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Classical genetic analysis has revealed that the determinate habit of soybean (Glycine max) is controlled by a recessive allele at
the determinate stem (Dt1) locus. To dissect the molecular basis of the determinate habit, we isolated two orthologs of pea
(Pisum sativum) TERMINAL FLOWER1a, GmTFL1a and GmTFL1b, from the soybean genome. Mapping analysis indicated that
GmTFL1b is a candidate for Dt1. Despite their high amino acid identity, the two genes had different transcriptional profiles.
GmTFL1b was expressed in the root and shoot apical meristems (SAMs), whereas GmTFL1awas mainly expressed in immature
seed. The GmTFL1b transcript accumulated in the SAMs during early vegetative growth in both the determinate and
indeterminate lines but thereafter was abruptly lost in the determinate line. Introduction of the genomic region of GmTFL1b
from the indeterminate line complemented the stem growth habit in the determinate line: more nodes were produced, and
flowering in the terminal raceme was delayed. The identity between Dt1 and GmTFL1b was also confirmed with a virus-
induced gene silencing experiment. Taken together, our data suggest that Dt1 encodes the GmTFL1b protein and that the stem
growth habit is determined by the variation of this gene. The dt1 allele may condition the determinate habit via the earlier loss
in GmTFL1b expression concomitant with floral induction, although it functions normally under the noninductive phase of
flowering. An association test of DNA polymorphisms with the stem growth habit among 16 cultivars suggested that a single
amino acid substitution in exon 4 determines the fate of the SAM after floral induction.

The transition from vegetative to reproductive
phases at the shoot apical meristem (SAM) is controlled
by the interaction of positive and negative regulators,
such as LEAFY (LFY), APETALA1 (AP1), and TERMI-
NAL FLOWER1 (TFL1; for review, see Benlloch et al.,
2007). LFY and AP1 are the main promoters of floral
meristem identity and encode transcription factors;
both are expressed throughout the young floral mer-
istem from the earliest stages of development, and

after the onset of LFY expression, AP1 is expressed in
these meristems (Mandel et al., 1992; Weigel et al.,
1992; Maizel et al., 2005). The role played by TFL1 in
floral initiation is the opposite of that of LFY and AP1.
The Arabidopsis (Arabidopsis thaliana) tfl1 loss-of-function
mutants flower early, and the SAM is converted into a
terminal flower (Shannon and Meeks-Wagner, 1991;
Schultz and Haughn, 1993). Constitutive expression
of TFL1 driven by the cauliflower mosaic virus 35S
promoter greatly extends the duration of all develop-
mental phases (Ratcliffe et al., 1998). The TFL1 gene in
Arabidopsis maintains indeterminate growth of the
SAM by delaying the up-regulation of floral meristem
identity genes (Ratcliffe et al., 1998).

TFL1 is homologous to phosphatidylethanolamine-
binding proteins that play diverse roles related to
signaling pathways controlling growth and differenti-
ation (for review, see Benlloch et al., 2007). TFL1
belongs to a small gene family, one of whose members,
FLOWERING LOCUS T (FT), is also a regulator of
flowering time. However, FT acts in an opposite man-
ner to TFL1; FT promotes flowering and conversion of
the SAM to a flower (Kardailsky et al., 1999; Kobayashi
et al., 1999). The structures of the TFL1 and FT proteins
are very similar; the predicted polypeptides encoded
by the Arabidopsis FT and TFL1 genes are 175 and 177
amino acids long, respectively, with differences in only

1 This work was supported by Grants-in-Aid for Scientific Re-
search from the Ministry of Education, Culture, Sports, Science, and
Technology of Japan, by the National Natural Science Foundation of
China (grant no. 30971813 to B.L.), and by the OneHundred Talented
People program of the Chinese Academy of Sciences (grant no.
KZCX2–YW–BR–11).

2 These authors contributed equally to the article.
3 Present address: National Institute of Agrobiological Sciences,

2-1-2 Kannondai, Tsukuba, Ibaraki 305–8602, Japan.
* Corresponding author; e-mail jabe@res.agr.hokudai.ac.jp.
The author responsible for distribution of materials integral to the

findings presented in this article in accordance with the policy
described in the Instructions for Authors (www.plantphysiol.org) is:
Jun Abe (jabe@res.agr.hokudai.ac.jp).

[W] The online version of this article contains Web-only data.
[OA] Open Access articles can be viewed online without a sub-

scription.
www.plantphysiol.org/cgi/doi/10.1104/pp.109.150607

198 Plant Physiology�, May 2010, Vol. 153, pp. 198–210, www.plantphysiol.org � 2010 American Society of Plant Biologists



39 residues from nonconservative changes, including
substitutions and insertions/deletions (Ahn et al.,
2006). Based on the results of swapping experiments
of single amino acids and discrete domains between
Arabidopsis TFL1 and FT, the amino acid substitution
from His to Tyr at residue 88 in TFL1 (residue 85 in FT)
in the ligand-binding pocket and different segments in
exon 4 of both genes were found to be responsible for
their differential bindings to interactors, resulting in
opposite activities for TFL1 and FT (Hanzawa et al.,
2005; Ahn et al., 2006).
CENTRORADIALIS (CEN) is an Antirrhinum TFL1

ortholog (Bradley et al., 1996). As with tfl1 mutants,
recessive mutations in the CEN gene result in the
conversion of the normally indeterminate inflores-
cence to a determinate condition. However, the time
to flowering is not affected in the cen mutants in
contrast to the tfl1 mutants (Bradley et al., 1996, 1997).
Both TFL1 and CEN are expressed in the subapical
region of the shoot meristem; TFL1 is expressed both in
vegetative and inflorescence shoot meristems, whereas
CEN is only expressed in the inflorescence meristem
(Bradley et al., 1996, 1997). The absence of CEN ex-
pression in the apex before the floral transition could
explain why the cen mutations do not affect flowering
time. This additional function of Arabidopsis TFL1
correlates with its expression during the vegetative
phase, when it delays the commitment of plants to
form an inflorescence; the early flowering in the tfl1
mutants is thus a result of an earlier commitment to
form floral meristems (Bradley et al., 1997). On the
other hand, the most likely Arabidopsis ortholog of
CEN is not TFL1 but the ATC gene (Arabidopsis CEN
homolog), another member of the TFL1 clade (Mimida
et al., 2001). However, while ATC can functionally
substitute for TFL1, as suggested by its ability to
complement the tfl1 mutant phenotype when consti-
tutively expressed, ATC loss-of-function mutations do
not result in any obvious phenotype, indicating that
ATC could be involved in a function other than inflo-
rescence identity (Mimida et al., 2001).
The homologues of Arabidopsis TFL1/Antirrhium

CEN have been isolated and their functions have been
characterized in many plant species (for review, see
Benlloch et al., 2007). Pea (Pisum sativum) contains at
least three TFL1/CEN homologues (Foucher et al.,
2003). No function has been assigned to PsTFL1b, a
likely ortholog of CEN, while PsTFL1a and PsTFL1c are
most closely related to Arabidopsis TFL1 and probably
have functions identical to those conferred by Arabi-
dopsis TFL1 when the functions of these genes are
combined. Mutations in PsTFL1a, also known as DE-
TERMINATE (DET), cause the determination of the
main apex without affecting flowering time, in a
manner similar to that in cen mutants of Antirrhinum.
On the other hand, mutations in PsTFL1c, also known
as LATE FLOWERING (LF), cause early flowering
without affecting determination. Similar to CEN,
DET is expressed in the shoot apex only after the floral
transition, while LF expression is also observed in the

vegetative apex. Therefore, in pea, the two functions of
the Arabidopsis TFL1 gene, flowering time and apex
determinacy, seem to be controlled by two different
genes (Benlloch et al., 2007).

