Supplementary Table S2 (Ahn et al.)

Accession numbers and amino acid sequences of TFL1 and FT homologs.

TFL1 subfamily

>Cs TFL AY344245
MAARMLEPLAVGGVIGDVIESFTPSIKMSVTYDNKQVCNGHELFPSTVVSKPRVEIQGGDMRSFFTLVMTD
PDVPGPSDPYLREHLHWIVTDIPGTTDATFGRELVSYEIPRPNIGIHRFVFVLFKQTRRQTVNPPSSRDHF
NTRAFAAENDLGLPVAAVYFNAQRETAARRR

>Nt CET1 AF145259
MASRVVEPLVVARVIGEVVDSFNPSVKLNVIYNGSKQVFNGHELMPAVIAAKPRVEIGGEDMRSAYTLIMT
DPDVPGPSDPYLREHLHWIVTDIPGSTDSSFGREIVSYESPKPVIGIHRYVLLLYKQSGRQTVKPAATRDH
FNTRRYTAENGLGSPVAAVYFNAQRETAARRR

>Nt CET2 AF145260
MGSKMSDPLVIGRVIGEVVDYFTPSVKMSVTYNSSKHVYNGHELFPSSVTSKPRVEVHGGDLRSFFTMIMI
DPDVPGPSDPYLREHLHWIVTDIPGTTDCSFGKEIVGYEMPRPNIGIHRFVFLLFKQKKRQTVLTAPLSRD
RFNTRKFAEENELGSPVAAVFFNCQRETAARRR

>Nt CET4 AF145261
MGSKMSDPLVIGRVIGEVVDYFTPSVKMSVTYNSSKHVYNGHELFPSSVTSKPRVEVHGGDLRSFFTLIMI
DPDVPGPSDPYLREHLHWIVTDIPGTTDCSFGREIVGYEMPRPNIGIHRFVFLLFKQKKRQTLLSAPLSRD
RFNTRKFSEENELGSPVAAAFFNCQRETAARRR

>Nt CET5 AF145262
AVTIRPRVEVQGGDMRTFFTLVITDPDVPGPSDPYLREHVHWIVTDIPGTTDATFGKELVSYEIPRPNIGI
HRFVFVLFKQKCRQSVSPPTSRDHFNTRNFANVNDLGPPVAAVFFNA

>Le SP U84140
MASKMCEPLVIGRVIGEVVDYFCPSVKMSVVYNNNKHVYNGHEFFPSSVTSKPRVEVHGGDLRSFFTLIMI
DPDVPGPSDPYLREHLHWIVTDIPGTTDCSFGREVVGYEMPRPNIGIHRFVFLLFKQKKRQTISSAPVSRD
QF SSRKFSEENELGSPVAAVFFNCQRETAARRR

>Le SP9D AY186738
MARSLEPLIVGRVIGDVIDSFNPTIKMSITYNNKLVCNGHELFPSVVSSRPKVEVQGGDLRTFFTLVMTDP
DVPGPSDPYMREHLHWIITDIPGTTDATFGRELVSYETPRPNIGIHRFVFVLFKQKSRSSVSQPTSRDHFN
TRNFAQENNLEQPVTAVFFNAQRETAARRR

>Am CEN S81193
MAAKVSSDPLVIGRVIGDVVDHFTSTVKMSVIYNSNNSIKHVYNGHELFPSAVTSTPRVEVHGGDMRSFFT
LIMTDPDVPGPSDPYLREHLHWIVTDIPGTTDSSFGKEVVSYEMPRPNIGIHRFVFLLFKQKKRGQAMLSP
PVVCRDGFNTRKFTQENELGLPVAAVFFNCQRETAARRR

>Ej EJTFL1 AB162045
MTRALEPLVVGRVIGDVLDSFTATTKMSVTYNTKLVCNGLELFPSVVTAKPRVE IQGGDMRSFFTLVMTDP
DFPGPSDPYLREHLHWIVTDIPGTTDATFGREVVSYEMPRPNIGIHRFVFVLFKQNRRQSINTPSSRDHFS
TRSFAAENDLGLPVAAVYFNAQRETAARRR

