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Figure S1. Validation of incorrect assembly of part of Chr09. a, b Part of Chr03 (a) and Chr09 (b) viewed in JBrowse. ¢
Sequence blast and PCR validation. Chr03 and Chr09 share a 35-kb sequence, which encodes ten genes including CzDGTT3
(Cz03914070+Cz03g14080 or Cz09g23010+Cz09g23020). We inferred a wrong assembly of this part may occur for Chr03
or Chr09. Primer pairs were designed for Chr03 (f1+rl1) and Chr09 (f2+rl), respectively; only the former gave the expected
PCR product, while the latter had no product (c), indicating the incorrect assembly of Chr09.



Cz06905010 Cz06g04190

.»
CzDGATIA i B — —  — — — I am;_

Cz09908290 . .- .

CZDGA T7B ﬁ BLAST ?hriégﬁ’ =-Velue =T

0206935060 Eafgasmon T 1 ik "l

CzDGTT1

C206¢22030 .

| 022030
CZDG TT2 ETE ELASH.IZ? :Eizurfml.f =1.1e-108] T— T -4.-

— — |y

Cz03914070/Cz09923010

0z03g14070t Cz03g1428011

Cz03g14080/Cz09923020

.»
CzDGTT3 e e — — —_— -—_—-;.

Cz11924150 — Toensaing

CZDGTT4 e o e D B . :F: sulaV-3] Ieﬂg‘l‘r: TzAl3 '-TET}.

Cz09927290 L T

CzDGTT5

Cz15922140 e N
CzDGTT6

Cz11921100

CzDGTT7

Cz08914220 — - —
0.5 kb

CzDGTT8

Figure S2. Comparison between the gene models of DGATSs predicted from Roth et al (2017) and ours confirmed by 5’-
RACE and sequencing. The gene models from Roth et al. (2017) and us are on the top and bottom of each panel, respectively.
The red arrows indicate the primers used for cloning the full-length coding sequence. Note that based on the sequence of
Cz11921100, PCR using cDNA as the template gave no product.




A CzDGTTS5 (C. zofingiensis MH523425)
CrDGTT3 (Chlamydomonas reinhardtii AGO32158.1)
CrDGTT2 (Chlamydomonas reinhardtii AGO32157.1)
A CzDGTT6 (C. zofingiensis MH523426)
A CzDGTTY7 (C. zofingiensis MH523427)
A CzDGTTS8 (C. zofingiensis MH523428)
NoDGAT2A (Nannochloropsis oceanica KX867956)
PtDGAT2A (Phaeodactylum tricornutum AFQ23659.1)
NoDGAT2K (Nannochloropsis oceanica KX867955)
NoDGAT2B (Nannochloropsis oceanica KX867957)
PtDGAT2C (Phaeodactylum tricornutum AFQ23660.1)
PtDGAT2B (Phaeodactylum tricornutum AFM37314.1)
NoDGAT2J (Nannochloropsis oceanica KX867965)
PtDGAT2D (Phaeodactylum tricornutum AFQ23661.1)
NoDGAT2C (Nannochloropsis oceanica KX867958)
NoDGAT2H (Nannochloropsis oceanica KX867963)
{NODGATZD (Nannochloropsis oceanica KX867959)
NoDGAT2F (Nannochloropsis oceanica KX867961)
98-JcDGAT?2 (Jatropha curcas AFV61670.1)
VIDGAT2 (Vernicia fordii ABC94473.1)
AtDGAT? (Arabidopsis thaliana NP_566952.1)
CrDGTT4 (Chlamydomonas reinhardtii AGO32159.1)
A CzDGTT4 (C. zofingiensis MH523424)
A CzDGTT1 (C. zofingiensis MH523421)
A CzDGTT2 (C. zofingiensis MH523422)
CrDGTT1 (Chlamydomonas reinhardtii AGO32156.1)
MmDGAT2 (Mus musculus AAK84175.1)
ScDGAL1 (Saccharomyces cerevisiae KZV08133.1)
UrDGAT2A (Umbelopsis ramanniana AAK84179.1)
UrDGAT2B (Umbelopsis ramanniana AAK84180.1)
_|7‘ CzDGTT3 (C. zofingiensis MH523423)
NoDGAT2G (Nannochloropsis oceanica KX867962)
NoDGATZ2E (Nannochloropsis oceanica KX867960)
—NoDGAT2I (Nannochloropsis oceanica KX867964)
ﬂ)‘_—ScAREl (Saccharomyces cerevisiae KZ\VV12899.1)
ScARE2 (Saccharomyces cerevisiae CAA96298.1)
10 — NoDGAT1B (Nannochloropsis oceanica KX867957)
70 PtDGATL1 (Phaeodactylum tricornutum ADY76581.1)
MmDGAT1 (Mus musculus NP_034176.1)
99 JcDGAT1 (Jatropha curcas ABB84383.1)
VIDGATL1 (Vernicia fordii ABC94471.1)
® CzDGATIA (C. zofingiensis MH523419)
® CzDGAT1B (C. zofingiensis MH523420)
CvDGAT1 (Chlorella vulgaris ALP13863.1)
ApDGAT1 (Auxenochlorella protothecoides XP_011402032.1)
93NoDGAT1A (Nannochloropsis oceanica KX867956)
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Figure S3. Phylogenetic analysis showing relationships among CzDGATSs and various annotated DGATS from
plants, animal, fungi and microalgae. Alignment of amino acid sequences was conducted using ClustalX 2.1. The
tree was generated in the MEGAG.0 software using the maximume-likelihood method. Protein sequences were used
for calculations. The percentages of bootstrap support that was calculated from 1000 bootstrap resamplings are
shown on the branches. Bootstrap values >40% are shown above the branch. The sources and Genbank Accession