Soybean (Glycine max) also possesses two types of
stem growth habits like pea. One type is the indeter-
minate stem, in which the terminal bud continues the
vegetative activity of SAM during most of the growing
season; the inflorescences of this type are axillary
racemes (Carlson and Lersten, 1987). The second type
is the determinate stem, inwhich the vegetative activity
of SAM ceases when it becomes an inflorescence; this
type has both axillary racemes and a terminal raceme.

The stem growth habit influences various agronom-
ical traits. Determinate plant lines, for example, gen-
erally reach much shorter heights with increased
lodging resistance and have lower lowest-pod heights
and more main stem branches per plant than do
indeterminate cultivars of similar maturities (Bernard,
1972; Foley et al., 1986; Ablett et al., 1989; Ouattara and
Weaver, 1994; Robinson and Wilcox, 1998; Kilgore-
Norquest and Sneller, 2000). The determinate lines also
have shorter flowering and reproductive periods than
do the indeterminate lines of similar maturities, al-
though the difference in time to flowering is trivial
(Bernard, 1972; Ouattara and Weaver, 1994; Kilgore-
Norquest and Sneller, 2000).

Two genes, Dt1 and Dt2, affect stem termination in
soybean (Bernard, 1972). A recessive allele, dt1, and a
dominant allele, Dt2, hasten the termination of apical
stem growth, which decreases both plant height and
number of nodes. Of these, dt1 has a much greater
effect. Bernard (1972) also observed an intermediate,
semideterminate phenotype distinct from both the
indeterminate and determinate phenotypes in hybrid
populations between the indeterminate and determi-
nate lines. Those semideterminate plants segregated
for the indeterminate and the determinate habits,
indicating that Dt1 behaved as a partially dominant
gene in the genetic background tested (Bernard, 1972).
Another recessive allele, dt1-t, also affects plant phe-
notype much like the dt1 allele, but it significantly
delays stem termination (Thompson et al., 1997). De-
spite the agronomical importance of stem growth habit
for soybean production, our knowledge about this
habit is still limited.

In this study, we isolated the TFL1 orthologs from the
soybean genome to better understand the mechanisms
underlying stem termination and floral initiation in
soybean. We here show that a TFL1 ortholog is the Dt1
gene that controls stem growth habit in soybean.

RESULTS

Stem Morphology in Near-Isogenic Lines for the
Dt1 Locus

The stem morphology and plant architecture of
near-isogenic lines (NILs) for the Dt1 locus, #6-22Dt1

Soybean Determinate Growth Habit Is Controlled by TFL1

Plant Physiol. Vol. 153, 2010 199



(indeterminate) and #6-22dt1 (determinate), are pre-
sented in Figure 1. These NILs were developed from
the progeny of the residual heterozygous line (RHL)
#6-22, which was derived from a cross between deter-
minate cv Misuzudaizu (MI) and indeterminate cv
Moshidou Gong 503 (MO). Determinate line #6-22dt1
produced a terminal raceme with a few flower buds at
the tip of the main stem (Fig. 1A), whereas indetermi-
nate line #6-22Dt1 formed a cluster of axillary racemes
surrounded by unexpanded leaflets (Fig. 1B). These
two lines differ markedly in their plant architecture at
maturity when grown outdoors: the determinate NIL
was short with fewer nodes because stem growth
terminated after flowering, whereas the indeterminate
NIL was tall and produced more nodes (Fig. 1C).

Isolation of Soybean TFL1 Orthologs

Pea contains at least three TFL1/CEN homologues,
of which PsTFL1a controls the determination of the
main apex (Foucher et al., 2003). To isolate orthologs of
TFL1 from the soybean genome, we screened for
soybean ESTs deposited in the GenBank/EMBL/
DDBJ databases with the predicted amino acid se-

quence of PsTFL1a. PCR using primers designed based
on the detected soybean ESTsequence (AX478027) was
performed to survey a bacterial artificial chromosome
(BAC) library developed from MI. We detected a
positive BAC clone (GMJMiB384F11), which contained
a homolog of the EST sequence. By a primer-walking
method, we identified a sequence of 4,216 bp contain-
ing a soybean TFL1 ortholog. On the other hand, the
PCR with the same primer pair and subsequent se-
quence analysis for genomic DNAs of the determinate
breeding line TK780 (TK) and the indeterminate
wild soybean (Glycine soja) line Hidaka 4 (H4) iden-
tified two TFL1 orthologs, designated GmTFL1a and
GmTFL1b.GmTFL1a corresponded to the ESTsequence
AX478027, andGmTFL1bwas identical to the sequence
of the TFL1 ortholog embedded in the BAC clone.
Flanking sequences for GmTFL1a in TK and H4 were
determined using a genome-walking technique com-
posed of ligation of restriction enzyme-digested DNA
to adaptors followed by amplification with nested
PCR using adaptor-specific and gene-specific primers.
The genome-walking approach successfully amplified
fragments for the 5# and 3# regions of GmTFL1a when
applied to the PvuII-digested DNA library and the
DraI-digested DNA library, respectively. After se-
quencing the amplified fragments, we finally obtained
contigs of 3,501 bp containing the entire gene region of
GmTFL1a. The cDNAs of both GmTFL1a and GmTFL1b
were also isolated by reverse transcriptase-mediated
(RT)-PCR using RNA extracted from stem tips of
indeterminate NIL #6-22Dt1. Comparisons between
genomic DNA and cDNA sequences revealed that the
GmTFL1a and GmTFL1b genes are both composed of
four exons (Fig. 2A), as in the TFL1 genes of other plant
species, and are predicted to encode sequences with
173 amino acids (Fig. 2B). The multiple alignment of
the predicted amino acid sequences of GmTFL1a,
GmTFL1b, Arabidopsis TFL1 (Bradley et al., 1997),
Arabidopsis ATC (Mimida et al., 2001), Antirrhinum
majus CEN (Bradley et al., 1996), pea PsTFL1a (Foucher
et al., 2003), and Lotus japonicus LjCEN/TFL1 (Guo
et al., 2006) is presented in Figure 2B. GmTFL1a and
GmTFL1b differed in five amino acids and had high
similarities to PsTFL1a (85.2% for GmTFL1a and 85.8%
for GmTFL1b), LjCEN/TFL1 (86.5% for both GmTFL1a
and GmTFL1b), and Arabidopsis TFL1 (75.1% for
GmTFL1a and 76.3% for GmTFL1b). A recent origin
of GmTFL1a and GmTFL1b is suggested by a phylo-
genetic tree constructed using a neighbor-joining
method (Fig. 2C).

