Os MFT1

Os MFT2

AT MFT

PT MET

Os FT-L8
AT BFT

PT BFT

NT CET1

Bn TFL1-1
AT TFL1
Os_FDR2/RC
Os FDRI1

Os RCN3
Os_ RCN2

Am CEN

Le SP

NT CET2

NT CET4

AT ATC

PT CEN1

PT CEN2

Os FT-L9
Os FT-L7
Os FT/FT-L
Os FT-L6
AT TSF

AT FT

TA FT

Md FT

Le SP5G

Le SFT/SP3
PT FT1

PT FT2

Cm FTL1

Cm FTL2
Cmo FTL1
Cmo FTL2
Os_RFT1/FT
Os_Hd3A/FT
Os_FTL/FT-
Os FT-L11
Os FT-L10

40 * 60
GGUGEIRTTTG GTTCCATCCATCTCCARGA
GGIGEIRCCTG GTGCCGACGACGGCCANGT

ATCCCAACCGCCAATANGT
TGTCCCTGCTGTAAA GT
TCGCCGGAGGTGACGCHCC
TAATCCAAGTGTGAC GA
ACTCCTAGTGTIGAG GA
AGINCAGTIREOAACCCAAGTGTGAAACHNGA
TERATAATIRROACTCCAACAATTAAAAIGA
TERATTTCIpR®ACTCCAACAACTAAGAIGA
TE@NTACCIMNTAACCCATGCATGAAGAINGA
TE@NT TCANNCAACCCATGTACGAAGAINGA
GEINCAACINNCAACCCCACGGTGAAGAIGA
CIERCAACINOAACCCCACGGTGAAGAIGA
TEONTCATIMNTACCTCAACTGTTAAAAIGT
TERATTATIMEOTGTCCAAGTGTTAAGANGT
TERATTATIRMROCACTCCAAGTGTTAAGANGT
TERATTATIRMNCACTCCAAGTGTTAAGANGT
GEINCAATIGTTTGCAGGCAGTGAAAAIGA
TENT TATIMNCACTCCAAATGTGAAAAIGA
CleRTCATIRROACTGCAAATGTGAAAAIGA
AGINT CCAIMNTAGACCAACTATGCCCCHINTA
GEINCCACHINNOGGCGCGTCGGCGCTGCIGA
GEINCCCGMNeGTCACCACCGCTTCGCHTA
AGIACCCAIRKOAACAAATCAGCATCACICA
TERATCCTIRROACCGAGGTTGGTCTCTCTA

EATSEGCINGG
EACEleGCINGG

EATEETTINGG
ETEETCINT G GGUTEIRTATG

GG GEIRCCTG

G@RACCCCIREEACAAAGTCTATCTCCCICA
GERACCCCIREEACAAGATCTATCTCCCICA
C@INCTCGINNOTCGAGGTCCATCTCGANTA
CEINCTCCIEEACGAAGTCCATTTCGANTA
CEICTCCIpEETCGAGGTCCATCTCGANTA
CeINC TCGHNSACGAGGTCCATTTCCANTA
GEINT CCANNEGTCCGGATCACTAACCHCA
G@INCGCCIMEEGTCCGGAGCACCAACCHCA
GEICCCCIMEEGTGAGGAGGGTGGCGCIGC
AGINCCAARKT TCAAACTCAGTGCCTCHAA
GEINTCCCYNeATCAGCACCGTCGATCHCA
T gg GA gT T GA Ttc T

t gg g gT



Os MFT1

Os MFT2

AT MFT

PT MFT

Os FT-L8
AT BET

PT BFT

NT CET1

Bn TFL1-1
AT TFL1
Os_FDR2/RC
Os FDRI1

Os RCN3
Os_ RCN2

Am CEN

Le SP

NT CET2

NT CET4

AT ATC

PT CEN1

PT CEN2

Os FT-L9
Os_FT-L7
Os FT/FT-L
Os FT-L6
AT TSF

AT FT

TA _FT

Md FT

Le SP5G

Le SFT/SP3
PT FT1

PT FT2
Cm_FTL1
Cm_FTL2
Cmo FTL1
Cmo FTL2
Os_RFT1/FT
Os_Hd3A/FT
Os_FTL/FT-
Os FT-L11
Os FT-L10

