTCACGGCCCGGCGAGCTTCTCTTITCAGATGAGGCGGTC
ATACTGGCGTCCAGCTGCCCGAAAAGGCGGGCGGGGAGGAGGGGTTTCAAGGAGAC
CAGGCACCCGGTTTATAGGGGTGTGAGGAGGAGGAACAACAACAAGTGGGTGTGTG
AGCTGAGAGAGCCCAACAACAAGAAGGCCAGGACATGGCTCGGGACTTATCCGACA
GCTGATATGGCGGCTCGTGCCCATGATGTCGCTGCATTGGCGTTTAGGGGGAAGCTTG
CCTGCCTCAACTTTGCTGACTCGGCTTGGCCGCTGCCCGTGCCGGCCTCCACCGATGC
CGCGGGGATTAGGAGGGCGGCCACCGAGGCGGAGGATGGTGGTGTTTATGAGAAGG
AGAGTAAGGCGGTGGTGAGCGAGGAGAAGGGTTGTGTAGAAATGGAGGGAAGCAGC
AACTTITTTITTATTTGGACGAGGAGGAAATATTTGAGATGCCAAGGTTGCTTGATGACAT
GGCTGAAGGGCTTATGCTTTGTCCACCTCAATGTTTAGATGGCCACATGGATTGGAATG
ACGTGGAAACTGATGATGATTTGAAACTGTGGAGTTTTTCTATTTGA

>PmCBF3
ATGGCTGCTCGTGCCCATGACGTGGCGGCATTGGCGTTTAGAGGGAAGCTTGCCTGCA
TCAATTTCGCTGATTCCGCGTGGAGGCTACCTGTGCCGGCTTCCATGGATACCATGGAT
ATTCGGAGAGCTGCCGCGGAAGCAGCGGAGGGGTTTAGGCCGGCGGAATTTGGTGGA
GTGTGCAGCGGCAGCAGTGATGAGAAGGAGAGAATGGTGGTGCAGGTGGAAGAGAA
GAACAAGAAGGGTAGTGTGAACTTGGAAAGAAGCAGAAGCTTGAGTTTGTCCTATTG
GGATGAGGAGGAAGTGTITTGACATGCCCAGGTTGCTTCATGACATGGCTGAAGGGCTT
CTTCTTTCTCCATCGCAATGCTTAGGTGGCTACATGAATTTGGATGACATGGGAACCGA
TGCTGATGTCAAATTGTGGAATTTCTCCATTTAA

>PmCBF4
ATGGACGTGTCTGAACTTTCCGACTCGGTCGACCAGCCCGAGTCGAGTTCITTGTCCG
ACGCCAGCGTCACGACTCGGGGGCCTTCTTTGTCGGACGGGGAAGTCATATTGGCGTC
AAGCCGGCCGAAGAAGCGAGCCGGGAGGAGGGTTTTCAAGGAGACGAGGCACCCG
GTTTATAGGGGTGTGAGGAGGAGGAACAATGACAAGTGGGTTTGTGAAATGAGAGAG
CCCAACAAGAAGAAGTCCAGGATATGGCTCGGGACTTATCCGACGGCTGAGATGGCT



GCTCGTGCCCATGACGTGGCGGCATTGGCGTTTAGAGGGAAGCTTGCCTGCCTCAACT
TTGCTGACTCCGCGTGGAGGCTGCCAGTGCCGGCTTCCATGGATCCCATGGATATTCG
AAGGGCGGCCGCGGAGGCAGCTGAGGGGTTTAGGCCGGAGGAGTTTGGTGGAGTGT
GCAACGGCAGCAGTGATGAGAAGGAGAGAATGGTGGTGCAGGTGGAAGAGGAGAA
CAAGAAGGGTAGTGTGAACTTGGAAAGAAGCAGAAGCTTGAGCTTGTCCTATTGGGA
TGAGGAGGAAGCGTTTGACATGCCCAGGTTGCTTCATGACATGGCTGAAGGGCTTCTIT
CTTTCTCCACCGCAACCCTTAGGCAGCGACACGAATTTGGATGACATGGGTACCGATG
CTGATATCAAATTGTGGAGTTTCTCCATTTAA

>PmCBF5
ATGGACACGATCTTCTCTCAGCTTTCTGACTCGGCCGACCAGCCCAAGTCGAGTTCGT
CATCCGACGCAAGCGTGACCACCCTACGCACTTCGGACGTCATACTGGCGTCGAGCA
GGCCGAAGAAGCGCGCGGGAAGGAGGGTTTTCAAAGAGACGAGGCATCCGGTTTAT
AGGGGTGTGAGGAGTAGGGACAACAACAAGTGGGTGTGTGAGTTGAGACAGCCCAA
CAAGAAGAAGTCCGGGATTTGGCTCGGGACCTATCCTACGGCTGAGATGGCTGCTCGT
GCCCATGACGTGGCGGCATTGGCTTTTAAAGGGAAGCTTGCCTGCCTCAACTTTGCTG
ACTCCGGTTGGAGGCTGCCGGTGGCGGCATCCATGGACTCCATGGATATCCAGAGGGC
AGCTGACGAGGGCGCCGGAGGGGTGCGGGCCGCGGGGCTGCCGGTGGCGGCATCCA
TGGACTCCATGGATATCCAGAGGGCAGCTGCGGAGGCCGCTGAAGGGTTCAGGCCAG
TGGAGTTCGGTGGAGTTTCCAGCGACAGCAGTGATGAGAAGGAGAGAACGGTTGTGG
TGGAAGAGAAGAAGAAGAAGCAGGCTATTGTAGATATGGGAAAAAGCTGCAGCAGA
TTAAACTTGTTTTATTCGGATGAGGAGGAAATGTTTGATATGCCAAGGTTGATTGACGA
CATGGCTGAAGGGCTTCTTCTTTCTCCACCCCAATGCTTAGCTGGCTACTTGAATTGGG
ATGACATGGAAACTGAATCTGATCCCAAGTTGTGGAGTTTCTCTATCTGA