Genetic Mapping Suggests That GmTFL1b May Be a
Candidate for Dt1

GmTFL1a andGmTFL1bweremapped onto a genetic
map that was constructed using recombinant inbred
lines (RILs) derived from a cross between TK and H4
(Liu et al., 2007). We developed molecular markers
for GmTFL1a (Supplemental Fig. S1A) and GmTFL1b
(Supplemental Fig. S1B), which were used to map

Figure 1. Morphology of the top of stems and plant architecture in
determinate and indeterminate soybean NILs. A, Determinate NIL #6-
22dt1 (dt1/dt1). A terminal raceme with a few flower buds (arrow) was
produced at the tip of the main stem. B, Indeterminate NIL #6-22Dt1
(Dt1/Dt1). A cluster of axillary racemes (arrow) was surrounded by
unexpanded leaflets. C, Plant morphology at maturity in the progeny of
RHL #6-22. The #6-22dt1 (dt1/dt1) plants were short with a few nodes
because of stem termination after stage R1, whereas #6-22Dt1 (Dt1/
Dt1) plants were tall and produced more nodes. Plants with interme-
diate phenotypes were estimated to be heterozygous for the Dt1 locus,
based on the FLP in intron 1 of GmTFL1b.
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these genes. GmTFL1a was assigned between simple
sequence repeat markers Satt339 and Satt125 in link-
age group N (Fig. 3). GmTFL1b was assigned to the
vicinity of a simple sequence repeat marker (Satt006)
in linkage group L (Fig. 3), the tagging marker for the
Dt1 locus (Molnar et al., 2003).

Cosegregation between stem growth habit and
GmTFL1b was then tested in two segregating popula-
tions: the progeny of RHL #6-22 and the RILs of TK 3
H4. The stem growth habit was evaluated using the
number of nodes produced after the first flower ap-
pearance (stage R1; Fehr et al., 1971). The determinate
cultivars usually produce only a few nodes after stage
R1 because the stem growth terminates shortly after
flowering, whereas the indeterminate soybeans pro-
duce more nodes (Thseng and Hosokawa, 1972). In the
two populations tested, the number of nodes pro-
duced after stage R1 had bimodal distributions, sug-
gesting an involvement of a single major gene in the
control of stem growth habit (Fig. 4). Genotyping of
GmTFL1b revealed that most of the plants/lines that
had fewer nodes (less than three for RHL #6-22 and
less than five for RILs) were homozygous for the
determinate parent-derived GmTFL1b allele, whereas
most of the plants/lines that were heterozygous or
homozygous for the indeterminate parent-derived
GmTFL1b allele had more nodes. The mean values

Figure 2. Structures, predicted amino acid sequences, and phylogenetic
tree of soybean TFL1 orthologs GmTFL1a andGmTFL1b. A, Exon/intron
structures of GmTFL1a and GmTFL1b. Exon (boxes) and intron sizes are
in bp. B, Multiple alignment of the predicted amino acid sequences of
GmTFL1a, GmTFL1b, L. japonicus LjCEN/TFL1 (Guo et al., 2006), pea
PsTFL1a (Foucher et al., 2003), Arabidopsis TFL1 (Bradley et al.,1997),
Arabidopsis ATC (Mimida et al., 2001), andA.majus CEN (Bradley et al.,
1996). Highly conserved amino acids are in black, dark gray, or light gray
depending on the level of identity (darker = higher level). Numbers on
the right refer to amino acid positions in relation to the N-terminal Met of
each sequence. Arrowheads above the sequences refer to differences
between GmTFL1a and GmTFL1b. The arrow indicates an amino acid
substitution from Arg (R) in the Dt1 allele to Trp (W) in the dt1 allele. C,
Phylogenetic relationships of TFL1/CEN proteins constructed using the
neighbor-joiningmethodwith the programClustalW. Bootstrap values of
1,000 replicates are indicated at the branches of the tree.

Figure 3. Genetic map positions of soybean TFL1 orthologs GmTFL1a
and GmTFL1b. GmTFL1a (in linkage group N) and GmTFL1b (in
linkage group L) were mapped using RILs derived from a cross between
determinate G. max (TK) and indeterminate G. soja (H4) lines.
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between two homozygotes were highly significant (F =
837.6, P , 8.78E-46 in RHL #6-22 and F = 222.6, P ,
1.84E-25 in RILs). Accordingly, the stem growth habit
cosegregated with the GmTFL1b genotypes in the two
populations. The results obtained from RHL #6-22
further indicated that the heterozygous plants, as a
whole, produced fewer nodes than did the plants
homozygous for the indeterminate parent-derived
GmTFL1b allele (Figs. 1C and 4A), in accordance with
the observation of Bernard (1972). The intermediate
phenotype in the heterozygous plants suggests that
the indeterminate parent-derived GmTFL1b allele ex-
hibits partial dominance, not complete dominance,
over the determinate parent-derived GmTFL1b allele.

Expression Analysis of GmTFL1a and GmTFL1b

We analyzed the transcription profiles of GmTFL1a
and GmTFL1b in different tissues and at different
growing stages. Among the tissues tested, both largely

differed in their transcription profiles (Fig. 5A).
GmTFL1a was expressed highly in immature seed
and slightly in the cotyledon and stem tip, whereas
GmTFL1b was expressed only in root and stem tip.

Time course-dependent changes in expression in the
stem tip were evaluated in #6-22Dt1 and #6-22dt1
plants grown under a 14.5-h daylength. GmTFL1a was
not expressed at earlier stages of growth until 25 d
after emergence (DAE), when flowering had not yet
started, and was expressed weakly at 30 DAE after
flowering started in both indeterminate and determi-
nate lines (Fig. 5B). On the contrary, GmTFL1b was
expressed highly at 15 DAE in the two lines. However,
the expression in the determinate NIL was abruptly
lost and not detected at 20 DAE or later. On the other
hand, the GmTFL1b transcripts in the indeterminate
NIL were observed until 25 DAE but not at 30 DAE
(Fig. 5B). Because both NILs flowered at almost the
same time (at 28 DAE), the earlier loss of GmTFL1b
expression in the SAM of #6-22dt1 plants may be a
factor conditioning the determinate habit. Both map-
ping and expression analyses strongly suggest that
GmTFL1b is a candidate for Dt1.

Transformation of a Determinate Cultivar with the
4,216-bp Genomic Region Covering the Functional
GmTFL1b Allele

To confirm the identity between Dt1 and GmTFL1b,
we transformed the determinate cv Kariyutaka (KA;
genotype dt1/dt1) with the 4,216-bp genomic region
containing the GmTFL1b allele from the indeterminate
cv MO. Expression of the GFP gene, located adjacent to
the GmTFL1b transgene in the T-DNA region (Supple-
mental Fig. S2), was used as a marker for successful
transformation. We analyzed GFP-positive T2 plants in
the progeny of two independent transgenic T1 plants,
A5-2 and B4-1. A T2 line transformed with the
pMDC123-GFP construct (GFP plant) was used for
the negative control for morphological evaluation. This
line contains the GFP gene but no GmTFL1b transgene.
KA (dt1) and GFP plants had already formed a terminal
raceme at the stem tip at stage R1 (Fig. 6A). They did
not produce any additional nodes, and a flower in the
terminal raceme opened 2 d later (Fig. 6, C and D). In
the T2 plants transformed with the pMDC123-GFP-Dt1
construct, the terminal raceme was still surrounded by
unexpanded leaflets crowded together by short inter-
nodes at stage R1 (Fig. 6B). The T2 plants produced an
average of 3.0 (A5-2) and 3.5 (B4-1) additional nodes at
maturity (Fig. 6C), took longer for a flower in the
terminal raceme to open (Fig. 6D), and were taller (Fig.
6E). These observations indicated that the GmTFL1b
allele from the indeterminate cvMO could complement
the determinate habit of KA.