>Md MATFL1 AB052994
MKRASEPLVVGRVIGDVLDSFTATTKMSVTYNTKLVCNGLELFPSVVTAKPRVEIQGGDMRSFFTLVMTDP
DFPGPSDPYLREHLHWIVTDIPGTTDATFGREVVSYEMPKPNIGIHRFVFVLFKONQRQSINTPSSRDHFS
TRSFAAENDLGLPVAAVYFNAQRETAARRR

>Pc PcTFL1 AB162042
MKRASEPLVVGRVIGDVLDSFTATTKMSVTYNTKLVCNGLELFPSVVTAKPRVEIQGGDMRSFFTLVMTDP
DFPGPSDPYLREHLHWIVTDIPGTTDATFGREVVSYEMPKPNIGIHRFVFVLFKONRRQSINTPSSRDHFS
TRSFAAENDLGLPVAAVYFNAQRETAARRR

>Pn PnFTL3b AB181240
MANLSDPLVVGRVIGDVIDYFTPNVKMTVTYNSNKQVYNGHELFPSAVTHKPKVEVHGGDMRSFFTLVMTD
PDVPGPSDPYLREHLHWIVTDIPGTTDATFGREVVNYEMPRPNIGIHRFVYLLFRQKGRQTVSTPSSRDKF
NTRKFAEENELDLPVAAVFFNAQRETAARRR

>Pn PnTFLlc AB104629
MAKMSEPLVVGRVIGDVIDHFTANVKMTVTYQSNRKQVFNGHELFPSAVTHKPKVEVHGGDMRSFFTLVMT
DPDVPGPSDPYLREHLHWIVTDIPGTTDATFGREVMNYEMPRPNIGIHRFVFLLFKQKGRQTVTTPASRDK
FNTRKFAEENELGLPVAAVFFNAQRETAARKR

>Pn PnFTLla AB181183
MAKMSEPLVVGRVIGDVIDHFTANVKMTVTYQSSRKQVFNGHELFPSAVTNKPKVEVHGGDMRSFFTLVMT
DPDVPGPSDPYLREHLHWIVTDIPGTTDATFGREVMNYEMPRPNIGIHRFVFLLFKQKGRQTVTTPASRDK
FNTRKFAEENELGLPVAAVFFNAQRETAARKR




>Lj CEN1 AY423715
MSKIMSTDPLVVGRVVGDVLDSFTTSMKLTVSFNNKQVFNGHEFFPSTINTKPKVDIGGGDMRSFFTLIMT
DPDVPGPSDPYLKEHLHWMVTDIPGTTDATFGKELVSYEIPKPNIGIHRFVFVLFKQKRRQCVSPPSSRDH
FNTRSFAAQNDLALPVAAVYFNAQRETAARRR

>Ps TFLla AY340579
MARMAQEPLIVGRVIGEVLDSFTTSMKMTVSYNKKQVFNGHEFFPSTINTKPKVEIDGADMRSFYTLVMTD
PDVPGPSDPYLREHLHWIVTDIPGTTDATFGKEIVSYEIPKPNIGIHRFVFVLFKQRARDSVRATPSSRDH
FNTRSFASONDLGLPVAAVYFNAQRETAARRR

>At TFL1 U77674
MENMGTRVIEPLIMGRVVGDVLDFFTPTTKMNVSYNKKQVSNGHELFPSSVSSKPRVEIHGGDLRSFFTLV
MIDPDVPGPSDPFLKEHLHWIVTNIPGTTDATFGKEVVSYELPRPSIGIHRFVFVLFRQKQRRVIFPNIPS
RDHFNTRKFAVEYDLGLPVAAVFFNAQRETAARKR

>At ATC AB024714
MARISSDPLMVGRVIGDVVDNCLQAVKMTVTYNSDKQVYNGHELFPSVVTYKPKVEVHGGDMRSFFTLVMT
DPDVPGPSDPYLREHLHWIVTDIPGTTDVSFGKEIIGYEMPRPNIGIHRFVYLLFKQTRRGSVVSVPSYRD
QFNTREFAHENDLGLPVAAVFFNCQRETAARRR

>0s FL cDNA TFL1 AK110622
MSRVLEPLVVGKVIGEVIDNFNPTVKMTATYSSNKQVFNGHELFPSAVVSKPRVEVQGGDLRSFFTLVMTD
PDVPGPSDPYLREHLHWIVTDIPGTTDASFGREVVSYESPKPNIGIHRFVLVLFKQKRRQAVTPPSSRDYF
STRRFAADNDLGLPVAAVYFNAQRETAARRR