>PmCBF6
ATGGCTGCTCGTGCCCATGACGTGGCGGCATTGGCTTTTAAAGGGAAGCTTGCCTGCC
TCAACTTTGCTGACTCCGGTTGGAGGCTGCCGGTGGCGGCATCCATGGACTCCATGGA
TATCCAGAGGGCAGCTGCGGAGGCCGCTGAAGGGTTCAGGCCAGTGGAGTTCGGTGG
AGTTTCCAGCGACAGCAGTGATGAGAAGGAGAGAACGGTTGTGGTGGAAGAGAAGA
AGAAGAAGCAGGCTATTGTAGATATGGGAAAAAGCTGCAGCAGATTAAACTTGTITITA
TTCGGATGAGGAGGAAATGTTTGATATGCCAAGGTTGATTGACGACATGGCTGAAGGG
CITCTTCTTTCTCCACCCCAATGCTTAGCTGGCTACTTGAATTGGGATGACATGGAAAC
TGAATCTGATCCCAAGTITGTGGAGTTTCTCTATCTGA

Supplementary Data S2. The cDNA sequences of six PmCBFs and six PmDAMs cloned from P.



mume ‘Sanlun Yudie’'.

>PmCBF1
ATGCACAGGTTCTTGTCTCATTTTTCTGACTCCGTCGACCAGCCCGACTCAAGTTCGTT
GTCCGACGCCAGCGTCACGACTCTAAGGACTTCTTGGTCCGACGAGGACGTCATATTG
GCGTCGAGCCGACCAAAGAAGCGAGCTGGGAGGAGGGTTTTCAAGGAGACCAGGCA
CCCTGTTTATAGGGGCGTGAGGAGGAGGAACAATGACAAGTGGGTGTGTGAAATGAG
AGAGCCCAAGAAGACGAAGTCCAGGATATGGCTCGGGACTTATCCGACGGCGGAGAT
GGCTGCTCGTGCACATGACGTGGCGGCATTGGCATTTAGAGGGAAGCTTGCCTGCCTC
AACTTCGCTGACTCCGCGTGGAGGCTGCCCGTGCCTGCTTCCATGGATGCAATGGATA
TTCGGAGAGCGGCCTCCGAGGCAGCTGAGGGGTTTAGGCCGGTGGAGTTTGGTGGAG
TGTCCAGCAGCAGCAGTGATGAGAAGGAGAGTATGGTGGTGCAGGTGGAAGAGAAG
AAGAAGAAGGGTAGTGTGAATATGGAAAGAAGCAGAAGCTTGAGCTTGTCCTATTGG
GATGAGGAGGAAGTGTTGGACATGCCAAGGATGCTTGATCACATGGCTCAAGGCCTT
CTTCTTTCTCCACCTCAATGCTTAGGTGGCTACATTTGGGATGACATGGGAACCGATGC
TGATGTCGAATTGTGGAGTTTCTCCAATTAA

>PmCBF2
ATGGATATGATCTACAGCCAGGTCTCTGATTTGGCTTCTCTGGAAAACCCGGATAAGTC
GTCGTTTTCGGACGCCAGCGTCACGGCCCGGCGAGCTTCTCTTTCAGATGAGGCGGTC
ATACTGGCGTCCAGCTGCCCGAAAAGGCGGGCGGGGAGGAGGGTTTTCAAGGAGAC
CAGGCACCCGGTTTATAGGGGTGTGAGGAGGAGGAACAACAACAAGTGGGTGTGTG
AGCTGAGAGAGCCCAACAACAAGAAGGCCAGGACATGGCTCGGGACTTATCCGACA
GCTGATATGGCGGCTCGTGCCCATGATGTCGCTGCATTGGCGTTTAGGGGGAAGCTTG
CCTGCCTCAACTTTGCTGACTCGGCTTGGCCGCTGCCCGTGCCGGCCTCCACCGATGC
CGCGGGGATTAGGAGGGCGGCCACCGAGGCGGTTGAAGCGTTTAGGCAGGCGGAGG
ATGGTGGTGTTTATGAGAAGGAGAGTAAGGCGGTGGTGAGCGAGGAGAAGGGTTGTG

TAGAAATGGAGGGAAGCAGCAACTTITTITATITGGACGAGGAGGAAATATTTGAGAT
GCCAAGGTTGCTTGATGACATGGCTGAAGGGCTTATGCTTTGTCCACCTCAATGTTTAG
ATGGCCACATGGATTGGAATGACGTGGAAACTGATGATGATTTGAAACTGTGGAGTTT
TTCTATTTGA

>PmCBF3
ATGGCTGCTCGTGCCCATGACGTGGCGGCATTGGCGTTTAGAGGGAAGCTTGCCTGCA
TCAATTTCGCTGATTCCGCGTGGAGGCTGCCTGTGCCGGCTTCCATGGATACCATGGAT
ATTCGGAGAGCTGCCGCGGAAGCAGCTGAGGGGTTTAGGCCGGCGGAGTTTGGTGGA
TTGTGCAGCGGCAGCAGTGATGAGAAGGAGAGAATGGTGGTGCAGGTGGAAGAGAA



AAACAAGAAGGGTAGTGTGAACTTGGAAAGAAGCAGAAGCTTGAGTTTGTCCTATTG
GGATGAGGAGGAAGTGTTTGACATGCCCAGGTTGCTTCATGACATGGCTGAAGGGCTT
CTTCTTTCTCCATCGCAATGCTTAGGTGGCTACATGAATTTGGATGACATGGGAACCGA
TGCTGATGTCAAATTGTGGAATTTCTCCATTTAA