*

CCGCC
GCGG|
CTAC
TTAT
GATG]
CACT
TACT

80 *
ACGGCGAC---IAGGGAC
TCGGGACC—---MAGGACC
TTGGCCCC---IAACAC
ATGGATCA---I\AGCATG
ACAACGGC---GTGCGGG
TCAATTCCAACECAATCG
ATAACTCCAACKRAACAAG
ACAACGGGAGCHAACAAG

100 *
CAGCEYACEECTGCCTCG
CACCIVACEECTGC

TAGCEVATEECTGT
CGTCIVACEECGAG

*

CGCC[ECCGACTA
CGTCECCGCCGC
CACC[ECAGTCAA
TTTGTCCGTGGA
GGCGEMGTCGGC

CCTCTC

131
131
131
131
128
134
134
134
131
131
134
134
134
134
134
134
134
134
134
134
134
131
131
131
131
131
131
131
131
131
131
131
131
131
131
131
131
131
131
131
131
134



140 * 160 * 180 *

Os_MFT1 : cceT@eccTCEiiccGCARC—----~ TCCGGCCGCCGCAACGACCHCHAFNECCHG : 192
Os MFT2 : GCCGOECGCCEMGCAGAIC——-——— [ECCGGCAGGGIICARCGAGCHCHTOGE T CIlGGHICAINEA : 192
AT MFT : TCCTeAA CALCAICTCGGGCCATTCCEAT--—--- GAGCHTHAGINGT CPiC NG ile : 192
PT MFT : CCCTeeCA GACCAMTTCTGGCCACTCTERC———-—- GAGCHGIAGNSTCHG : 192
Os_FT-L8 : GAGGEECAGCEMCENGGG——— === === === === — : : 156
AT BFT : TARGESTCGCEMTENGANC - - -GG TEECCARSATCHTCETTCCTHCHTENECTH : 198
PT BFT : ‘ TE/\GAPT - - -GG TElE TGAGERCAIGAEGACTGCAIA T/NGACH 198
NT CET1 : cE 198
Bn TFL1-1 195
AT TFL1 195
Os_FDR2/RC 198
Os_FDR1 198
Os_RCN3 198
Os_RCN2 198
Am CEN 198
Le SP 198
NT CET2 198
NT CET4 198
AT ATC 198
PT CEN1 198
PT CEN2 198
Os_FT-L9 195
Os_FT-L7 198
Os_FT/FT-L 195
Os_FT-L6 195
AT TSF 195
AT FT 195
TA FT 195
Md FT 195
Le SP5G 195
Le SFT/SP3 195
PT FT1 195
PT FT2 195
Cm_FTL1 195
Cm_FTL2 195
Cmo FTL1 195
Cmo_ FTL2 195
Os RFT1/FT 195
Os HdA3A/FT 195
Os_FTL/FT- 195
Os_FT-L11 195
Os_FT-L10 198



Os MFT1

Os MFT2

AT MFT

PT MET

Os FT-L8
AT BFT

PT BFT

NT CET1

Bn TFL1-1
AT TFL1
Os_FDR2/RC
Os FDRI1
Os_RCN3
Os_ RCN2

Am CEN

Le SP

NT CET2

NT CET4

AT ATC

PT CEN1

PT CEN2

Os FT-L9
Os FT-L7
Os FT/FT-L
Os FT-L6
AT TSF

AT FT

TA FT

Md FT

Le SP5G

Le SFT/SP3
PT FT1

PT FT2

Cm FTL1

Cm FTL2
Cmo FTL1
Cmo FTL2
Os_RFT1/FT
Os_Hd3A/FT
Os_FTL/FT-
Os FT-L11
Os FT-L10

CC GAtg CC g CC AG A CC

t ag GA

T CA Tgg T GT ac gA aT C

259
259
259
259
223
265
265
265
262
262
265
265
265
265
265
265
265
265
265
265
265
262
265
262
262
262
262
262
262
262
262
262
262
262
262
262
262
262
262
262
262
265