>0s FDR1 AF159883
MSRSVEPLVVGRVIGEVIDSFNPCTKMIVTYNSNKLVFNGHEFYPSAVVSKPRVEVQGGDMRSFFTLVMTD
PDVPGPSDPYLREHLHWIVTDIPGTTDASFGREIISYESPKPSIGIHRFVFVLFKQKRRQAVVVPSSRDHF
NTRQFAEENELGLPVAAVYFNAQRETAARRR

>0s FDR2 AF159882
MSRSVEPLVVGRVIGEVLDTFNPCMKMIVTYNSNKLVFNGHELYPSAVVSKPRVEVQGGDLRSFFTLVMTD
PDVPGPSDPYLREHLHWIVTDIPGTTDASFGREVISYESPKPNIGIHRFIFVLFKQKRRQTVIVPSFRDHF
NTRRFAEENDLGLPVAAVYFNAQRETAARRR

>Lp TFL1 AF316419
MSRSVEPLIVGRVIGEVLDPFNPCVKMVATYNSNKLVFNGHELYPSAVVSKPRVEVQGGDLRSLFTLVMTD
PDVPGPSDPYLREHLHWIVSNIPGTTDASFGGEVMSYESPKPNIGIHRFIFVLFKQKRRQTVSVPSFRDHF
NTRQFAVDNDLGLPVAAVYFNCQRETAARRR

>Ta FDR1 AJ577366
VTYSSNKQVFNGHEFFPSAVVSKPRIEVQGGDMRSFFTLVMTDPDVPGPSDPYLREHLHWIVSDIPGTTDA
SFGREVVSYESPKPNIGIHRFTFVLFQOKKRQAMNPPSTRDYFNTRRFANENDLGLPVAAVYFNAQRETAA
RRR




FT subfamily

>Cu CiFT AB027456
MSSRERDPLIVGRVVGDVLDNFTRTIPMRITYSNKDVNNGRELKPSEVLNQPRAEIGGDDLRTFYTLVMVD
PDAPSPSDPSLREYLHWLVTDIPATTGASFGQEIVNYESPRPTMGIHRFVFVLFROQLGRQTVYAPGWRQONF
STRDFAELYNLGPPVAAVYFNCQRESGSGGRPVRR

>Le SP3D AY186735
MPRERDPLVVGRVVGDVLDPFTRTIGLRVIYRDREVNNGCELRPSQVINQPRVEVGGDDLRTFFTLVMVDP
DAPSPSDPNLREYLHWLVTDIPATTGSSFGQEIVSYESPRPSMGIHRFVFVLFROQLGRQTVYAPGWRONFN
TRDFAELYNLGLPVAAVYFNCQRESGSGGRRRSAD

>Le SP6A AY186737
MPRVDPLIVGRVIGEVLDPFTRSVDLRVVYNNREVNNACVLKPSQVVMQPKVYIGGDDLRTFYTLIMVDPD
APSPSNPNLREYLHWLVTDIPATTDTRFGNEIVCYENPTPTMGIHRFVLVLFRQLGRETVYPPGWRONF

>Md AB161112
MPRDRDPLVVGRVVGDVLDPFTRSVSLRVTYGTKEVNNGCELKPSEVVQQPRADIGGDDLRTFYTLVMVDP
DAPSPSDPNLKEYLHWLVTDIPATTAASFGQEIVCYESPRPTVGIHRFVLVVFROQLGRQTVYAPGWRONFN
TRDFAELYNLGLPVSVVYFNCQREGGSGGRRR

>Pn PnFTlb AB161109
MPRDREPLSVGRVIGDVLDPFTRSISLRVNYNSREVNNGCELKPSHVVNQPRVDIGGEDLRTFYTLVMVDP
DAPSPSNPNLREYLHWLVTDIPATTGANFGQEVMCYESPRPTAGIHRFVFVLFROQLGRQTVYAPGWRONFN
TRDFAELYNLGSPVAAVYFNCQRESGSGGRRP