>PmCBF4
ATGGACGTGTCTGAACTTTCCGACTCGGTCGACCAGCCCGAGTCGAGTTCITTGTCCG
ACGCCAGCGTCACGACTCGGGGGCCTTCTTTGTCCGACGGGGAAGTCATATTGGCGTC
AAGCCGGCCGAAGAAGCGAGCCGGGAGGAGGGTTTTCAAGGAGACGAGGCACCCG
GTTTATAGGGGTGTGAGGAGGAGGAACAATGACAAGTGGGTTTGTGAAATGAGAGAG
CCCAACAAGAAGAAGTCCAGGATATGGCTCGGGACTTATCCGACGGCTGAGATGGCT
GCTCGTGCCCATGACGTGGCGGCATTGGCGTTTAGAGGGAAGCATGCCTGCCTCAACT
TTGCTGACTCCGCGTGGAGGCTGCCAGTGCCGGCTTCCATGGATCCCATGGATATTCG
AAGGGCGGCCGCGGAGGCAGCTGAGGGGTTTAGGCCGGCGGAGTTTGGTGGATTGTG
CAACGGCAGCAGTGATGAGAAGGAGAGAATGGTGGTGCAGGTGGAAGAGGAGAAC
AAGAAGGGTAGTGTGAACTTGGAAAGAAGCAGAAGCTTGAGCTTGTCCTATTGGGAT
GAGGAGGAAGCGTTTGACATGCCCAGGTTGCTTCATGACATGGCTGAAGGGCTTCTTC
TTTCTCCACCGCAACCCTTAGGCAGCGACACGAATTTGGATGACATGGGTACCGATGC
TGATATCAAATTGTGGAGTTTCTCCATTTAA

> PmCBF5
ATGGACACGATCTTCTCTCAGCTTTCTGACTCGGCCGACCAGCCCAAGTCGAGTTCGT
CATCCGACGCAAGCGTGACCACCCTACGCACTTCGGACGTCATACTGGCGTCGAGCA
GGCCGAAGAAGCGCGCGGGAAGGAGGGTTTTCAAAGAGACGAGGCATCCGGTTTAT
AGGGGTGTAAGGAGTAGGGACAACAACAAGTGGGTGTGTGAGTTGAGACAGCCCAA
CAAGAAGAAGTCCGGGATTTGGCTCGGGACCTATCCTACGGCTGAGATGGCTGCTCGT
GCCCATGACGTGGCGGCATTGGCTTTTAAAGGGAAGCTTGCCTGCCTCAACTTTGCTG
ACTCCGGTTGGAGGCTGCCGGTGGCGGCATCCATGGACTCCACGGATATCCAGAGGG
CAGCTGCGGAGGCCGCTGAAGGGTTCAGGCCAGTGGAGTTCGGTGGAGTTTTCAGCG
ACAGCAGTGATGAGAAGGAGAGAACGGTTGTGGTGGAAGAGAAGAAGAAGAAGCA
GGCTATTGTGGATATGGGAAAAAGCTGCGGCAGATTAAACTTGTTTTATTCGGATGAGG
AGGAAATGTTTGATATGCCAAGGTTGATTGACAACATGGCTGAAGGGCTTCTTCTTTCT
CCACCGCAATGCTTAGCTGGCTACTTGAATTGGGATGACATGGAAACTGAAGCTGATC
CCAAGTTGTGGAGTTTCTCTATCTGA

> PmCBF6
ATGGCTGCTCGTGCCCATGACGTGGCGGCATTGGCTTTTAAAGGGAAGCTTGCCTGCC



TCAACTTTGCTGACTCCGGTTGGAGGCTGCCGGTGGCGGCATCCATGGACTCCACGGA
TATCCAGAGGGCAGCTGCGGAGGCCGCTGAAGGGTTCAGGCCAGTGGAGTTCGGTGG
AGTTTTCAGCGACAGCAGTGATGAGAAGGAGAGAACGGTTGTGGTGGAAGAGAAGA
AGAAGAAGCAGGCTATTGTGGATATGGGAAAAAGCTGCGGCAGATTAAACTTGTTTTA
TTCGGATGAGGAGGAAATGTTTGATATGCCAAGGTTGATTGACAACATGGCTGAAGGG
CTITCTTCTTTCTCCACCGCAATGCTTAGCTGGCTACTTGAATTGGGATGACATGGAAAC
TGAAGCTGATCCCAAGTTGTGGAGTTTCTCTATCTGA

>PmDAM]1
ATGAAAATGATGAGGGAGAAGATCAAGATCAAGAAGATTGACAACTTGCCTGCAAG
GCAAGTGACCITCTCAAAGAGGAGGAGAGGGATCTTCAAGAAAGCTGCAGAGTTAT
CTGTTCTGTGTGAATCTGAGGTGGCAGTTGTCATCTTTTCTGCTACTGGCAAGCTTTTT
GATTATTCAAGCTCAAGTATGAAGGATGTTATTGAAAGGTACCAAGCGCACATAAAT
GGTGGTGAAAAATTTAACGAACGGTCTATTGAGTTGCAGCCAGAGTATGAAAACCAC
ATCAGATTGAGCAAGGAACTTAAGGAGAAGAGCCGCCAGCTGAGGCAGATGAAAGG
AGAGGATCTTGAAGAGCTGAATTTTGATGAGTTGCAGAAGTTAGAACAACTGGTGGA
TGCAAGCCTTGGCCGTGTGATTGAAACTAAGGACGAACGGATTATGAGTGAGATTAT
GGCACTTGAAAGAAAGAGAGCTGAGCTTGTAAAAGCCAACAAACAGCTAAGGCAGA
GGATGTTATTCAGAGGAAATATTGGACCTGAGCTTATGAAGCCGGAGAGGTTGAATA
ATAATTTTGGTGGTGGAGGAGAAGAAGAAGGTATGTCATCTGAATCTGCTACCTCCA
CCACCTGCAACAGTGCTCCGAGTCTCTCTCTTGAAGATGACTCCGACGACGTCACTTT
ATCTCTCAAACTGGGGCITCCATAA