Virus-Induced Gene Silencing-Induced Suppression of
Vegetative Activity of Terminal Buds

Evidence supporting the identity between Dt1 and
GmTFL1b was also obtained from a virus-induced

Figure 4. Frequency of plants with various numbers of nodes produced
after the first flower appearance to show cosegregation between stem
growth habit and GmTFL1b. A, Progeny of RHL #6-22. B, RILs derived
from a cross between determinate G. max (TK) and indeterminate G.
soja (H4) lines. Plants/lines homozygous for the determinate parent-
derived GmTFL1b allele (white bars) were almost clearly separated
from those having the indeterminate parent-derived allele (gray bars for
heterozygote and black bars for homozygote) in the number of nodes
produced after the first flower appearance.
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gene silencing (VIGS) experiment. The #6-22Dt1 plants
were inoculated with a recombinant virus that con-
tained a 139-nucleotide portion of exon 4 of GmTFL1b
(Supplemental Fig. S3). For a negative control, the #6-
22Dt1 plants were inoculated with a recombinant
virus that contained a portion of theGFP gene, because
viral replication is sometimes affected by the presence
of an insert. Weak mosaic symptoms appeared on
leaflets as a consequence of viral infection. However,
the infection itself did not influence stem termination
of infected plants.
Mock-inoculated #6-22Dt1 plants produced an av-

erage of 3.6 6 0.8 nodes after the first flower opened
(stage R1), whereas the mock-inoculated #6-22dt1
plants produced an average of 0.2 nodes (Fig. 7A).
All 16 plants of #6-22Dt1 that were infected with the
virus carrying the partial GFP sequence had pheno-
types similar to the mock-inoculated #6-22Dt1 plants;
they produced an average of 4.66 0.8 nodes after stage
R1 (Fig. 7A). On the other hand, 21 plants that were
infected with the virus carrying a 139-nucleotide por-
tion of exon 4 of GmTFL1b had various phenotypic
responses: four plants produced only one additional
node (one-node plants), six produced two nodes (two-
node plants), and the remaining plants produced three

to five nodes after stage R1 (Fig. 7A; Supplemental Fig.
S4). The GmTFL1b VIGS also influenced the transition
from the vegetative to the reproductive phase in the
stem tip. There was no visible difference in flowering
time; all tested plants had produced pods of a similar
size (approximately 4.0 cm long) at nodes 5 to 6 at 42
DAE (Fig. 7B). The mock-inoculated #6-22dt1 plants
produced pods almost the same size at the terminal
node (Fig. 7C). On the other hand, the mock-inoculated

Figure 6. Complementation of the dt1 allele by transformation. A,
Morphology at the stem tip of determinate cv KA, B, The T2 plants
carrying the GmTFL1b genomic region. KA plants formed a terminal
raceme at the tip of the main stem, whereas T2 plants formed terminal
and axillary racemes with unexpanded leaflets. C, Number of nodes
produced after the first flower appearance (stage R1). KA plants (dt1)
and GFP-transformed T3 plants (GFP) produced no additional nodes
after stage R1, whereas the T2 plants (A5-2 and B4-1), on average,
produced 3.2 nodes (A5-2) and 3.5 nodes (B4-1). D, Number of days
from stage R1 until a flower in the terminal raceme opened. In KA and
GFP plants, flowering started at node 5 or 6, and a flower in the
terminal raceme opened 2 d later, whereas T2 plants took longer for the
flower in the terminal raceme to open. E, Plant morphology of
transgenic plants. T2 plants (A5-2-4 and A5-2-8) were taller and
produced more nodes than did KA and GFP plants.

Figure 5. Expression analysis of GmTFL1a and GmTFL1b by RT-PCR.
A, Gene expression in root (R), cotyledon (C), leaflet (L), stem tip (S),
flower (F), pod (P), and immature cotyledon (IC) of the #6-22Dt1 plants.
Transcripts of the b-tubulin gene were amplified as a control. For both
paralogs, primers were designed to anneal the 3# untranslated region
and exon 3, which amplify DNA fragments of different sizes from
cDNA and genomic DNA, to confirm that no amplification occurred
from genomic DNA contaminants in the RNA sample. Note that the
expression of GmTFL1a was high in the immature cotyledon but quite
low in the stem tip and absent in the root, whereas GmTFL1b was
expressed only in the root and the stem tip. B, Expression of GmTFL1a
and GmTFL1b in stem tip from 15 to 30 DAE. GmTFL1a in the
determinate (D) and indeterminate (I) lines was expressed at a high
level only at a later stage of growth after flowering. On the other hand,
GmTFL1b was expressed at earlier stages of growth through flowering
(25 DAE) in the indeterminate line but was abruptly lost after 15 DAE in
the determinate line.
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#6-22Dt1 plants and the #6-22Dt1 plants infected by
the virus carrying the GFP sequence still produced
flower buds (Fig. 7D). GmTFL1b VIGS-induced, one-
node, and two-node #6-22Dt1 plants produced pods
1.0 to 4.8 cm long at the terminal node, as did #6-22dt1
(Fig. 7B). Thus, the GmTFL1b VIGS induced an earlier
transition from vegetative to reproductive phases;
stems terminated earlier and pods formed earlier at
stem tips, supporting the identity between Dt1 and
GmTFL1b.

Down-regulation of GmTFL1b expression by VIGS
was confirmed in roots, a tissue that was expected to
be suitable for evaluating the effect of VIGS at the
mRNA level of GmTFL1b because TFL1 is known to be
widely expressed in the Arabidopsis root (Arabidopsis
eFP Browser [http://www.bar.utronto.ca/efp/cgi-bin/
efpWeb.cgi]; Winter et al., 2007), in contrast to the
SAM, where it is expressed only in the central regions
(Conti and Bradley, 2007). In real-time PCR to evaluate
the expression level of GmTFL1b in root at 20 DAE,
expression was lower in the determinate #6-22dt1
plants than in the indeterminate #6-22Dt1 plants (Fig.
7E). VIGS down-regulated the mRNA level of the
GmTFL1b gene to the level observed in the #6-22dt1

plants. Infection of the #6-22Dt1 plants with the virus
carrying the partial GFP sequence did not influence
GmTFL1b expression, excluding the possibility of a
nonspecific effect of viral infection.

Sequence Polymorphism of GmTFL1b between
Determinate and Indeterminate Lines

Because the results obtained from mapping, expres-
sion analysis, transformation, and VIGS experiments
all indicated that the gene responsible for Dt1 is
GmTFL1b, we tried to determine which DNA poly-
morphism(s) conditioned the determinate growth
habit. In addition to the three lines (MI, TK, and H4)
used for gene isolation, we sequenced the 4,216-bp
GmTFL1b region of two indeterminate cultivars, MO
and Harosoy (HA), and a determinate NIL of HA,
Hdt1. We detected 15 linked sequence polymorphisms
among the six lines tested in the 4,216-bp GmTFL1b
sequence (Supplemental Fig. S5). Of these, two single-
nucleotide polymorphisms (SNPs; one at a cis-element
referred to as a sequence overrepresented in light-
induced promoters 1 [SORLIP1; Hudson and Quail,
2003] in the promoter [position 21,487] and the other