numbers of DGATS are shown in the brackets.



CzDGTT5 CzDGTT3 CzDGTT1 CzDGAT1A

CzDGTTY

probability

probability

prabability

probability

probability

08

06

04

02

| g EEENEN o, EEEN ) N g

08

04

)

o

100

200 300 400 500 600 700

150

200 250 300

CzDGAT1B

CzDGTT4 CzDGTT2
probability

CzDGTT6

CzDGTT8

probability

probability

probability

probability

— T N T T T

ZOQ

300 500
0.2
0 A
50 100 150 200 250 300
12
[ — —
1
0.8
08
04 H
0.2 ‘ “‘
, LU, .
100 150 200 250 300

AL,

&0

n
100 200 260 300 350 400

transmey

300

mbrane

inside

outside

Figure S4. Predicated transmembrane domains for NoODGAT1A NoDGAT1B by TMHMM (V2.0,
http://www.cbs.dtu.dk/services/ TMHMMY/).
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Figure S5. Yeast one-hybrid assay identified TFs bound to the promoter region of czDGAT1A and CzDGTT5. (-)
and (+) designate the negative and positive control, respectively. Blue indicates the binding between the promoter
and TF.
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Predicted binding sites of MYB at the CzDGAT1A promoter

Strand + (5'-3")
GTCACGTGCCCTACTAACTGCATCCAAGGCTTGCCTGCATCATGCGTTGAGCAACATCGCACATCAGCATGTCTGACATGGCTGTACACAATGARAGAACCAGAATAAACACGARAGCAAGTTTTG
CATTAACATCAGAGTACATGCTGGTAGCACATCAGAGTATCAGGAAACAACGAAAGGTGTGGTGATGCATGGGCTGGCAGCCAGAARAGGAAGTCARATGCGGGAACAGCAAGCATGTGCTCTGC
TGCCTGCTAATTGCTAGACGGCATGCCCCTGCATATCAGTTGATGACGTAATGTTCTCAGACAACAATGCTCAGGGAGAAGCTGATGTGTGTGCTGTGTTACCTGCGCTCTTCCGCTAGCCGCCT
TGTACTGTACAGCTCAGTGCGCAACTTGCCAATTTCTGCTTGGGCTTCCTGCAGCATGAGCATATGCATGTGCTGCTCTGCGTGCTGCTCATCCACGCTGCCACTGTCCATGTTTGTGTGTCACA
CACCAGGGTGGGAACCTGCATGCACTAGACATGTGTGAGTGTTGCCTGGGAAAGCTGGATTGTACAGGAAGGAATGCTACATGGCTCCACAATGTATGGTGTATGTTGGTGAACTAGGAATCGTT
GTAAATCGTGATTCC. GGAGGGACAAAGCTAAGGGCCTCTGCTTGCTACACCATACAGGTCAGCAGTTGGTGCAGGCATACTTGTTGCAGTCACATGCGTGCTTGTGCAAATACCAGGTTAAC