>PmDAM?2
ATGGTGAAGACGATGAGGAAGAAGATCAAGATCAAGAAGATTGACTACTTGCCTGC
AAGGCAGGTGACCTTCTCAAAGAGGAGGAGAGGGATCTTCAAAAAAGCTGAGGAGC
TATCTGTTCTGTGTGAATCTGAGGTGGCAGTTGTCATCTTITCTGCTACTGGCAAGCTT
TITGATTATTCAAGCTCAAGTACAAAGAATGTTGTTGAAAGGTATAAAGCGCACACA
AATGGTGTCGAAAAATCGGACGAACTGTCTGTTGAGCTGCAGCTAGAAATTGAAAAC
CAGATCAGATTGAACAAGGAACTTGCGGAGAAGAGCCGCCAGCTGAGGCAGATGAG
AGGAGAGGATCTTGAAGAGCTGAATATTGATGAGTTGCAGAAGTTAGAACAACTGGT
GGAGGCAAGCCTTGGCCGTGTGATTGAAACTAAGGAAGAACTGATTATGAGTGAGAT
TATGGCACTTGAAAGAAAGGGAGCTGAGCTGGTAGAAGCCAACAACCAGCTACGGC
AGAGGATGGTGATGTTATCCAGAGGAAATATTGGACCTGGGCTTACGGAGCCGGAGA
GGTTCATTAATAATATTGGAGATGGAGGAGAAGAAGGCATGTCATCTGAATCTGCCA
CAAATGCAACCATCAGCAGCTGCAGCAGTGGTCTCAGTCTCTCTCTTGAAGATGACTG
CTCAGACGTCACTTTAGCTCTCAAACTGGGGCTTCCCTAA

>PmDAM3
ATGATGAGGAAGAAGATCAAGATCAAGAAGATTGATTGCTTGCCTGCAAGGCAGGT
GACTTTCTCAAAGAGGAGAAGAGGGATCTTCAAGAAAGCTGCAGAGCTATCTGTTCT
GTGTGAATCTAAGGTGGCAGTTGTCATATTTITCTGCTACTGGCAAGCTTTTTGATTATT
CAAGCTCAAGTATCAAGGATGTTATTGAAAGCTACAAAGCGCACAAAAATGGTGTCA
AAAAATCGGACGAACCGTCTGTTGAGCTACAGCTAGAGAATGAAAATCACATCGGA
TTGAGCAAGGAACTGGAGGAGAAGAGCCATCAGCTGAGGCAGATGAAAGCAGAGG



ATCTTGACGAGCTGAATTTTGATGAGTTGCAGAAGTTAGAACAACTGGTGGACACAA
GCCTTAGCCGTGTGATTGAAACAAAGGAAGAACTGAGAATGAGTGAGATTATGGCA
CTTGAAAGAAAGGGAGCTGAGCTGGTAGAAGCCAACAACCAGCTAAAGCAGACGAT
GGTGATGTTATCCGGAGGAAATACTGGACCTACGCTTATGGATCCGGAGAGGTTGAA
TGATAATGTCGGAGGTGGAGGAGAAGAAGAAGGCATGTCATCTGAATCTGCTATCTC
CACCACCTGCAACAGTGCTCTCAGTCTCTCCATTGGAGATGACTCCGACGACGTCACT
TTATCTCTCGAACTGGGGCTTCCTTAA

>PmDAM4
ATGATGAGGAAGAAGATCAAGATCAAGAAGATTGACTACCTGCCAGCAAGGCAGGT
GACATTCTCAAAGAGGAGAAGAGGGATCTTCAAGAAAGCTGCAGAGCTATCTGTTCT
GTGTGAATCTGAGGTGGCAGTTGTCATCTTTTCTGCTACTGGCAAGCTTTTTGATTATT
CAAGCTCAAGTATCAAGGATGTTATTGAAAGGTACAAAGCGCGCACAAATGGTGTCG
AAAAATCGGATGAACAGTCTCTTGAGCTGCAGCTGGAGAATGAAAACCGCATCAAA
CTCAGTACGGAACTCGAGGAGAAGAACCGCCAGCTGAGGCGGATGAAAGGTGAGGA
TCTTGAAGAGCTGGATCTGGATGAGTTGCTGAAGTTGGAACAACTGGTGGAAGCAAC
CCTTGTCCGTGTGATGGAAACTAAGGAAGAACTGATTATGAGTGATATTGTGGCACTT
GATAAAAAGGGAACTGAGCTGGTAGAAGGCAACAATCAGATGGTGATGTTAAGGGA
CAGGATGGTGATGTTATCCAAAAGAAGTACCGGACCTGCGCTTATGGAGCCATCTGA
CTCTGCTACCTCCACCAGCTGCAACAGTGCTCTGAGTCTTTCTCTTGAAGATGAATGCT
CCGACGACGCCATTTTATCTCTCGAACTGGGGCGTTCCTAA

>PmDAMb5
ATGATGAATAAGATCAAGATCAAGAAGATTGACTACTTGCCTGCAAGGCAGGTGACC
TTCTCAAAAAGGAGAAGAGGGCTCTTCAAGAAAGCTGCAGAGCTATCTGTTCTGTGT
GAATCTGAGGTGGCAGTTGTCATCTTTTCTGCCACTGGCAAGCTTTTTGATTATTCAAG
CTCAAGTACCAAGGATGTTATTGAAAGGTACAACGCAGACATGAATGGTGTCGAAA
AATCGAACAATCAAGAGATTGAGCTGCAGCTGGAGAATGAAAACCACATCAAACTG
AGTAAGGAACTCGAGAAGACGAGCCACCAGCTGAGGCAGATGAAAGGTGAGGATCT
TGAAGGGCTGAATCTGGATGAGTTGCTGAAGTTGGAACAACTGGTGGAAGCAAGCCT
TGGCCGTGTCATGGAAACTAAGGAAGAGCTGATTAAGAGTGAGATTATGGAACTCGA
AAGAAAGGGAGCTGAGCTAGTTGAAGCCAACAGCCAGCTAAGGCAGACGATGGTGA
TGTTATCCGGAGGAAATACTGGACCTGCGCTTATGGATCCGGAGAGGCTGAATAATA
ATATTGAAGGTGGAGGAGAAGAAGAAGGCATGTCAGCTGAATCTGCTATCTCCACCA
CCTGCAACAGTGCTGTCAGTCTCTCTCTTGAAGATGACTCCTCCGATGAGGTCACTTT
GTCTCTCAAACTGGGGCGTTAA