Figure 7. VIGS-induced suppression of vegetative activity of terminal buds. A, Reduction by VIGS of numbers of nodes produced
after stage R1. The #6-22Dt1 plants mock inoculated (Dt1) and infected by the virus carrying the GFP sequence (GFP) produced
an average of 3.6 and 4.6 nodes, respectively. On the other hand, of the 21 #6-22Dt1 plants infected by the virus carrying the
GmTFL1b constructs (VIGS), four produced only one node after floral initiation (1-node) and six formed two nodes (2-node). The
number of plants tested is given in parentheses above the bars. B, Pod size at lower nodes (white bars) and terminal node (black
bars). All plants produced pods of approximately 4 cm at nodes 5 and 6, independent of the Dt1 genotypes and treatments. C,
Pods of #6-22dt1 plants (dt1) were almost the same size as those at lower nodes. D, Stem tip morphology for the #6-22Dt1 plants
mock inoculated (Dt1) and those infected by the virus carrying the GFP sequence (GFP). Those plants maintained vegetative
activity and did not form any pods at the stem tip. VIGS-induced 1-node and 2-node plants produced pods of 2.0 cm or more at
the terminal node. E, Suppression of the GmTFL1b expression in root by VIGS. Expression as evaluated with real-time PCR was
low in #6-22dt1 plants (dt1) compared with the #6-22Dt1 plants mock inoculated (Dt1) and infected by the virus carrying the
GFP sequence (GFP).GmTFL1b expression in VIGS plants (VIGS) was similar to levels in the determinate plants. Two plants were
analyzed for each treatment. Data represent means for three replications with SE.
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in exon 4 [position 1,283]) and a sequence substitution
(SS) in intron 1 (position 279) were detected consis-
tently between determinate and indeterminate lines.
The indeterminate lines possessed two SORLIP1 cis-
elements: one at 1,487 nucleotides (Supplemental Fig.
S5) and the other at 1,306 nucleotides (data not shown)
upstream of the start ATG codon. The first SORLIP1
was absent in the three determinate lines as a result of
the SNP in the motif. The SNP in exon 4 caused an
amino acid substitution at residue 166, from Arg in the
Dt1 allele to Trp in the dt1 allele (Fig. 2).

Association of Stem Growth Habit with DNA

Polymorphisms of GmTFL1b

We performed an association test between stem
growth habit and the three linked DNA polymor-
phisms using 16 soybean cultivars (Fig. 8A). Genotyp-
ing of the three DNA polymorphisms placed nine
cultivars into a haplotype, which shared an identical
pattern with the dt1 allele (dt1 haplotype; nos. 1–7, 9,
and 11 in Fig. 8A), and three into another haplotype,
which shared the same pattern with theDt1 allele (Dt1
haplotype; nos. 12–14 in Fig. 8A). The remaining four
had a new combination of polymorphisms; they had
the same SNP (A) at exon 4 as the Dt1 allele did, but
the SNP at the SORLIP cis-element and the SS in intron
1 were identical to those in the dt1 allele (nos. 8, 10, 15,
and 16 in Fig. 8A). The cultivars with the dt1 haplotype
had fewer nodes produced after stage R1, whereas
those with the Dt1 haplotype produced more nodes
after stage R1 (Fig. 8B). The cultivars with the new
haplotype varied in their tendency for stem termina-
tion; two (nos. 8 and 10) had fewer nodes, and two
(nos. 15 and 16) had more nodes. Of the three poly-
morphisms, the SNP in exon 4 was the most closely
associated with stem growth habit; the five accessions
with the most nodes (nos. 12–16) all had the A nucle-
otide at the SNP like HA (Dtl/Dt1), whereas the seven
with the fewest nodes (nos. 1–7) all had the T nucle-
otide like Hdt1 (dt1/dt1). Cultivar Peking, which is
reported to have the third allele at the Dt1 locus dt1-t
(Thompson et al., 1997), was genotyped for the three
diagnostic polymorphic markers and found to have
the same haplotype as the Dt1 allele (data not shown).

DISCUSSION

The Soybean Stem Growth Habit Gene, Dt1, Is a
TFL1 Ortholog

We isolated two orthologs of PsTFL1a, which con-
trols the determinate habit in pea, from the soybean
genome and designated them as GmTFL1a and
GmTFL1b. These orthologs had a high identity for
their amino acid sequences but quite different tran-
scriptional profiles. GmTFL1b was expressed in root
and stem tip, like Arabidopsis TFL1, whereas GmTFL1a
was mainly expressed in immature seed. Genetic map-
ping further allocated GmTFL1b near the Dt1 locus,

which had been mapped previously (Molnar et al.,
2003). Actually, we found that GmTFL1b cosegregated
with stem growth habits in two segregating popula-
tions. These findings thus led to the hypothesis that
Dt1 encodes GmTFL1b.

In this study, we confirmed the identity betweenDt1
and GmTFL1b using transformation and VIGS ap-
proaches. Transgenic T2 plants of determinate cv KA
with the GmTFL1b allele from indeterminate cv MO
had a delayed transition from vegetative to reproduc-
tive phases at the stem tip, indicating that the
GmTFL1b allele from the indeterminate cultivar could
complement the determinate growth habit of cv KA.

Figure 8. Association of stem growth habit with DNA polymorphisms
of GmTFL1b. A, Genotypes for 16 early-maturing cultivars at three
linked DNA polymorphisms detected consistently between determi-
nate and indeterminate lines. B, The number of nodes produced after
stage R1. Based on the deduced genotypes for three DNA markers, the
cultivars were classified into three haplotypes: dt1 haplotype (white
bars), Dt1 haplotype (black bars), and a new haplotype (gray bars).
Cultivars are as follows: 1, Rokujunichimame; 2, Ishikarishiro 1 go; 3,
Aochi (Natsu); 4, Wasekeburi; 5, Iwateyagi 1 go; 6, Wasekin; 7,
Baihualudadou; 8, Keshuang; 9, Chashouryu; 10, Chamoshidou; 11,
Kairyokimusume; 12, Baihua; 13, Shauilihong; 14, Lindiansuoyiling;
15, Chuandou; 16, Zihua 1. Harosoy (Dt1) and its NIL for dt1 (dt1) are
included for comparison.
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On the other hand, the VIGS of GmTFL1b induced
earlier stem termination and pod formation at the stem
tip of the indeterminate plants, although its effect
varied with individual plants. While no phenotypic
change was detected in the indeterminate plants that
were infected with the virus containing a partial GFP
sequence, VIGS of GmTFL1b successfully induced the
phenotypic change from the indeterminate to the
determinate habit. Both results, therefore, support
that Dt1 encodes GmTFL1b. As with other plant
species, the function of TFL1 in meristem identity
may be conserved in soybean.

