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100 AT1G65480 = NP_176726 Q9SXZ2 AAB60904 BAA77838 AAF03936 AAL38819 AAM91747 FT (FLOWERING LOCUS T)/FT_ARATH Protein FLOWERING LOCUS T /Similar to Arabidopsis TFL1 (gb|U77674). /FT /flowering locus T /putative flowering signals mediating protein FT /pu
97

1WKP Arabidopsis thaliana TWKP 1WKP 1WKP D Chain D, Flowering Locus T (Ft) From Arabidopsis Thaliana/C Chain C, Flowering Locus T (Ft) From Arabidopsis Thaliana /B Chain B, Flowering Locus T (Ft) From Arabidopsis Thaliana /A Chain A, Flowering Locus T
100 —BAD93594 Arabidopsis thaliana protein of the phosphatidylethanolamine-binding protein (PEBP) family

-AT4G20370 = NP_193770 Q9S7R5 BAA77840 CAB45803 AAF03937 CAB79037 BAD93590 BAD93592 BAD93593 TSF (TWIN SISTER OF FT); phosphatidylethanolamine binding/TSF_ARATH Protein TWIN SISTER of FT (TFL1-like protein)/TSF /TFL1 like protein /twin sister of FT /
99 ABA96327 Oryza sativa (japonica cultivar-group) Phosphatidylethanolamine-binding protein
—EX96155 Oryza sativa (japonica cultivar-group) ABA92722 Phosphatidylethanolamine-binding protein, putative/Phosphatidylethanolamine-binding protein, putative
XP_472966 Oryza sativa (japonica cultivar-group) CAD41333 0J991113_30.17/0J991113_30.17
75 ABC33722 Lolium perenne FT3

49 1-AAW23034 Triticum aestivum flowering locus T
88 AAZ38709 Hordeum vulgare subsp. vulgare FT-like protein
2 NP_910470 Oryza sativa (japonica cultivar-group) BAB78479 BAB78480 BAC21277 BAD69428 FT-like protein/FT-like protein /FT-like protein /putative Hd3a /putative Hd3a
BAD73176 Oryza sativa NP_910473 Oryza sativa (japonica cultivar-group) BAB61027 Oryza sativa (indica cultivar-group) BAB61028 Oryza sativa (japonica cultivar-group) BAB61029 Oryza sativa (indica cultivar-group) BAB61030 Oryza sativa (japonica cultivar-group) BAC212
(japonica cultivar-group) 57 |- NP_913368 Oryza sativa (japonica cultivar-group) BAD73067 BAD81414 putative phophatidylethanolamine binding protein/putative SP3D /putative SP3D
putative terminal flower1 2f

+ 86

BAA77836 Citrus unshiu extensive homology to FT (FLOWERING LOCUS T, AB027504) and TSF (TWIN SISTER OF FT, AB027506) genes of Arabidopsis thaliana~similar to mammalian phophatidylethanolamine binding protein (PEBP) and hippocampal cholinergic neurosti
AAO31792 Lycopersicon esculentum SP3D

BADO08340 Malus x domestica flowering locus T like protein
BADO01612 Populus nigra BAD08338 flowering locus T/flowering locus T

BADO01561 Populus nigra BAD02372 AAS00056 Populus deltoides BAD08337 Populus nigra flowering locus T/flowering locus T /floweing locus T-like protein FT1 /flowering locus T
BADO01576 Populus nigra flowering locus T

BADO02371 Populus nigra BAD08336 flowering locus T/flowering locus T
58 BAD73176 Oryza sativa (japonica cultivar-group) putative terminal flower1
_l 93 | BAD53668 Oryza sativa (japonica cultivar-group) putative SP3D

BAD27710 Oryza sativa (japonica cultivar-group) putative flowering locus T

3p—BAA33420 Brassica oleracea BOTFL1-1
5p-BAA33421 Brassica oleracea BOTFL1-2
100 BAA33416 Brassica napus BNTFL1-2
AA33418 Brassica rapa BAA33419 BRTFL1-1/BRTFL1-2
99

AA33415 Brassica napus BAA33417 BNTFL1-1/BNTFL1-3
99 AAM27957 Arabidopsis lyrata terminal flower 1
_%;AAM27953 Arabidopsis thaliana terminal flower 1
T5G03840 = NP_196004 P93003 1TWKO 1WKO AAB41624 BAA20483 BAA20484 BAA20485 CAB85504 BAB08610 AAM27943 AAM27944 AAM27945 AAM27946 AAM27947 AAM27948 AAM27949 AAM27950 AAM27951 AAM27952 AAM27954 AAM27955 AAM27956 ABD60711 TFL1 (TERMINAL FLOWER 1); phos