>PmDAMS6
ATGGTGAAAATGATGAGGGAGAAGATCAAGATCAAGAAGATTGACTACCTGCCAGC

AAGGCAGGTTACCTTTTCAAAGAGAAGAAGAGGGCTCTTCAAGAAAGCTGCAGAGC
TATCGGTTCTGTGTGAATCTGAGGTGGCTGTCGTCATCITITCTGCCACTGACAAGCTC
TTTCATTATTCAAGCTCAAGTACCGAGGATGTITATTGAAAGGTACAAAGCGCACACA
GGTGGTGCCGAAAAATCAGACAAACAGTTTCTTGAGCTGCAACTGGAGAATGAAAA
CAACATCAAACTGAGTAAGGAACTCGAGGAGAAGAGCCGCCAGCTGAGGCAGATGA
AAGGTGAGGATCTTGAAGGGCTGAATCTGGATGAGCTGCTGAAGTTAGAACAAGTGG



TGGAAGCAAGCCTTGGCCGTGTGATAGAAACTAAGGAAGAGCTGATTATGAGTGCGA
TTATGGCACTGGAGAAAAAGGGAGCTGAGCTGGTAGAAACCAACAACCAGTTAAGG
CATAGGATGGTGATGTTATCCGGAGGAAATACTGGACCTGCGTTTGTGGAGCCGGAG
ACGTTGATTACTAATGTTGGAGGTGGAGGACGAGAAGACGACATGTCATCTGAATCT
GCCGTAATTGCCACCTCCACCAGCTGCAACAGTGCITTCAGTCTCTCTCTTGAAGATG
ACTGCTCCGATGTCACTTTATCTCTCAAACTGGGGCTTCCCTAG

Supplementary Data S3. The proteins sequences of CBF genes.

>PmCBF1
MHRFLSHFSDSVDQPDSSSLSDASVTTLRTSWSDEDVILASSRPKKRAGRRVFKETRHPVYR
GVRRRNNDKWVCEMREPKKTKSRIWLGTYPTAEMAARAHDVAALAFRGKLACLNFADS
AWRLPVPASMDAMDIRRAASEAAEGFRPVEFGGVSSSSSDEKESMVVQVEEKKKKGSVNM
ERSRSLSLSYWDEEEVLDMPRMLDHMAQGLLLSPPQCLGGYIWDDMGTDADVELWSFSN*
>PmCBF2
MDMIYSQVSDLASLENPDKSSFSDASVTARRASLSDEAVILASSCPKRRAGRRVFKETRHPV
YRGVRRRNNNKWVCELREPNNKKARTWLGTYPTADMAARAHDVAALAFRGKLACLNF
ADSAWPLPVPASTDAAGIRRAATEAVEAFRQAEDGGVYEKESKAVVSEEKGCVEMEGSSN
FFYLDEEEIFEMPRLLDDMAEGLMLCPPQCLDGHMDWNDVETDDDLKLWSFESI*
>PmCBF3
MAARAHDVAALAFRGKLACINFADSAWRLPVPASMDTMDIRRAAAEAAEGFRPAEFGG
LCSGSSDEKERMVVQVEEKNKKGSVNLERSRSLSLSYWDEEEVFDMPRLLHDMAEGLLLSP
SQCLGGYMNLDDMGTDADVKLWNFSI*

>PmCBF4
MDVSELSDSVDQPESSSLSDASVTTRGPSLSDGEVILASSRPKKRAGRRVFKETRHPVYRGVR
RRNNDKWVCEMREPNKKKSRIWLGTYPTAEMAARAHDVAALAFRGKHACLNFADSAW
RLPVPASMDPMDIRRAAAEAAEGFRPAEFGGLCNGSSDEKERMVVQVEEENKKGSVNLER
SRSLSLSYWDEEEAFDMPRLLHDMAEGLLLSPPQPLGSDTNLDDMGTDADIKLWSFSI*
>PmCBF5
MDTIFSQLSDSADQPKSSSSSDASVTTLRTSDVILASSRPKKRAGRRVFKETRHPVYRGVRSR
DNNKWVCELRQPNKKKSGIWLGTYPTAEMAARAHDVAALAFKGKLACLNFADSGWRL
PVAASMDSTDIQRAAAEAAEGFRPVEFGGVFSDSSDEKERTVVVEEKKKKQAIVDMGKSC
GRLNLFYSDEEEMFDMPRLIDNMAEGLLLSPPQCLAGYLNWDDMETEADPKLWSFSI*
>PmCBF6
MAARAHDVAALAFKGKLACLNFADSGWRLPVAASMDSTDIQRAAAEAAEGFRPVEFGG
VFSDSSDEKERTVVVEEKKKKQAIVDMGKSCGRLNLFYSDEEEMFDMPRLIDNMAEGLLLS
PPQCLAGYLNWDDMETEADPKLWSFSI*

>PpCBF1
MVMDMIFAQVSDSADQPRSSSSSDASVSTLRTSDVILASSSPKKRAGRKVFKETRHPVYRGV
RRRDNNKWVCELRQPNKKKSGIWLGTYPTAEMAARAHDVAALAFKGKLACLNFADSG
WRLPVAASMDSMDIQRAAAEAAEGFRPVEFGGVSSGSSDEKERMVVVEEKKKKQAIVDM
GKSCSRLNLFYLDEEEMFDMPRLIDNMAEGLLLSPPQCLAGYLNWDDMETEADSKLWSFS
T*



>PpCBF2
MDMFSAQLSDSPDQPESSSFSDASVTTLPASSSDENVILASSRPKKRAGRRVFKETRHPVYRG
VRRRNNNKWVCELREPNNKKSRIWLGTYPTAEMAARAHDVAALAFRGKLACINFADSA
WRLPLPASMDTMDIRRA A AEA AEGFRPAEFGGLSSGSSDEKEMNLSVDMEKNSSLCLFYL
DEEEMFDMPRLIDNMAQGLLLSPPQCSAGYLNWDDVETEADAKLWSFSI*