TGCTAGGTACCAACAACATGCTGCCTGGCAGATTGATGCCTAACCTTATCAACTAGCAGGCCACAATCACTTGTAACCAGCACACCAGAGAACGTAGTTGACAAGTAAGATCACAGGCAACTGCT
AGTGTGCACAAGCTGAGACGCGGGGAGTAGAGGTGAGCACAACATCTGCCGTTGTTCGCCCATGATCGTGAGTTGTGGCCAGTGGGCGGGTTGGTGATGGGCATGCCACATCCAGTTCAGGTGCT
TGGTTCCCTCARCAAGACAGTGTTAACTATCAGCCATGCCATTGCACATGACCCGTAATAAGCAATGAGTTCCAAGCTATCACACGTGACTGTATGCTARAAGACCARARGAGTCGAACATGTTC
AAAAGACGGTTGTTACAACAGTTGTCTCCGATAAGTCTTAGACCCTCGCTGCGTGGTAGCTCGTTGCCGTGACAGTACGCACTCACTATGAGTGCGGTCAGCAGCTTGAATAGCAGACATATGGG
CCAACATACACAGTACCACTATCAAGCCAGCCAGTACATATATGCTGGTATGCTGTGTGCACGGTTTACTTGTCTACAGTGGCGTGTTGCGACAGATCTATATAGTTGCAGAAACAGTTCGGTGC
CGTTGGTATCAAGTCAGGCACAAAGACTTTAACGCTCGCAATCGTGTACTGCATTTGACCAGTGTATACCAGTGTATAAGTAGTGTATCCTTTATGATGATCTGCTTGTCGGCAGCTTGCCATTG
TTTGAAAGGGCTCTGACAACCGGAACTTTAGCTGAGCACCACTGAAGCACATTGCCAGGTACCCTACTTTACAAGCTGACCGCTTCCACAATGCCGTATGGAGTTCTGCTCGCCATGCAATATAA
TATTCTGCCGCATGGGCARATGCCCCCTAGTTTTTTGCGTTTTCACCAGACTGTACTATCTCCTTTGGGGTCCCTAAGTGCATGCACGCGTGCCTGTATACAGTCAAGTCAGTTACGTTGCGGAG
TTGTCATGACAATGTTCAGGGGATGTAGATATGCACTGCATTTGGCATGTTTGCCCAGATGGTGACACGAAAGTTCTTCGCTGGGGAATTCAGCTGCTAATAACTGCACGACTGTTGCATGGGCC
GCGGGCCGGTGTTGCATTGTTTTGACCTCGTCCTTCCGCTTCCTTTTGCTTATTGGTTTGTGTGACAATGCAGGCTAGCGATACCAATATATGCTTTACTGACTAARATGTCTGTTTACTGGCAGG
Strand - (3'-5")
CAGTGCACGGGATGATTGACGTAGGTTCCGAACGGACGTAGTACGCAACTCGTTGTAGCGTGTAGTCGTACAGACTGTACCGACATGTGTTACTTTCTTGGTCTTATTTGTGCTTCGTTCAAAAC
GTAATTGTAGTCTCATGTACGACCATCGTGTAGTCTCATAGTCCTTTGTTGCTTTCCACACCACTACGTACCCGACCGTCGGTCTTTTCCTTCAGTTTACGCCCTTGTCGTTCGTACACGAGACG
ACGGACGATTAACGATCTGCCGTACGGGGACGTATAGTCAACTACTGCATTACAAGAGTCTGTTGTTACGAGTCCCTCTTCGACTACACACACGACACAATGGACGCGAGAAGGCGATCGGCGGA
ACATGACATGTCGAGTCACGCGTTGAACGGTTAAAGACGAACCCGAAGGACGTCGTACTCGTATACGTACACGACGAGACGCACGACGAGTAGGTGCGACGGTGACAGGTACAAACACACAGTGT
