GmLATE

GmSM

GmLATE

GmSM

GmLATE

GmSM

GmLATE

GmSM

56
B1
105
121
159
181

MOLNYPEECY 5KS5CE----- ETNDDMGI GRSYECIFCKRGFTTAQALGGHMN | HRKERA
M+ 4% E+ a5 E E ND+ G GRS+EC+FCKRGF TAQALGGHMMIHRK RéA
MEFSYOEDSSKE55NE | DRSSEQNDETGT GRSFECYFCKRGFNTAQALGGHMM | HRKARA

NETKA=feshpessiNYD--GINNY ADLGFYSQ 1 PEL-5TAPD-—--———- ANSYREYFF
M o+KA +  PS55+ WD MHY A+ + 4+ T FD MY +++F
HHSKAKPHNFPPSE55KY DHHESHNY ANPSYLTRGNHY S5TLPDHREYDDYNY MY YHOLYF

PTAAPSY | RP5----5SHEYLCYENORGHH-YFEQDWRKRNLSLY TNPLGFHE I KDRFE-E
P+ 4 F3 5 EVLCYEMOR H +F ODWR+R LSLYTHPL HE KDK E
FSPACGAKSPSHY QY SSEYLCYENORDPHLLFGODWRORGLSLY TNPLCYHENKDK | ENN

SEDNGLDLELRLGHHP 174
5E++ LDLELRLG+HP
SEEDDLDLELRLGYHP 196

85
il
104
120
158
180

Fig. S1 BLAST analysis of GmLATE in soybean protein sequence database.

Amino acid sequences of GmLATE were used for BLAST analysis in pre¢gjnence database of
Glycine max. BLAST was performed in NCBI BLAST tool. Alignment results beaw&mLATE
and GmSM were displayed. Note that identical amino acid sequencesmwtated between
GmLATE and GmSM sequences. Amino acid sequences which are differereebeivo proteins
but are conservative substitutions were marked as “+”. The conserved G@Abtif is marked as

ared line.
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Fig. S2 Expression oGmMLATE in leaf and shoot apex.
Leaves and shoot apexes were harvested from the plants developing T2, T8, T8 |eaves.
Expression oGMLATE was analyzedn(= 3, Tukey'’s testP < 0.05).



Primers Sequences Usage

GmSM SnaBI F 5'-ccgtacgtaTCCAACCTCCTTCTTCGAGT Cloning & RT-PCR
GmSM SnaBI R 5'-ccgtacgtaGATGACCCCGTTGGTTTTCC “
GmLATE SnaBI F 5'-ccgtacgtaACAAGCCTTAGGTGGACACA “
GmLATE SnaBI R 5-ccgtacgtaCTAATAACACTTGGTGCAGCGG "
GmPDS SnaBl F 5'-CCGTACGTAATAACTGGAAAGG "
GmPDS SnaBl R 5'-CCGTACGTAAACCAACTCTAAC “
Nb Actin F 5-TGGACTCTGGTGATGGTGTC RT-PCR
Nb Actin R 5'-CCTCCAATCCAAACACTGTA “
GmLATE F 5-GCCTTCTTCCCATGAGGTTTTG RT-gPCR
GmLATE R 5-ATGACCAAGCCTCAGCTCCAA "
GmCOL1 F 5-TGTTGCTACTACTACGGACCAT “
GmCOL1R 5'-GAAACTGAAACACTTTGATTAACA “
GmCOL2 F 5'-CCTAACACCAATAACAATAACA “
GmCOL2 R 5'-GATCAGTAGTAGCAGCAG “
GmCOL13 F 5-AACACAACCAACCACAAGATAAGC “
GmCOL13 R 5'-GGGAGAATCAAGAGTGCCAACG “
GmCOLS5 F 5'-CCACTAACTTGCTGCCACGATG “
GmCOL5 R 5-TGGAGGAAGAGAAGTGAGTGTGAG “
GmFTL2 F 5-ATCTCTTCTGTTAATGTACCAAAAGTG “
GmFTL2 R 5-GTGACCCATGAGTGTTATTATATGTAG "
GmFTL3 F 5-GGTTCTGGTGGAAGGAGGTTATAC "
GmFTL3 R 5-ACTACTAAAGAGTGTGGGAGATTGC "
GmFTL4 F 5'-GGACAGAAGCAAAATTAAAGCAGATG "
GmFTL4 R 5-ACTATATACTATGATGTTTGTGTTTGGG “
GmFTL5 F 5'-GCGACAAGCACAAGCGATTC “
GmFTL5 R 5-TGTTATGACACCAACTATGATGAGG “
GmACT11F 5-CGGTGGTTCTATCTTGGCATC “
GmACT11 R 5-GTCTTTCGCTTCAATAACCCTA “

Table S1 Primers used in this work.

The primers used were designed using the NCBI primer blast (htpgaihcbi.nim.nih.gov/tools/primer-
blast). F, forward primer; R, reverse primer. Note that RT-qP @&eps forGmCOL andGmFTL genes
were previously reported (Fan et al., 2014).