Os MFT1

Os MFT2

AT MFT

PT MET

Os FT-L8
AT BFT

PT BFT

NT CET1

Bn TFL1-1
AT TFL1
Os_FDR2/RC
Os FDRI1

Os RCN3
Os_ RCN2

Am CEN

Le SP

NT CET2

NT CET4

AT ATC

PT CEN1

PT CEN2

Os FT-L9
Os FT-L7
Os FT/FT-L
Os FT-L6
AT TSF

AT FT

TA FT

Md FT

Le SP5G

Le SFT/SP3
PT FT1

PT FT2

Cm FTL1

Cm FTL2
Cmo FTL1
Cmo FTL2
Os_RFT1/FT
Os_Hd3A/FT
Os_FTL/FT-
Os FT-L11
Os FT-L10

280

*

ATGCATCTAA
ATCCTTCTCA

GAGGCIK\AAATCCCTCAAG
GGGGCI\@AAACCCTACTCG

ATTCCTCG
ATGCTAC
ATGCTACG
ATGCTTCT
ATGCCTCT
ATGCCTCT
ATGCTTCC
ATTCCTC
ATTGCTCT
ATTGCTCG
ATTGCTCG
ATGTATC
ATGCCAC
ATGCCAC
GAGTCAAC
ATACGAGTAAA

* 320

GCEMGGAGHWACATGGGET
GGIGCCGIACATGGGG
ACINTCCAACATGG

CCITTCCATETTGGG
GGG TGCACEAGAGC]
AGIGAGAWATENGACG
TGIGAGCH¥AT AGECT

GACGGTGiee
GCCGGIGEeE
ACCAGTGElE
GCCGGIGieE
AGCGGCGEtE
GGTGGCGEE

CAGCEAALCEEAGTGATT(EE

326
326
326
326
290
332
332
332
329
329
332
332
332
332
332
332
332
332
332
332
332
329
332
329
329
329
329
329
329
329
329
329
329
329
329
329
329
329
329
329
329
332



Os MFT1

Os MFT2

AT MFT

PT MET

Os FT-L8
AT BFT

PT BFT

NT CET1

Bn TFL1-1
AT TFL1
Os_FDR2/RC
Os FDRI1

Os RCN3
Os_ RCN2

Am CEN

Le SP

NT CET2

NT CET4

AT ATC

PT CEN1

PT CEN2

Os FT-L9
Os FT-L7
Os FT/FT-L
Os FT-L6
AT TSF

AT FT

TA FT

Md FT

Le SP5G

Le SFT/SP3
PT FT1

PT FT2

Cm FTL1

Cm FTL2
Cmo FTL1
Cmo FTL2
Os_RFT1/FT
Os_Hd3A/FT
Os_FTL/FT-
Os FT-L11
Os FT-L10

* 380 * 400

GAAGGCGCECTTCGTGGACGGCGECECTGATGCEG
CCAG®NGARGGCGCEC—————— GTGGEGGCGCCG---C8G
CCGG@ARAACTCACCGGTGGGTCTGATGEHGCAG---CAG
CCAG@NGAAGATGCCGCTGGGGAGCATGGIMGGAA---CBA
GGCGGCGNGGACCAGCEG
CAAGETGIGAAGGCAGEG
CAAAGTGINGAGGGCGCOA
CAAAGAGHGAAA---COA
CGTGTTAAGTTC---COA

OQrPrar—aaa9a3r3Qr P rPor 3P

AT CA G T Tt

393
384
390
390
351
393
393
390
387
387
390
390
390
390
393
393
393
393
393
390
390
387
390
387
387
387
387
387
387
387
387
387
387
387
387
387
387
387
387
387
387
390