96 BAD10970 Cydonia oblonga TFL1-like protein

BAD10971 Pseudocydonia sinensis TFL1-like protein
4 BAD10972 Eriobotrya japonica TFL1-like protein
[ 100 BAD10967 Malus x domestica BAD10968 Pyrus pyrifolia BAD10969 Pyrus communis TFL1-like protein/TFL1-like protein /TFL1-like protein
BAD10965 Pseudocydonia sinensis TFL1-like protein
3R-BAD10964 Cydonia oblonga TFL1-like protein
78 62llBAD10966 Eriobotrya japonica TFL1-like protein

BAD06418 Malus x domestica BAD10961 BAD10962 Pyrus pyrifolia BAD10963 Pyrus communis TFL1-like protein/TFL1-like protein /TFL1-like protein /TFL1-like protein

AAO31795 Lycopersicon esculentum SP9D
11 AARO04683 Citrus sinensis AAR04684 terminal flower/terminal flower

5 L|1P_472397 Oryza sativa (japonica cultivar-group) CAD40659 OSJNBa0073L04.4/0SJNBa0073L04.4
82 BAD28412 Oryza sativa (japonica cultivar-group) putative Cen-like protein

E@96 Oryza sativa ABA95827 Oryza sativa (japonica cultivar-group) Cen-like protein FDR1/Phosphatidylethanolamine-binding protein

AAG31808 Lolium perenne terminal flower 1-like protein

AAD42895 Oryza sativa AAX94844 Oryza sativa (japonica cultivar-group) ABA91511 Cen-like protein FDR2/Phosphatidylethanolamine-binding protein /Phosphatidylethanolamine-binding protein
63 AAQ20811 Pisum sativum late-flowering

81 99 AAQ93599 Lotus japonicus CEN/TFL1-like GTP-associated binding protein
B AAR03725 Pisum sativum TFL1a

100 r~CAI61980 Impatiens balsamina TERMINAL FLOWER 1 protein

LCAI61981 Impatiens balsamina CAI61982 TERMINAL FLOWER 1 protein/TERMINAL FLOWER 1 protein
BAE44112 Ipomoea nil CENTRORADIALIS homolog

CAJ44126 Misopates orontium centroradialis flower development regulation protein

7 CAI38702 Capsicum annuum AAZ66798 self-pruning protein/self-pruning-like protein
q 97 i082088 Lycopersicon esculentum AAC26161 SELFP_LYCES SELF-PRUNING protein/self-pruning protein
94 ABC24691 Solanum tuberosum terminal flower 1 protein

B3—QI9XH42 Nicotiana tabacum AAD43530 CET4_TOBAC CEN:-like protein 4/CEN-like protein 4
Q9XH43 Nicotiana tabacum AAD43529 CET2_TOBAC CEN-like protein 2/CEN-like protein 2

8p-CAC21564 Antirrhinum majus centroradialis
100 [HQOU Antirrhinum majus Q41261 1QOU 2206476A Antirrhinum sp. AAB36112 Antirrhinum CAC21563 Antirrhinum majus A Chain A, Cen (Centroradialis) Protein From Antirrhinum/CEN_ANTMA CENTRORADIALIS protein /B Chain B, Cen (Centroradialis) Protein From A
68
97 45

88

AT2G27550 = NP_180324 Q9ZNV5 AAC73043 BAA75933 BAA75931 BAA75932 AAL38687 AAM15187 AAM20165 ATC (ARABIDOPSIS THALIANA CENTRORADIALIS); phosphatidylethanolamine binding/CEN_ARATH Protein CENTRORADIALIS-like/similar to terminal flower /ATC /ATC /ATC /
AAMA46142 Vitis vinifera terminal flower-like protein 1

99 BAD22601 Populus nigra BAD22602 BAD22675 BAD22676 flowering locus T like protein/flowering locus T like protein /flowering locus T like protein /flowering locus T like protein
_@088444 Populus trichocarpa BAD01610 Populus nigra BAD01611 CEN-like protein 1/terminal flower 1 /terminal flower 1