DNA Polymorphism That Causes the Allelic Difference

at the Dt1 Locus

The finding that the 4,216-bp genomic region from
the indeterminate cv MO was sufficient to comple-
ment the function deficient in the determinate cv KA
further suggests that a causal DNA polymorphism(s)
that conditions the determinate growth habit is in-
volved in this region. Three of the 15 linked DNA
polymorphisms in the region were observed consis-
tently between determinate and indeterminate lines.
The association analysis of the three polymorphisms
with stem growth habit further suggests that a non-
synonymous mutation in exon 4 was more consistent
with the difference in the number of nodes produced
after stage R1. The SNP causes the substitution from
Arg in the Dt1 allele to Trp in the dt1 allele at residue
166. Arg at this residue is conserved not only across
the TFL1/CEN genes of various plant species but also
in other members of the phosphatidylethanolamine-
binding protein family such as FT and BFT, suggesting
that Arg plays a crucial role in their functions. FT and
TFL1 have been considered to compete for a common
interacting partner(s), which has some intermediate
level of activity in the absence of FT or TFL1 (Pnueli
et al., 2001; Abe et al., 2005; Wigge et al., 2005; Ahn
et al., 2006). A current model predicts that FTand TFL1
bind to a bZIP transcription factor, FD, to activate or
repress the expression of AP1, respectively (Ahn et al.,
2006). The substitution from Arg to Trp at residue 166
of GmTFL1b, therefore, might cause a functional de-
ficiency in the binding affinity with FD, possibly under
competitive interaction with FT. The same amino acid
substitution from Arg to Trp in the CCT (for CO,
CO-like, and TOC1) domain, which controls protein-
protein interactions, is also known to be involved in
the mutants of an Arabidopsis CONSTANS gene (co-7;
Robson et al., 2001) and a wheat VRN2 gene (vrn2; Yan
et al., 2004).

The other two polymorphisms may also be involved
in different controls of stem growth habit between
the Dt1 and dt1 alleles. We found two SORLIP1 cis-
elements in the promoter region of the GmTFL1b allele
of the indeterminate lines, one of which was absent in
the determinate lines due to the SNP in the motif.
SORLIP1 is the most common cis-element in SORLIPs
in the promoter sequences of Arabidopsis genes that

are induced or repressed by far-red light (Hudson and
Quail, 2003). The loss of a SORLIP1 element might
thus result in the weak or incomplete functioning in
the phytochrome A-regulated signal transduction of
GmTFL1b expression. It may also be worth addressing
the role of the SS in intron 1 in controlling GmTFL1b
expression. The Arabidopsis FT gene is regulated by
FLOWERING LOCUS C, a MADS box transcription
factor, through binding to the first intron in the FT
gene (Searle et al., 2006). By developing NILs for
different haplotypes that have different combinations
of DNA polymorphisms at the SORLIP1 cis-element
and intron 1, we will be able to find clues for under-
standing the possible roles of these mutations in the
control of stem growth habit in soybean.

Predicted Function of GmTFL1b in the Control of Stem
Growth Habit and Flowering

The TFL1 gene in Arabidopsis maintains the inde-
terminate growth of the SAM by inhibiting the ex-
pression of the floral meristem identity genes LFY and
AP1 (for review, see Benlloch et al., 2007). In the tfl1
loss-of-function mutant, however, LFY and AP1 are
expressed in the inflorescence meristems and con-
versely suppress TFL1 expression (Bradley et al., 1997;
Liljegren et al., 1999; Ratcliffe et al., 1999; Ferrándiz
et al., 2000). Consequently, the tfl1 mutants flower
early, and the SAM converts to a terminal flower
(Shannon and Meeks-Wagner, 1991; Schultz and
Haughn, 1993). Unlike in the Arabidopsis tfl1mutants,
the dt1 allele may not be a loss-of-function allele
because the determinate and indeterminate lines did
not differ visibly in the stem growth habit, particularly
in the earlier vegetative growth stages and in plants
grown under a short photoperiod that causes very
early maturing (Bernard, 1972) or under the nonin-
ductive condition of flowering such as a long photo-
period. Rather, our expression analysis led us to
hypothesize that the dt1 protein can function similarly
to the Dt1 protein, at least in noninductive phases of
flowering, and that the dt1 allele may condition the
determinate habit via an earlier loss in GmTFL1b
expression, which may be caused by a decrease in
binding affinity with interactors such as FD, possibly
under competitive interaction with FT. This hypothe-
sis is consistent with the suggestion of Carlson and
Lersten (1987) that the difference between the two
types is not due to the way that stem growth is
terminated but rather is due to the timing of the
termination of stem growth.

In contrast to its role in stem termination, GmTFL1b
did not visibly affect time to flowering, either in the
transformation or in the VIGS experiments, suggesting
that Dt1 is not involved in time to flowering. In fact,
the NILs for the Dt1 locus developed in this study
flowered almost at the same time, agreeing well with
the observation of Bernard (1972) that the dt1 isoline
tested flowered only 1 to 2 d earlier than the Dt1
isoline. This lack of a marked difference is in a sharp
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contrast to Arabidopsis TFL1, which affects the time to
flowering by controlling the timing of formation of the
inflorescence meristem (Bradley et al., 1997), although
GmTFL1b was expressed in a vegetative stage like
Arabidopsis TFL1. Soybean usually forms axillary
racemes from nodes 5 or 6 and sometimes higher
toward the stem tip, and flowering starts in the lowest
raceme. The formation of axillary racemes might not
be directly related to the phase transition in the SAM,
which is under the control of GmTFL1b. The role of
TFL1 orthologs in time to flowering may thus vary
with the expression pattern (Bradley et al., 1996, 1997)
and inflorescence growth patterns.
In summary, our results demonstrate that Dt1 en-

codes the GmTFL1b protein and that the stem growth
habit is determined by the variation of this gene. The
dt1 allele may condition the determinate habit of the
SAM possibly via the earlier loss in GmTFL1b expres-
sion concomitant with floral induction, although the
dt1 allele functions normally under the noninductive
phase of flowering. Further studies are needed to
determine the role of amino acid substitution at exon
4 and how the GmTFL1b transcript level is down-
regulated by floral induction in the determinate plants
to terminate the stem growth. Furthermore, the fol-
lowing findings are suggestive in understanding the
control of stem growth habit in the indeterminate
plants. First, down-regulation of the GmTFL1 tran-
script by VIGS suppressed the indeterminate growth
at SAMs in indeterminate plants. Second, the
GmTFL1b transcript was reduced after flowering
even in the indeterminate plants, resulting in the
termination of stem growth. The fate of SAM in the
indeterminate plants might also be determined by
quantitative control of the GmTFL1b transcripts, as in
the determinate plants.

MATERIALS AND METHODS

Plant Materials

Two sets of NILs for theDt1 locus were used to isolate and characterize the

soybean (Glycine max) orthologs of TFL1. These lines were #6-22Dt1 (Dt1/Dt1)

and #6-22dt1 (dt1/dt1) as well as HA (L58-266; Dt1/Dt1) and its NIL for dt1,

Hdt1 (L62-973; dt1/dt1). The former set of NILs was developed from RHL #6-

22 for the Dt1 locus in F8 RILs derived from a cross between the determinate

cv MI and the indeterminate forage soybean MO (Watanabe et al., 2004).

Another set of RILs, which was derived from a cross between the determinate

breeding line TK and the indeterminate wild soybean (Glycine soja) line H4

(Liu et al., 2007), was used for mapping the TFL1 orthologs into soybean

linkage groups. Cosegregation between stem growth habit and the candidate

gene for Dt1 was tested in two segregating populations: the progeny of RHL

#6-22, consisting of 181 plants, and the 96 RILs from TK 3 H4. Sixteen early-

maturing cultivars were used for an association test of stem growth habit with

three DNA polymorphisms of the candidate gene, which were detected

consistently in three sets of comparisons between indeterminate and deter-

minate lines #6-22Dt1 and #6-22dt1, HA and Hdt1, and H4 and TK. Deter-

minate cv KAwas used for transformation experiments.

Phenotypic Evaluation of Stem Growth Habits

Stem growth habit was evaluated according to the method of Thseng and

Hosokawa (1972), which measured the number of nodes produced after the

first flower appearance (stage R1; Fehr et al., 1971). Generally, determinate

soybeans produce only a few nodes after floral initiation because stem growth

terminates shortly after flowering, whereas the indeterminate soybeans pro-

duce more nodes.