>PpCBF3
MDLSQLSDPVDQPESSSLSDASVTTQGPSWSDGDVILASSLPKKRAGRRVFKETRHPVYRGV
RRRNNDKWVCEMREPNKKKSRIWLGTYPTAEMAARAHDVAALAFRGKLACINFADSAW
RLPLPASMDTMDIRRAAAEAAERFRPAEFGGMCSGSSDEKERMVVQVEEEDKKGSVNLER
SLSLSCWDEEEAFDMPRLLHDMAEGLLLSPPQPLGSDMNLDDMGTDADIKLWSFSI*
>PpCBF4
MDLIYSQVSDLASLENPDTSSFWNASVTARRASLSVEEVILASSCPKRRAGRRVFKETRHPV
YRGVRRRNNDKWVCELRDPNNKKARIWLGTYPKAEMAARAHDVAALAFRGKLACLNF
ADSAWRLPVPASNDAAEIRRVANEAAEAFRKAEDGGVDEKESKGVVNEEKGCVEMEGSS
NLFYLDEEEIFEMPRLLDDMAEGLMLCPPQCLDGYMDWNDVGTDDDLKLWSFTI*
>PpCBF5
MNRFFSHFSDSVDQPESSSLSDATVTTLRASWSDEDVILASSRPKKRAGRRVFKETRHPVYR
GVRRRNNDKWVCEMREPKKTKSRIWLGTYPTAEMA ARAHDVAALAFRGKLACLNFPDS
AWRLPVPASMDAMDIRRAAAEAAEGFRPVEFGGVSSSSSDEKERMVVQVEEKKKKKDSV
KMEKSRSLSLSYWDEEEVFDMPRLLDDMAQGLLLTPPQCLGGDIWDDMGTDADVKLWSF
SN

>PpDREB2C
MGAYDQGSNEVALTLDSTRKRKTRSRRDGTSVAETLEKWKEYNKQLESDNNEGKTRKVP
AKGSKKGCMKGKGGPDNSRCNYRGVRQRTWGKWVAEIREPNRGSRLWLGTFPTALDAA
LAYDEAAKAMYGPAARLNLPNVANYSSWKESSQETSSATTPSGSSAVATPGCSGSTSSSNH
SEVCADEDSKGFLDVKTENGEGESAIHAWSNAVNQALVKEETKDEFTEGYFHNDQPAVK
PEAYVGDFNWAGGQYTGDYLENFTEEEVFDVDELLSPLDDTPVRNPEPEQSLGSDVDAKL
LGSLNHMEQGPSGGEYNFDFLKRDDVTGEDDQGYYNLGLSDLGLGDFTGGTMQPEDGSY
NFSMDM*

>PdCBF
MVMDMIFAQVSDSADQPRSSSSSDASVTTLRTSDVILASSSPKKRAGRRVFKETRHPVYRGV
RRRDNNKWVCELRQPNKKKSGIWLGTYPTAEMAARAHDVAALAFKGKLACLNFADSG
WRLPVAASMDSMDIQRA A AEA AEGFRPVEFGGVSSGSSDEKERMVVVEEKKKKQAIVDM
GKSCSRLNLFYLDEEEMFDMPRLIDNMAEGLLLSPPQCLAGYLNWDDMETEADPKLWSFS
*

>PfCBF
MVMDMIFAQVSDSADQPRSSSSSDASVSTLRTSDVILASSSPKKRAGRKVFKETRHPVYRGV
RRRDNNKWVCELRQPNKKKSGIWLGTYPTAEMAARAHDVAALAFKGKLACLNFADSG
WRLPVAASMDSMDIQRA A AEAAEGFRPVEFGGVSSGSSDEKERMVVVEEKKKKQAIVDM
GKSCSRLNLFYLDEEEMFDMPRLIDNMAEGLLLSPPQCLAGYLNWDDMETEADSKLWSFS
*

>PaCBF
MDMFFSQLSDSVDQPQSSLLSDASVTTRGASCSDGDVILASSRPKKRAGRRVFKETRHPVYR



GVRRRNNDKWVCEMREPNKKKSRIWLGTYPTAEMAARAHDVAALAFRGKLACINFADS
AWRLPVPASMDTMDIRRA AAEA AEGFRPVEFGGVCSGSSDEKERMVVQVEEKNKKGSVN
LERSRSLSLSYWDEEEVFHMPRLLHDMAEGLLLSPSQCLGGYMNLDDMGTDADVKLWSFS
I

>MdCBF1
MDGCSNYYVDPPGESSSASDTSRPMFLTLSDKEVLLASTCPKKRAGRKKFRETRHPVFRGV
RRRNSGKWVCEVREPNKKTRIWLGTFPTAEMAARAHDVAATALRGRSACLNFADSARRL
PVPASSNAKDIQTAATEA AEAFRPTEESDEVCGSPVAAPSESTSASEQQQVFYMDEEAVFEG
MPGLLADMAEGMLLPPPHYSDDDDVDVCADVPLWSFSI

>MdCBF2
MNTIFSTQLSDSSEKPESSSDDTSITAQSQLASFSDEEVILASSRPKKRAGRRVFKETRHPVYR
GVRRRNNNKWVCEMREPNKKKSRIWLGTYPTAEMAARAHDVAALAFRGKLACLNFADS
AWRLPVPASIDSVDIRRAAAEAAETFRPAEFGGVLESGDDEXESKKMEEEKDCGGVEGSGI
LFYLDEEEMFDMPRLLDSMAEGLLLSPPHSSGGYMNWDDMGSNDDVSLWSFSN
>MdCBF4
MNTISRQLSDSAERPESSSESVTXRSQPTSFSDEEVILASSTPKKRAGRRVENETRHPVYRGVR
RRNNDKWVCEMREPNKKKSRIWLGTYPTAEMAARAHDVAALAFRGRLACLNFADSAW
RLPVPASTDSVDIRRAAAEAAETFRPAEFGGVSESGDDEKESKKMEGEKDCGCAEQSDCG
GAEQSDCGGAEQSGSSFYLDEEEMFAMPRLLDSMAEGLLLSPPRRSAGSNMNWDDMGSN
DDDVNLWSFSK

>MdCBF5
MDAFSHYYVDPQPESSSASDANSSRPMFMNLSDEEVLLASTYPKKQAGRKKFKETRHPVY
RGVRRRNSGKWVSEVREPNKKTRIWLGTFPTAEMAARAHDVAAIALRGRSACLNFADSA
WRLPVPASANAKDIQTAAAEAAEQFRPVEESDEACGASAVAPSECTSAPEQQVHFMDEEA
VFGMPGLLANMAEGMLLPPPHYNADDVVDVYADVPLWSFSI

