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Supplementary Tables

Table S1. Specific primer sequences used for QRT-PCR analysis.

Primer Name Primer Sequence (5'-3")

q-CAC CCTCCGTTGTGATGTAACTGG
ATTGGTGGAAAGTAACATCATCG
q-EFla TACTGGTGGTTTTGAAGCTG
AACTTCCTTCACGATTTCATCATA
q-SIHXK1 ATGGTCCTGTGCCAAAATCTG
GAAGTCATCTTCTCAAATATCTGTTCAC
q-SIHXK?2 TGGTAGATTCACGGATAAGGATGTA
GACCTAAAGTTACCCCATTCCATAT
q-SIHXK3 TTCGGTGATTATGTCCCATCC
CACGAGAGGTGATAATATCGCAC
q-SIHXK4 GTCCTCTATGATGTAGCTGGGGTAA
ATAGTGCTCATATAAGCCTCCATCC
q-SIHXKS ATGGAGAAGCACAGTGTTGATAAG
CTGCATTAGTGCCCATTCCTAG
q-SIHXK6 ATTAGCAGTTCCTTTCGTCTTG

AGGATTTTGGCTACTTCACTCA




Table S2. Details of primer sequences used for yeast complementation assay.

Primer Name Primer Sequence (5'-3")
196F CTCTTTTATACACACATTCA
196R CTGGCGAAGAAGTCCAAAGC

SIHXK1(196)-F
SIHXK1(196)-R
SIHXK5(196)-F
SIHXK5(196)-R
SIHXK6(196)-F

SIHXK6(196)-R

CCGGAATTCATGAAGAAAGTGACGGTGGGA

CCGCTCGAGCTAAGCATCTTGATCTTCAAGGTACA

CCGGAATTCATGAAGAAGGATGTGGTGGTTT

CCGCTCGAGTTATGGTTGTGAAGCGGCA

CCGGAATTCATGGGGAGGTTAGGAGTTGGG

CCGCTCGAGTCACTGCAGCTGTACTGTATCCG

Table S3. Accession numbers of HXK genes in Arabidopsis thaliana, Solanum lycopersicum, Nicotiana

tabacum, Oryza sativa and Zea mays.

Table S4. The Alignment of each two HXK protein sequences in tomato.

Genename SIHXK1  SIHXK2  SIHXK3  SIHXK4  SIHXK5  SIHXK6
Similarity (%)
SIHXK1 100
SIHXK?2 82.7 100
SIHXK3 70.4 68.1 100
SIHXK4 53.5 53.5 554 100
SIHXKS 44.6 43.5 454 40.8 100
SIHXK6 53.7 52.7 56.5 50.0 36.3 100

Table S5. Cis-elements associated with growth and development, hormone and abiotic stress within

the SIHXK gene promoters.



Supplementary Figures
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Figure S1. Chromosomal distribution of STHXKs genes in tomato genome.
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Figure S2. The amino acid logos of respective motifs.
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Figure S3. Heat map of SIHXKSs gene expression in different tissues.
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Analysis of SIHXKs gene expression levels in tomato based on transcriptome data. Each column
represents different tissues of tomato at different developmental stages. The upper right bar indicates the

expression level data from high to low (from red to blue).
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Figure S4. Expression analysis of SIHXKs genes under ACC, SA, and ABA treatments.
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(A-F). Expression analysis of SIHXKs genes under l-aminocyclopropane-l-carboxylic acid (ACC), salicylic

acid (SA) and abscisic acid (ABA) treatments. The expression level of 0 h was set to 1. SIEF1a was used

as an internal reference gene. All data represents means (+SE) of three biological replicates.
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Figure SS. Expression analysis of SIHXKs genes under GA and IAA treatments.
(A-F). Expression analysis of SIHXKs genes under gibberellin (GA) and auxin (IAA) treatment. The
expression level of 0 h was set to 1. SIEFla was used as an internal reference gene. All data represents

means (£SE) of three biological replicates.
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Figure S6. Expression analysis of SIHXKs genes under ZT and MeJA treatments.
(A-F). Expression analysis of SIHXKs genes under zeatin (ZT) and methyl jasmonate (MeJA) treatments.
The expression level of 0 h was set to 1. SIEF 1o was used as an internal reference gene. All data represents

means (+SE) of three biological replicates.