Isolation and Sequence Analysis of the Soybean
Orthologs of TFL1

To isolate the genomic regions covering the TFL1 orthologs, we first

surveyed soybean ESTs deposited in the GenBank/EMBL/DDBJ databases

with the predicted amino acid sequence of a pea (Pisum sativum) PsTFL1a

(AY340579). Then, a BAC library developed from MI (Xia et al., 2005) was

screened using primers TFL1-F and TFL1-R designed based on the detected

soybean EST sequence (AX478027). We detected a positive BAC clone

(MiB348F11) and sequenced the 4.2-kb region covering a TFL1 ortholog with

a primer-walking method. The same primer pair was also used for amplifying

the TFL1 orthologs by PCR from the genomic DNA of TK and H4. The

fragments amplified were cloned into a pGEM T-Easy vector (Promega). By

sequence analysis of the clones from TK and H4, we identified two TFL1

paralogs designated GmTFL1a and GmTFL1b; GmTFL1b was identical to the

ortholog embedded in the BAC clone.

Because no positive BAC clone was detected for GmTFL1a in the MI BAC

library, a genome-walking technique using the BD GenomeWalker Universal

Kit (Clontech) was applied to obtain 5# and 3# sequences of GmTFL1a as

described previously (Liu et al., 2008). Briefly, genomic DNA from TK and H4

was digested in separate reactions with blunt-end endonucleases:DraI, EcoRV,

PvuII, and SspI. The ends of the DNA in each digested pool were ligated to an

adaptor sequence. A long PCR was then performed using adaptor primers

and paralog-specific primers according to the manufacturer’s instructions.

The products from the PCR were cloned and sequenced.

The transcripts covering the entire coding regions of the two paralogs were

also amplified from the cDNA synthesized from RNAs of stem tip, including

SAM of the #6-22Dt1 line by RT-PCR. Total RNAwas isolated according to the

method of Napoli et al. (1990), except that we removed genomic DNA from

the RNA fraction using DNase I (Takara Bio). The cDNAwas synthesized from

total RNA essentially as described previously (Koseki et al., 2005). The cDNA

synthesis reaction mixture was prepared by mixing 4 mL of 53 reaction buffer

(250 mM Tris-HCl [pH 8.3], 375 mM KCl, and 15 mM MgCl2), 2 mL of 0.1 M

dithiothreitol, 0.5 mL of RNaseOUT inhibitor (Invitrogen), 1 mL of 100 mM B26

primer (Supplemental Table S1), 4 mL of 2.5 mM deoxyribonucleotide triphos-

phates, the RNA solution, and water to a final volume of 19 mL. After the

addition of 1 mL of reverse transcriptase (Moloney murine leukemia virus;

Invitrogen), the cDNA synthesis was performed at 42�C for 1 h. The reverse

transcriptase was inactivated by heating the sample at 99�C for 1 min.

Amplification reactions were performed using the cDNA as a template with

primers TFL1a-RT-F and TFL1a-RT-R for GmTFL1a and TFL1b-RT-F and

TFL1b-RT-R for GmTFL1b. Amplified products were cloned and sequenced.

The primers used for isolation of the TFL1 genes are listed in Supplemental

Table S1. The predicted amino acid sequences were aligned using the

ClustalW Multiple Sequence Alignment program version 1.8 (http://clustalw.

genome.jp; Thompson et al., 1994). A phylogenetic tree was constructed using

the neighbor-joining method (Saitou and Nei, 1987) based on protein sequences

deduced from the nucleotide sequences of TFL1 orthologs.

Genetic Mapping of GmTFL1a and GmTFL1b

GmTFL1a and GmTFL1b were mapped onto a genetic map constructed

using the RILs derived from the cross between TK and H4, which covered

2,383 centimorgan in length with 282 markers (Liu et al., 2007) for the 20

linkage groups in the soybean consensus map (Cregan et al., 1999). The linkage

map is available via the National BioResource Project database, Legume Base-

Glycine max/soja (http://www.shigen.nig.ac.jp/bean/glycinesoja/top/top.jsp).

A SNP in intron 3 was scored with a derived cleaved amplified polymor-

phic sequence (dCAPS) marker for mapping the GmTFL1a gene. PCR using

primers TFL1a-in3-F and TFL1a-R amplified 240-bp fragments from the

genomic DNA of TK and H4. Only the fragments amplified from H4 were

digested into 221- and 19-bp fragments withMaeII. Ten microliters of the PCR

products was treatedwith the enzyme overnight, separated by electrophoresis

on a 3% NuSieve 3:1 agarose gel (Takara Bio), and visualized with ethidium

bromide under UV light. For mapping the GmTFL1b gene, a fragment length

polymorphism (FLP) in intron 1, which detected a six-nucleotide difference in

length due to a SS in intron 1, was used to map GmTFL1b and was analyzed by
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PCR using primers TFL1b-in1-F and TFL1b-in1-R; the forward primer was

labeled with a fluorescent dye. The FLP was detected by the ABI 377

sequencer with GeneScan software (Applied Biosystems). Primers used for

mapping of the TFL1 genes are listed in Supplemental Table S1.

The data were incorporated into the map using the MapManager program

QTXb17. Marker order and distance were determined using the Kosambi

function and a criterion of 0.001 probability.

Cosegregation of Stem Growth Habit with the Dt1 Locus

Cosegregation of the stem growth habit with GmTFL1bwas assayed for the

progeny of RHL #6-22 in an experimental field at Chiba University (Matsudo,

Japan) in 2003 and for the RILs of TK 3 H4 in a greenhouse at Hokkaido

University (Sapporo, Japan) in 2004. The FLP or CAPS marker at intron 1 was

used to score the GmTFL1b genotype of each plant/line. In the CAPS marker,

the amplified fragments by PCR with the same primer set as the FLP marker

were digested with AflII, separated on a 2% agarose gel, and visualized with

ethidium bromide under UV light. Only the amplified fragment from the Dt1

allele was digested into 201- and 124-bp fragments with AflII. We used a one-

way analysis of variance to test for significant differences in the mean number

of nodes produced after stage R1 between the GmTFL1b genotypes.

Analysis of Gene Expression by RT-PCR

We analyzed tissue-specific expression and time course-dependent ex-

pression at the stem tip for the two GmTFL1 paralogs. Total RNAwas isolated

from root, cotyledon, leaflet, stem tip, flower, pod, and immature cotyledon of

the #6-22Dt1 plants for tissue-specific expression analysis and from the stem

tip of different growing stages of both #6-22Dt1 and #6-22dt1 plants for the

time course-dependent expression analysis. In the latter experiment, plants

were grown in a growth chamber with a constant air temperature of 25�C and

average photon flux of 300 mmol photons m22 s21 with a daylength of 14.5 h.

Bulk stem tips from four plants were sampled every 5 d starting at 15 DAE.