>EgCBF

MNSSSYISHPNSFSFDFAEPPFSLLLSHDRSA APGNFSGEEVRLASDHPKKPAGRKKFRETRH
PVYRGVRLRDSGKWVCEVREPRKKSRIWLGTFPTADMAARAHDVAALALRGQSACLNFA
DSAWRLPVPASPNTKDIQKAAAKAAEAFQLLESEDVMSGNEKKLHSEEGVLYDEEDIFGM
PGLLANTAEGMLLSPPECSGDLYAGLDDGNLDAYASLWSYSM*

>HrCBF
MATLHLLCVIPHPASRKRHEPFRPKRDSSCPKKPAGRKKFRETRHPVYRGVRLRKSGKWVC
EVREPNKKSRIWLGTFLTAEIAARAHDVAAIALRGKSACLNFADSAWRLRIPETTCPKEIQK
AAAEAAVAFQAELNDTTADHGLDVEETIVEAIFTEESSEGFYMDEEFMFGMPTLWASMAE
GMLLPPPSVQFGPNYDFDGDADVSPLEY*

>CjCBF
MDSLSSWSSPESRVGNFSDEDVVLLASSNPKKRAGRKKFRETRHPVYRGVRRRDSGKWVC
EVREPNKKSRVWLGTFPTAEMAARAHDVAAIALRGRLACLNFADSSWRLPLPASTDPKDI
QKAAAEAAEAFRPEKDLRRGDDKMDEEEA AERTTMSDDVFFMDEEAVFGMPGLLTNMA
EGMLLPPPPPPQSNCGGYEEDDVESNADVSLWSYSV

>NtDREB1
MTSFSAFSELLGSEHESPVTLGEEYCPKLAAGCPKKPAGRKKFRETRHPVYRGVRLRNSGK
WVCEVREPNKKSRIWLGTFLTAEIAARAHDVAAIALRGKSACLNFADSAWRLRIPETTCPK
DIQKAAAEAAVAFQAEINDTTTDHDFDVEETIVEAIFTEENNDGFYMDEEESMFGMPSLVA



SMAEGMLLPPPSVRFEHNYDFDGDADASLWSY*

>NtDREB2
MDIFRSYYSDTLTESSSLSENSSSSRNRANLSDEEVMLASNNPKKRAGRKKFRETRHATYRG
VRKRNSDRWVCEIRQPNKKSRIWLGTYPTAEMAARAHDVAAIALRGRSACLNFADSVWK
LHIPASADAKDIQRAAAEAAEAFGRPSESEEADSGTTPETPESSKLEFMDEEALFCMPGLLAN
MAEGLMLPPPHYVEVGDYVEAAADMPQWSYTM*

>NtDREB3
MEMCRSYYSDPLADSSSLSDSSSSCNRAIRSNEEVMLASNNPKKRAGRKKFRETRHPVYRG
VRKRNSGKWVSEVREPNKKSRIWLGTFPSAEMAARAHDVAAIALRGRSACLNFADSAWK
LPVPASSDAKNIQKAAAEAAEAFRSSEAENMPEYTGEDSKEVNTTPENMFYMDEEALFCM
PGLLANMAEGLMLPPPQCSQIGDDHMEADMPLWSYST*

>NtDREB4
MNIFGDHNFDPLIPTLSTSLLPAAESSTSSDSGSSGSTPNYSDEEVMLASNYPKKRAGRKKFR
ETRHPVYRGIRRRNSNKWVCEVREPNKKSRIWLGTFPTAEMAARAHDVAAIALRGRSACL
NFADSAWRLPIPTSAAAKDIQKATVEAAETFRPVESHRENFKEIIVDQVIQELVAELPDNVL
FMDEEALFCMPRLLVNMAEGLMLPPPQCIIDGYEMEADHADMSLWSY*

>AtCBF1
MNSFSAFSEMFEGSDYEPQGGDYCPTLATSCPKKPAGRKKFRETRHPIYRGVROQRNSGKWVS
EVREPNKKTRIWLGTFQTAEMAARAHDVAALALRGRSACLNFADSAWRLRIPESTCAKDI
QKAAAEAALAFQDETCDTTTTNHGLDMEETMVEAIYTPEQSEGAFYMDEETMFGMPTLL
DNMAEGMLLPPPSVQWNHNYDGEGDGDVSLWSY*

>AtCBF2
MNSFSAFSEMFGSDYESPVSSGGDYSPKLATSCPKKPAGRKKFRETRHPIYRGVRQRNSGK
WVCELREPNKKTRIWLGTFQTAEMAARAHDVAAIALRGRSACLNFADSAWRLRIPESTCA
KEIQKAAAEAALNFQDEMCHMTTDAHGLDMEETLVEAIYTPEQSQDAFYMDEEAMLGM
SSLLDNMAEGMLLPSPSVQWNYNFDVEGDDDVSLWSY*

>AtCBF3
MNSFSAFSEMFGSDYESSVSSGGDYIPTLASSCPKKPAGRKKFRETRHPITYRGVRRRNSGKW
VCEVREPNKKTRIWLGTFQTAEMAARAHDVAALALRGRSACLNFADSAWRLRIPESTCAK
DIQKAAAEAALAFQDEMCDATTDHGFDMEETLVEAIYTAEQSENAFYMHDEAMFEMPSL
LANMAEGMLLPLPSVQWNHNHEVDGDDDDVSLWSY*

>AtCBF4
MNPFYSTFPDSFLSISDHRSPVSDSSECSPKLASSCPKKRAGRKKFRETRHPIYRGVRQRNSG
KWVCEVREPNKKSRIWLGTFPTVEMAARAHDVAALALRGRSACLNFADSAWRLRIPETTC
PKEIQKAASEAAMAFQONETTTEGSKTAAEAEEAAGEGVREGERRAEEQNGGVFYMDDEA
LLGMPNFFENMAEGMLLPPPEVGWNHNDFDGVGDVSLWSFDE*

