Table S1. Homology matrix of some FT-like proteins in rice, soybean, barley, barrel clover, poplar and alfalfa.
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Homology matrix of FT-like proteins in the indicated species. Note: the bottom row listed the sequence homology of MsFTa with 32 FTs from the indicated plant species. The identity
with MtFTs was shaded, and the identity of Mt6g033040 with its paralogs was boxed. The lowest and highest identities with FTs from non-medicago species were underlined.



Table S2. Primers used in this study.

Name Sequence Note
5’-RACE 5’-ATCGTTTCCACCAACACTCACTCTGGG-3’
3’-RACE 5’-ATGGCTGGTAGCAGTAGGAATCCACTGG-3’

degenerate primer
degenerate primer
pBI-MsFTa -f
pBI-MsFTa -r
FT-GF

FT-GR

MsFTa -1
MsFTa -2
MsFTalG-f
MsFTalG-r

MsActin-1

5'-ATG(A/C/G)TGGTAG(T/C)AG(T/A)(A/C)(G/C)AA(T/C)CC-3’
5- T(C/IT)ATCTAAA(C/G)(C/G)T(T/C)CTTCCNCCAGA-3’

15 CCCGGGATGGCTGGTAGCAGTAGGAATCCA-3’

25" TCTAGATTATCTAAAGGTTCTTCC-3’
35'.CTCGAGATGGCTGGTAGCAGTAGGAATCCAC-3'

45" ACTAGTTCTAAAGGTTCTTCCGCCAGAGCCAC-3'

5’-TGTATCACCATGAGTCAAGACATTG-3’

5’-CAATGTCTTGACTCATGGTGATACA-3’
5’ -ATGGCTGGTAGCAGTAGGAATCCACT-3’

5" -TTATCTAAAGGTTCTTCCTCCAGAGCCACTC-3’

5’-CAAAAGATGGCAGATGCTGAGGAT-3’

Construction of a 35S::MsFTa ORF binary vector using Xbal-BamHI for

Arabidopsis transformation; also used in verification of transgenic plants.

Sub-cloning of MsFTa into a GFP fusion binary vector for transient expression

MsFTa-specific primers for RT-PCR

Amplification of genomic sequence of MsFTa

RT-PCR of Actin from alfalfa




MsActin-2

35S promoter-f
MsFT-3r
Actin-1

Actin-2

5’-CATGACACCAGTATGACGAGGTCG-3’
5’- CACTATCCTTCGCAAGACCC-3’ Verification of transgenic Arabidopsis using genomic DNA
5-TCTAAAGGTTCTTCCGCCAGAGCC-3’

5 -GAAGTCTTGTTCCAGCCCTCGTTTG -3'

RT-PCR of Actin2 (At3g18780) from Arabidopsis
5'—-GAACCACCGATCCAGACACTGTACT-3’

Underlined sequences are recognition sites for 1XXbal, 2Sma I, 3Xho I and “Spe I, respectively.
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TAAATTCAAGCAGAAAGATTGGTACGCAACAGGAAAGGAATATTTATCCATGACCTCTATCTTTCTTCT

ATAAATACCTCTAGCAATTGGTGGTTACCCTAAGACAAATTTGTGTATAAAAGTGTGAGAACTGAGAAC
CACATATGGCTGGTAGCAGTAGGAATCCACTGGCTGTAGGGCGTGTAATAGGGGATGTGATAGACTCCT

M A G S S R N P L AV G RV I G DV I D S
TTGAAAGTTCCATTCCTCTCCGAGTGACCTATGGTAATAAAGATGTGAATAATGGTTGTGAGCTCAAAC
F E 8 8 I P L RV T Y 6 NKDV NNGTCE L K

CTTCTCAAATTGGCAATCAACCCAGAGTGAGTGTTGGTGGAAACGATCTCAGAAACCTCTACACCCTAG
P S Q I G N Q P R V S V 6 GG NIDILI RNILYTTL

TTATGGTGGATCCTGATTCACCTAGCCCAAGTAACCCCACTTTTAAGGAGTACCTCCACTGGTTGGTGA
v M VvV D P D S P S P S NPTUF KE Y L HWL V

CTGATATTCCAGGAACCACTGAAGTCACTTTCGGTAATGAGGTTGTAAATTATGAAAGGCCACGACCCA
T DI PG TTEV T F GNE V V N Y ER P R P

CTTCGGGGATCCATCGTTTCGTGTTTGTCCTATTTCATCAACAATGTAGACAAAGGGTTTATGCTCCAG
T S 6 I H R F V F VL F HQQCRGQWRV Y AP

GATGGCGACAAAATTTCAACACAAGAGAATTTGCTGAACTCTACAATCTTGGATCACCTGTTGCTGCTG
G W R QN F N TR RE F A EL Y NLG S P V A A

TCTTCTTCAATTGTCAAAGGGAGAGTGGCTCTGGCGGAAGAACCTTTAGATAATTATTATATTAACTAT
vV F F N C Q R E 8 G 8 G GG R T F R *

ATTAAATTAAAATTAAAGTGGAAGCTTAGGGCTGGTTTGGTATCACAATGTATCACCATGAGTCAAGAC
ATTGTAATATCAAACATATGCGTAGTTAAGTTAGTTAGTAATTARAATACTGCAACACCCAAATAAAAGT
TAATTATATTTACATATACACATTATACACTCACACACGCCAAATTAATACACAATTGTAAAAGTAGCA
AATACTAAGTATAGATATGTGTGTCGTTTTATGTTTGTGTATGTATAATGTATCGTATATTATCATCAA
TCAATAAAGAGCTTCCCACTGCCCATTGATATATGTCAGAAAAAAAAAAAAAAAAAAAAAAAA

Figure S1. The full-length cDNA sequence of MsFTa and its encoding protein. The full-length cDNA
of MsFTa (GenBank: JF681135) with an open reading frame of 531-bp encoding 176 amino acid
residues.
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Figure S2. Feature prediction of the deduced MsFTa protein. (a). Prediction of the secondary structure
of MsFTa using LYON-GERLAND PBIL online software. The color lines denote the secondary
structures: helix (red), sheet (green), turn (blue) and coil (yellow). (b). Hydropholicity prediction of
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MsFTa using ScanProsite online software. Negative values indicate polar amino acids, while positive
values for nonpolar amino acids. ScanProsite analysis indicates that MsFTa is a hydrophilic protein.
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Figure S3. eFP Browser of AtFT (At1g65480) expression profile during Arabidopsis development.
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