The cDNAwas synthesized from total RNA as described. Transcripts of the

b-tubulin gene were amplified using PCR with primers b-tub-F and b-tub-R

from synthesized cDNA as a control for the RT-PCR of GmTFL1a and

GmTFL1b transcripts. The PCR consisted of 32 cycles of 94�C for 30 s, 55�C
for 30 s, and 72�C for 30 s, with a final extension at 72�C for 4 min. RT-PCRwas

performed using a common forward primer in exon 3 of both paralogs

(TFL1a/b-RT-F) and a paralog-specific reverse primer in the 3# untranslated
region (TFL1a-RT-R for GmTFL1a and TFL1b-RT-R for GmTFL1b). PCR

with these primers amplifies a 274-bp fragment and a 269-bp fragment for

GmTFL1a and GmTFL1b, respectively, which are distinct from those amplified

from genomic DNAs (373-bp fragment for GmTFL1a and 364-bp fragment for

GmTFL1b). The PCR consisted of 32 cycles of 94�C for 30 s, 58�C for 20 s, and

72�C for 30 s, with a final extension at 72�C for 4 min. The RT-PCR products

were separated by electrophoresis on a 1% agarose gel and visualized with

ethidium bromide under UV light. The primers used for RT-PCR are listed in

Supplemental Table S1.

Transformation of a 4,216-bp Genomic GmTFL1b
Sequence of the Dt1 Line

Soybeans were transformed according to the method of Sato et al. (2007).

Determinate cv KA was transformed with the binary vector including the

genomic region of GmTFL1b from MO using Agrobacterium tumefaciens strain

EHA105. A 4,216-bp genomic region that contained the putative promoter and

coding region ofGmTFL1bwas amplified from the genomic DNA ofMO using

primers TFL1b-transform-F and TFL1b-transform-R. The PCR was performed

with KOD plus (Toyobo) using the manufacturer’s instructions. The A-tailed

amplified fragment was cloned into the pGEM T-Easy vector, and the

sequence was confirmed. After excision by EcoRI digestion, the inserted

fragment containing the genomic region of GmTFL1b was cloned into the site

between the GFP and bar (phosphinothricin resistance gene) cassettes in

binary vector pMDC123-GFP (Supplemental Fig. S2). The construct having the

4,216-bp genomic region from MO was designated as pMDC123-GFP-Dt1. A

T2 line homozygous for the GFP transgene, which possessed the pMDC123-

GFP vector, was used as a negative control. Transformed and nontransformed

KA plants were grown in a growth room with a constant air temperature of

23�C and average photon flux of 270 mmol photons m22 s21 with a daylength

of 16 h.

Virus-Induced Silencing of GmTFL1

Virus-induced silencing of GmTFL1b was done essentially as described

previously (Nagamatsu et al., 2007, 2009). The targeted sequences in VIGS

were 139-bp sense and antisense sequences of exon 4 of the GmTFL1b gene,

which overlapped in a 100-bp sequence (Supplemental Fig. S3). The sense

and antisense sequences were amplified from the genomic DNA of MO as

template by PCR using primer sets TFL1b-sen-F/TFL1b-sen-R and TFL1b-

ant-F/TFL1b-ant-R, respectively. In both cases, a MluI site (ACGCGT) was

attached at the 5# part of the reverse primers for the subsequent plasmid

construction. After digestion of the PCR products with MluI, each fragment

was cloned into the StuI site and theMluI site of the CMV2-A1 vector (Otagaki

et al., 2006). Two plasmids each containing the sense and antisense GmTFL1b

sequences were used in the VIGS experiment. In vitro transcription of viral

RNAwas done as described previously (Nagamatsu et al., 2007, 2009). Leaves

of 4-week-old plants of Nicotiana benthamiana that had been dusted with

Carborundum were rub inoculated with the in vitro-generated transcripts.

The unifoliolate leaves of the 7-d-old 6-22Dt1 plants were then inoculated with

sap from the mixed-infected leaves of N. benthamiana plants, which contained

both the sense and antisense plasmids. Successful infection of the N.

benthamiana and soybean plants without deletion of the inserted sequences

was confirmed by RT-PCR of the viral RNA.

After infection, plants were grown in a growth chamber with a constant air

temperature of 25�C, average photon flux of 300 mmol photons m22 s21, and

daylength of 14.5 h. Quantitative RT-PCR was also carried out to analyze the

down-regulation of GmTFL1b expression by VIGS in roots of plants at 20 d

after emergence. The cDNA was synthesized from total RNA as described

except that random 9-mer oligonucleotides (TaKaRa) were used as primers. A

forward primer in exon 4 (TFL1b-realtime-F) and a reverse primer in the 3#
untranslated region (TFL1b-RT-R) were used. Primers SOY18SrRNA-861F and

SOY18SrRNA-1013R were used for amplifying soybean 18S ribosomal RNA

transcripts as an internal control. Quantitative RT-PCR was done as described

previously (Nagamatsu et al., 2007). The primers used for RT-PCR are listed in

Supplemental Table S1.

DNA Polymorphism Analysis and Association Test

In addition to the three lines (MI, TK, and H4) used for gene isolation, we

sequenced the 4,216-bp GmTFL1b region for two indeterminate cultivars, MO

and HA, and a determinate NIL of HA, Hdt1. Then, an association test was

performed between stem growth habit and DNA polymorphisms detected

consistently between determinate and indeterminate lines using 16 soybean

cultivars. The DNA polymorphisms analyzed were two SNPs, one located in a

SORLIP1 cis-element in the putative promoter region and the other located in

exon 4, which caused an amino acid substitution, and a SS in intron 1. The cis-

elements in the promoter region of GmTFL1b were analyzed using the

program PLACE (http://www.dna.affrc.go.jp/PLACE), and the SNP at the

SORLIP1 cis-element was analyzed with a CAPS marker. PCR using primers

TFL1b-pro-F and TFL1b-pro-R amplified 410-bp fragments from the genomic

DNA of determinate and indeterminate lines. Only the amplified fragments

from the Dt1 allele were digested into 217- and 193-bp fragments with NdeI.

The SNP in exon 4 was scored with a dCAPS marker. The 176-bp products

amplified by PCR using primers TFL1b-ex4-F and TFL1b-ex4-R were digested

with XbaI into 155- and 21-bp fragments in the Dt1 allele, but they were not

digested in the dt1 allele. In both cases, 10 mL of the PCR products was treated

with the enzyme overnight, separated by electrophoresis on a 1% agarose gel

or a 3% NuSieve 3:1 agarose gel, and visualized with ethidium bromide under

UV light. The SS in intron 1 was analyzed with the CAPS marker as described.

Stem growth habit for six plants of each of 16 soybean accessions was

evaluated in an experimental field at Hokkaido University in 2006.

Sequence data from this article can be found at the GenBank/EMBL/DDBJ

data libraries under accession numbers AB511820 and AB511821 for the

genomic sequences of the MI allele (dt1) of GmTFL1b and the TK allele of

GmTFL1a, respectively.

Supplemental Data

The following materials are available in the online version of this article.

Supplemental Figure S1. DNA polymorphisms used for mapping.

Supplemental Figure S2. Structures of the plasmids pMDC123-GFP and

pMDC123-GFP-Dt1.
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Supplemental Figure S3. The 139-bp sense and antisense sequences in

exon 4 of GmTFL1b used for VIGS.

Supplemental Figure S4. Stem growth habit of 21 indeterminate #6-22Dt1

plants that were infected with the recombinant viruses that contained

139-nucleotide sense or antisense sequences of exon 4 of the GmTFL1b

gene.

Supplemental Figure S5. Positions of polymorphic sites and their flanking

sequences in the GmTFL1a (A) and GmTFL1b (B) genomic sequences.

Supplemental Table S1. List of PCR primers used in this study.
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