>Pn PnFT2c AB110613
MPRDREPLSVGRVIGDVLDPFTRSISLRVNYNSREVNNGCELKPSHVVNQPRVDIGGEDLRTFYTLVMVDP
DAPSPSNPNLREYLHWLVTDIPATTGANFGQEVVCYESPRPTAGIHRFVFVLFROQLGRQTVYPPGWRQNFN
TRDFAELYNLGSPVAAVYFNCQRESGSGGRRP

>At FT AF152096
MSINIRDPLIVSRVVGDVLDPFNRSITLKVTYGQREVTNGLDLRPSQVQONKPRVEIGGEDLRNFYTLVMVD
PDVPSPSNPHLREYLHWLVTDIPATTGTTFGNEIVCYENPSPTAGIHRVVFILFRQLGRQTVYAPGWRQONF
NTREFAEIYNLGLPVAAVFYNCQRESGCGGRRL

>At TSF AF152907
MSLSRRDPLVVGSVVGDVLDPFTRLVSLKVTYGHREVTNGLDLRPSQVLNKPIVEIGGDDFRNFYTLVMVD
PDVPSPSNPHOQREYLHWLVTDIPATTGNAFGNEVVCYESPRPPSGIHRIVLVLFRQLGRQTVYAPGWRQQF
NTREFAEIYNLGLPVAASYFNCQRENGCGGRRT

>0s HA3A AB052941
MAGSGRDRDPLVVGRVVGDVLDAFVRSTNLKVTYGSKTVSNGCELKPSMVTHQPRVEVGGNDMRTFYTLVM
VDPDAPSPSDPNLREYLHWLVTDIPGTTAASFGQEVMCYESPRPTMGIHRLVFVLFQQLGRQTVYAPGWRQ
NFNTKDFAELYNLGSPVAAVYFNCQREAGSGGRRVYN

>0s FL cDNA FT AK072979
MSGRGRGDPLVLGRVVGDVVDPFVRRVALRVAYGAREVANGCELRPSAVADQPRVAVGGPDMRTFYTLVMV
DPDAPSPSDPNLREYLHWLVTDIPATTGVSFGTEVVCYESPRPVLGIHRLVFLLFEQLGRQTVYAPGWRQN
FSTRDFAELYNLGLPVAAVYFNCQRESGTGGRRM

>Ta Hd3a TAE577367
MAGRDRDPLVVGRVVGDVLDPFIRTTNLRVTFGNRTVSNGCELKPSMVAQQPRVEVGGNEMRTFYTLVMVD
PDAPSPSDPNLREYLHWLVTDIPGTTGASFGQEVMCYESPRPTMGIHRFVLVLFLQLGRQTVYAPGWRQNF
NTRDFAELY

>Ta FL cDNA FT BT009051
MHAQRGDPLVVGRVIGDVVDPFVRRVALRVGYASRDVANGCELRPSATIADPPRVEVGGPDMRTFYTLVMVD
PDAPSPSDPSLREYLHWLVTDIPATTGVSFGTEVVCYEGPRPVLGIHRLVFLLFQQOLGRQTVYAPGWRQONF
STRDFAELYNLGLPVAAVYFNCQRETGTGGRRM

>Zm partial FT AY111549
MAGRDREPXXXXXXXXDVLDPFVRTTNLRVSYGARTVSNGCELKPSMVVHQPRVEVXXPDMRTFYTLVMVD
PDAPSPSDPNLREYLHWLVTDIPGTTGAAFGQEVICYESPRPTMGIHRFVLVLFQOLGRQTVYAPGWRONF
NTRDFAELYXXXXXXXXXXFNCOREAGSXXRR




BFT and MFT subfamily

>Le SP5G AY186736
MPRDPLIVSGVVGDVVDPFTRCVDFGVVYNNRVVYNGCSLRPSQVVNQPRVDIDGDDLRTFYTLIMVDPDA
PNPSNPNLREYLHWLVTDIPAATGATFGNEVVGYESPRPSMGIHRYIFVLYRQLGCDAIDAPDIIDSRONF
NTRDFARFHNLGLPVAAVYFNCNREGGTGGRRL

>Le SP2G AY186734
METSARSVDPLVVGKVIGDVLDMFVPVVDFTVEYASKQISNNGVEIKPAEAAQKPRVHIKGSLHSNNLYTL
VMADPDAPSPSEPTFREWLHWIVTDIPEGGDASQGREMVEYMGPKPPAGIHRYVFTLFRQKEAEQVPHKPP
OGRSNFKTRQFASDNGLDLPVAALYFNSQKEHAAHH