>AtCBF5
MENDDITVAEMKPKKRAGRRIFKETRHPIYRGVRRRDGDKWVCEVREPIHQRRVWLGTYP
TADMAARAHDVAVLALRGRSACLNFSDSAWRLPVPASTDPDTIRRTAAEAAEMFRPPEFS
TGITVLPSASEFDTSDEGVAGMMMRLAEEPLMSPPRSYIDMNTSVYVDEEMCYEDLSLWSY
>AtCBF6
MNNDDIILAEMRPKKRAGRRVFKETRHPVYRGIRRRNGDKWVCEVREPTHQRRIWLGTYP
TADMAARAHDVAVLALRGRSACLNFADSAWRLPVPESNDPDVIRRVAAEAAEMFRPVD



LESGITVLPCAGDDVDLGFGSGSGSGSGSEERNSSSYGFGDYEEVSTTMMRLAEGPLMSPPR
SYMEDMTPTNVYTEEEMCYEDMSLWSYRY*

>VrCBF1
MDSDHEEFSASSSSSSSRTNSNPSDSLLPLQCIGHKRKAGRKKFRETRHPIYRGVRQRNGNK
WVCEVREPLKKSRIWLGTFPTPEMAARAHDVAALALRGRFASLNFPDSAWRLXRPKSSSA
EDIQVAALEATKAFNPTAPSSSSLASALDNMSGVADSKKVLETSPNVESPKLKSQRMVLEV
SPVDTKRSEKVGDGSTPXFMDEEAMFNMQGLINSMAEGLLLTPPAMCKGFSWDDATDSHI
DLSLWNDD

>VrCBF2
MDLDRESSASSTSSPSRANPVSSDPRCPSRCIPHKXKTGRKKFRKTRHPIYRGVROQRNENKW
VSEVREPSKKSRIWLGTFPTPEMAARAHDVAALALRGHFASLNFPDSAWRLPRARSSSAGD
VQFAAIQAAKAFQQPPSSSSSTPFVXDNMSAGSRKILETSSVVDTPQLKSQKKVVGVSSVDS
KSXEKAGDGFPTAFVDEEAVFNMPGLIDSMAEGLLLTPPAMCEGFSWDDAVSHIDLSLWN
HDEFLS

>VrCBF3
MESERDQSSPSSSSSSSQTKCSISSSPVHKRKAGRKKFRETRHPVYRGVRORNGNRWVCEMR
DPKNKSRIWLGTFPTPEMAARAHDVAALAFRGDFAALNFPDSTSRLPRAKSSSAGDIRVAA
LAAAMAFRPAAPSSSSSYISHVTACSEELETSCSEDSPQLESRKKVVGVALEDSESSEGSPHGS
STVEMDEEALFNMPGLINSMAEGLLLAPPTMLGGFSWDDTTSYTDLSLWNDD

>VrCBF4
MNTTSPPYSDPHPLVCNWDSLNLPDSDGGSEELMLASTHPKKRAGRKKFRETRHPVYRGV
RRRNSGKWVCEVREPNKTSRIWLGTFPTAEMAARAHDVAALALRGRGACLNFADSAWR
LHVPSSRDAKDIQKAAAEAAEAFRPMENDGVMQDERREESEVRTPDNVFVMDEEDVFGM
PGLLVNMAEGLLMPPPHSVADGYGGDDMAADADMSLWSYSI

>PtCBF1
MLASRNPKKRAGRKKFRETRHPVYRGVRRRNSGKWVCEVREPNKKSRIWLGTFPTAEMA
ARAHDVAALALRGRSACLNFADSAWRLPVPASSEAKDIQKAAAEAAGGFRPEGCVGGEL
MRTGDEGEKAAETTAEAGEEVFYMDDEAVFGMPGLLANMAEGMLLPPPHCGGGGDGW
DNMENIDADMPLWSFSI

>PtCBF2
MDVECSYSDOQNPIGSMSLLSVLDEQECSYSSVLSDSSITSSVTKGVQPGAIFSDEEVILASRNP
KKRAGRKKFRETRHPVYRGVRRRNSGKWVCEVREPNKKSRIWLGTFPTADMAARAHDV
AALALRGRSACLNFADSAWRLPTPASSDAKDIQKAAAEAAEAFRPEGSLGVELTRTGDEV
EKVAGTAAGDVFYMDDDADFGMPGLLANIAEGMLLPPPNCCGYSGGDSLDNMENNDT
DMSLWSESV

>PtCBF3
MVMGGSNSFSPDKQESSLSSLLSDSSGSQQDSPSSNEKVLLATSRPKKRAGRRIFKETRHPIFR
GVRKRNGDKWVCELREPNKKSRIWLGTYPTPEMAARAHDVAALAFRGKSACLNFADSA
WRLPVPISNEAKDIRRAASEA AELFRTSDLGGQVMEDFRREDRGEVCSSTNDDIRDLPSENV
GYIDEEAEFNMPGLLASMAEGLLLSPPHYTGDWNDGEIDADWSLWSS

>PtCBF5
MEFENHSPSISSLRONLSCKPCNNPINYIYNLKQAQERPVTVLKKKKAGRKKFKETRHPVY
RGVRKRNGNKWVCEVREPNKKSRIWLGTFTSPEMAARAHDVAALALKGETATLNFPDSA
LILPRAKSSSAGDIRRAARDAVEAFIPSASLCSPPSPSHHKNFSCVTSSSKVLSPALSDLNPHE



KGIENVFKPSLIGMQGVEVYGKKALNDDPFSMVMMSCPNNCSEKVSHQPNALFFDEEALF
NMPGLLDSMAEGLILTPPVMQRGFNWDDMACSTDLTLWEED

>PtCBF6
MCLLCPTYVTSCEFMKNKAGRKKFKETRHPVYRGVRRRNGNKWVCEVREPNKKSRIWVGT
FKSPEMAARAHDVAALALKGELAALNFLDSALILPRAKSSSARDIQRAALAATEVLGRSAS
SCSSSSSPDHKKLSCVPNHSNATFFDEEALFNMPGLLDSMAEGLILTPPAMARGVYWDDM
ACSTDLTLWEDDYLDSQ