Os MFT1

Os MFT2

AT MFT

PT MFT

Os FT-L8
AT BET

PT BFT

NT CET1

Bn TFL1-1
AT TFL1
Os_FDR2/RC
Os FDRI1

Os RCN3
Os_ RCN2

Am CEN

Le SP

NT CET2

NT CET4

AT ATC

PT CEN1

PT CEN2

Os FT-L9
Os_FT-L7
Os FT/FT-L
Os FT-L6
AT TSF

AT FT

TA _FT

Md FT

Le SP5G

Le SFT/SP3
PT FT1

PT FT2
Cm_FTL1
Cm_FTL2
Cmo_ FTL1
Cmo_FTL2
Os_RFT1/FT
Os_Hd3A/FT
Os_FTL/FT-
Os_FT-L11
Os_FT-L10

* 440 * 460
FErAEAGCANICEGECcGTACCATCAGEICEECC
@NEGClECGCCpICE[CEACCGCCRCGRCOpNCEecT

AC[EAATGINIIC/E[@TEGACATTTCGATOIT(E[ETC

CETTCTCIATIRNSINAGNGT CEACTCIATE[@TECTCATT TGGACOIGEECC

@AECClECGGCIICE@CEACGACCACGCCOIC(EECG
AAGNGALACGCTINC TTTCTTACT T TGGT@MTTCTC
OO TAEAATGEYIC GAGARRATGGATHGEECC

GEaccarCA-----—---
AGCAATATT---ATTTCG

CCRATIRAA ABIGEICTGAG
‘TCﬁGTTCAﬂCACTCGTG"TTTGCGATCGAG 2

o TR A e CClECCCOpiC S CRACCAG
TCETTTCA‘ c

CCARINT AN TCEAGAGIITEMTCATGAG
“TTEAgCACG EGAARIRINTE[®T
T

ECGACHiICE®CECCTGCTACAGCOINCEECT
cereThie
OAAEAGATINITT®CECACTGTAT
GATCTEC
GATCTEC
cercThie
;EACC €AGACIYICE@CIEAGCTTTIAT
ATIRNINAGNCA A€ AGACIMINT(E®TAGGTTTCEC
TR A e A A A A TR T EBAAACTTTE
IO E A A A T TEAGGTCTHE
N IR O e AL GCACH TR TEAACTTTHC

ACHINNONA NG T CECCAGIMITE[®T
‘CTTCARCACC EGGACEINICE®C

g Tt gC g

451
451
448
448
409
451
451
448
451
448
448
448
448
448
457
451
451
451
451
448
448
445
448
445
445
445
445
445
445
454
445
445
445
445
445
445
445
445
445
445
445
448



* 480 * 500 * 520

Os MFT1 : CCAAC---C[Eccléccec : 507
Os MFT2 : | CCAAC---ClgCccleccec : 507
AT MFT : CTTCA---CECAEACEC : 504
PT MET : CAAAT---AAGAEGCEC : 504
Os FT-L8 : GCACCGGCGEccCleccec : 468
AT BET : | CTCCT---CEACEACET : 507
PT BFT : CTGCG---AEG G : 507
NT CET1 : : : 504
Bn TFL1-1 507
AT TFL1 504
Os_FDR2/RC 504
Os FDRI1 504
Os RCN3 504
Os_ RCN2 504
Am CEN 513
Le SP 507
NT CET2 507
NT CET4 507
AT ATC 507
PT CEN1 504
PT CEN2 504
Os FT-L9 501
Os_FT-L7 507
Os FT/FT-L 504
Os FT-L6 504
AT TSF 504
AT FT 504
TA FT 504
Md FT 504
Le SP5G 513
Le SFT/SP3 504
PT FT1 504
PT FT2 504
Cm_FTL1 504
Cm_FTL2 504
Cmo FTL1 504
Cmo_ FTL2 504
Os RFT1/FT 504
Os HA3A/FT 504
Os_FTL/FT- 504
Os FT-L11 504
Os FT-L10 507

cc gt gC gc gt t TtcAha cCA g ga g g G

Supplemental Figure 4: Nucleotide sequence alignment of 40 FT-TFL family members in
Angiosperms. The alignment is based on a protein sequence alignment generated using
Muscle 3.52. Amino acids highlighted in dark brown are 100% similar; in dark grey are at
least 80% similar; in light grey are at least 60% similar.