>Pn AB181241
MAASVDPLVVGRVIGDVVDMFVPAVKMSVYYGSKHVSNGCDIKPSLSVDPPKVTISGHSDELYTLVMTDPD
APSPSEPRMREWVHWIVADIPGGTNPTRGKEILSYVGPRPPVGIHRYILVLFQQKMPLGSMVEPPONRSHF
NTRLYAAHLDLGLPVATVYFNAQKEPANKRR

>At BFT NM_125597
MSREIEPLIVGRVIGDVLEMFNPSVTMRVTFNSNTIVSNGHELAPSLLLSKPRVEIGGQDLRSFFTLIMMD
PDAPSPSNPYMREYLHWMVTDIPGTTDASFGREIVRYETPKPVAGIHRYVFALFKQRGRQAVKAAPETREC
FNTNAFSSYFGLSQPVAAVYFNAQRETAPRRRPSY

>At MFT AF147721
MAASVDPLVVGRVIGDVLDMFIPTANMSVYFGPKHITNGCEIKPSTAVNPPKVNISGHSDELYTLVMTDPD
APSPSEPNMREWVHWIVVDIPGGTNPSRGKEILPYMEPRPPVGIHRYILVLFRONSPVGLMVQQPPSRANF
STRMFAGHFDLGLPVATVYFNAQKEPASRRR

>0s FL cDNA MFT AK107056
MASHVDPLVVGRVIGDVVDLFVPTTAMSVRFGTKDLTNGCEIKPSVAAAPPAVQIAGRVNELFALVMTDPD
APSPSEPTMREWLHWLVVNIPGGTDPSQGDVVVPYMGPRPPVGIHRYVMVLFQQKARVAAPPPDEDAARAR
FSTRAFADRHDLGLPVAALYFNAQKEPATRRRRY

>Ta FL cDNA MFT BT008995
MAAHVDPLVVGRVIGDVVDMFVPTMPVTVRFGTKDLTNGCEIKPSIADAAPSIQIAGRAGDLFTLVMTDPD
APSPSEPTMKEWLHWLVVNIPGGSDPSQGEEVVPYMGPKPPLGIHRYVLVLFQQKARVLAPAPGGDTAASA
MRARFSTRAFAERHDLGLPVAAMYFNAQKEPANRRRRY

>7m Contig425 MFT BT016592
MAAAHVDPLVVGRVIGDVVDLFVPTVAVSARFGAKDLTNGCEIKPSVAAAAPAVLIAGRANDLFTLVMTDP
DAPSPSEPTMRELLHWLVVNIPGGADASQGGETVVPYVPPRPPVGIHRYVLVVYQQKARVTAPPSLAPATE
ATRARFSNRAFADRHDLGLPVAAMFFNAQKETASRRRHY

Amino acid sequences are given in FASTA format. Species abbreviation: Am, Antirrhinum
majus, At, Arabidopsis thaliana, Cs, Citrus sinensis, Cu, Citrus unshiu, Ej, Eriobotrya
Japonica, Le, Lycopersicon esculentum, Lj Lotus japonicus, Lp, Lolium perenne, Md, Malus
domestica, Nt, Nicotiana tabacum, Pc, Pyrus communis, Pn, Populus nigra, Ps, Pisum
sativum, Os, Oryza sativa, Ta, Triticum aestivum, Zm, Zea mays

The following TFL1 homologs have been confirmed as having the same in vivo
activity as Arabidopsis TFL1: Am CEN (Bradley et al, 1996), Le SP (Pnueli et al, 1998), At
TFL1 (Bradley et al, 1997), Lp CEN (Jensen et al, 2001), At ATC (Mimida et al, 2001), Os
RCN1 and RCN2 (=FDR1 and FDR2) (Nakagawa et al, 2002), Ps TFL1a (Foucher et al,
2003), Cs TFL1 (Pillitteri et al, 2004).

The following FT homologs have been confirmed in vivo as having the same

activity as Arabidopsis FT: At FT (Kardailsky et al, 1999; Kobayashi et al, 1999), Os Hd3a




(Kojima et al, 2002), At TSF (Michaels et al, 2005)
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