BAD22599 Populus nigra BAD22600 terminal flower 1/terminal flower 1

Q9XH44 Nicotiana tabacum AAD43528 CET1_TOBAC CEN:-like protein 1/CEN-like protein 1
53 BADO08339 Populus nigra BAD27481 flowering locus T like protein/flowering locus T like protein

94 —

AT5G62040 = NP_201010 Q9FIT4 BAB10165 phosphatidylethanolamine binding/BFT_ARATH Protein BROTHER of FT and TFL1/CEN (centroradialis)-like phosphatidylethanolamine-binding protein-like
16 AAO31791 Lycopersicon esculentum SP2G

61 NP_908425 Oryza sativa (japonica cultivar-group) BAB39886 putative SP2G/putative SP2G
67 BAD45362 Oryza sativa (japonica cultivar-group) putative terminal flower 1

56 ABB90591 Aquilegia formosa terminal flower 1
51 _| 64 | BAD22677 Populus nigra ABC26020 Populus trichocarpa flowering locus T like protein/MFT-like protein
AT1G18100 = NP
¥

20

173250 Q9XFK7 AAD37380 AAF78390 AAF97827 AAG48769 E12A11; phosphatidylethanolamine binding/MFT_ARATH Protein MOTHER of FT and TF1/E12A11 protein /T10022.8 /Identical to E12A11 protein from Arabidopsis thaliana gb|AF147721 and contains
Smo_FT_103_1 Smo_FT 35 _1
80 Ppa FT 2 2 Ppa_FT_13_2
;T | P Ppa_FT_7_3 |:Ppa FT_22 1
Smo_FT_107_2
100 —Smo_FT_25_1
99 LSmo_FT_38_4

100 B —Smo_FT_1_2 Smo_FT_13_1
Bmo_FT 7_2

100

[ BAA96354 Dirofilaria immitis phosphatidyl-ethanolamine-binding protein
| 100 {CAE61964 Caenorhabditis briggsae Hypothetical protein CBG05964

LNP_502042 Caenorhabditis elegans CAA22258 Y69E1A.5/Hypothetical protein Y69E1A.5
NP_649642 Drosophila melanogaster AAG22206 AAY54839 CG17917-PA/CG17917-PA /IP08047p
L EAL28049 Drosophila pseudoobscura GA14723-PA

100

XP_313334 Anopheles gambiae str. PEST EAA08863 ENSANGP00000011846/ENSANGP00000011846
41 99 | EAL27859 Drosophila pseudoobscura GA20063-PA

NP_651050 Drosophila melanogaster AAF56003 AAL28255 CG7054-PA/CG7054-PA /GH14779p
—AAR10138 Drosophila yakuba similar to Drosophila melanogaster CG18594
INP_651051 Drosophila melanogaster AAF56004 AAM50954 CG18594-PA/CG18594-PA /LP12095p
60 EAL28048 Drosophila pseudoobscura GA10227-PA
I NP_649643 Drosophila melanogaster AAF54137 AAM29357 CG10298-PA/CG10298-PA /GH28351p
94 | NP_649644 Drosophila melanogaster AAF54136 AAL68202 CG17919-PA/CG17919-PA /GH14494p
EAL28047 Drosophila pseudoobscura GA14724-PA
—XP_309261 Anopheles gambiae str. PEST EAA04986 ENSANGP00000017996/ENSANGP00000017996

IXP_321000 Anopheles gambiae str. PEST EAA01596 ENSANGP00000019895/ENSANGP00000019895
10 100 r—AAO39754 Anopheles gambiae putative antennal carrier protein A5

AP_550759 Anopheles gambiae str. PEST EAL38489 ENSANGP00000027014/ENSANGP00000027014
4 AAP93925 Branchiostoma belcheri tsingtaunese phosphatidylethanolamine-binding protein

XP_784799 Strongylocentrotus purpuratus PREDICTED: similar to Phosphatidylethanolamine-Binding protein bovin like (24.1 kD) (51359)
6 P31729 Onchocerca volvulus OV16_ONCVO OV-16 antigen precursor

56 EAL32951 Drosophila pseudoobscura GA19416-PA
i|_| XP_319656 Anopheles gambiae str. PEST EAA14862 ENSANGP00000013993/ENSANGP00000013993

XP_392060 Apis mellifera XP_623194 PREDICTED: similar to CG6180-PA/PREDICTED: similar to CG6180-PA
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