GTGGTCCCACCCTTGGACGTACGTGATCTGTACACACTCACAACGGACCCTTTCGACCTAACATGTCCTTCCTTACGATGTACCGAGGTGTTACATACCACATACAACCACT TGATCCTTAGCAA
CATTTAGCACTAAGGTTTCCTCCCTGTTTCGATTCCCGGAGACGAACGATGTGGTATGTCCAGTCGTCAACCACGTCCGTATGAACAACGTCAGTGTACGCACGAACACGTTTATGGTCCAATTG
ACGATCCATGGTTGTTGTACGACGGACCGTCTAACTACGGATTGGAATAGT TGATCGTCCGGTGT TAGTGAACATTGGTCGTGTGGTCTCTTGCATCAACTGTTCATTCTAGTGTCCGTTGACGA
TCACACGTGTTCGACTCTGCGCCCCTCATCTCCACTCGTGTTGTAGACGGCAACAAGCGGGTACTAGCACTCAACACCGGTCACCCGCCCAACCACTACCCGTACGGTGTAGGTCAAGTCCACGA
ACCARGGGAGTTGTTCTGTCACAATTGATAGTCGGTACGGTAACGTGTACTGGGCATTATTCGTTACTCAAGGTTCGATAGTGTGCACTGACATACGATTTTCTGGTTTTCTCAGCTTGTACAAG
TTTTCTGCCAACAATGTTGTCAACAGAGGCTATTCAGAATCTGGGAGCGACGCACCATCGAGCAACGGCACTGTCATGCGTGAGTGATACTCACGCCAGTCGTCGAACTTATCGTCTGTATACCC
GGTTGTATGTGTCATGGTGATAGT TCGGTCGGTCATGTATATACGACCATACGACACACGTGCCARATGAACAGATGTCACCGCACAACGCTGTCTAGATATATCAACGTCTTTGTCAAGCCACG
GCAACCATAGTTCAGTCCGTGTTTCTGAAATTGCGAGCGTTAGCACATGACGTAAACTGGTCACATATGGTCACATATTCATCACATAGGARATACTACTAGACGAACAGCCGTCGAACGGTAAC
AAACTTTCCCGAGACTGTTGGCCTTGAAATCGACTCGTGGTGACTTCGTGTAACGGTCCATGGGATGAAATGTTCGACTGGCGAAGGTGTTACGGCATACCTCAAGACGAGCGGTACGTTATATT
ATAAGACGGCGTACCCGTTTACGGGGGATCAAAAAACGCAAAAGTGGTCTGACATGATAGAGGAAACCCCAGGGATTCACGTACGTGCGCACGGACATATGTCAGTTCAGTCAATGCAACGCCTC
AACAGTACTGTTACAAGTCCCCEACATCTATACCTGACGTARACCGTACARACGGGTCTACCACTGTGCTTTCAAGAAGCGACCCCTTAAGTCGACGATTATTGACGTGCTGACARCGTACCCGG
CGCCCGGCCACAACGTARCAARACTGGAGCAGGAAGGCGAAGGAARACGAATARCCARACACACTGTTACGTCCGATCGCTATGGTTATATACGAAATGACTGATTTACAGACAAATGACCGTCC

TFmatrix!D_0030: TFmatrixID_0048: TFmatrixID_0333: TFmatrixID_0342: TFmatrixID_0345: TFmatrixID_0347: TFmatrixID_0353:
TFmatrix|D_0357: TFmatrixID_0362: TFmatrixID_0363: TFmatrix|D_0486: TFmatrixID_0610: TF_motif_seq_0252:
C

Predicted binding sites of bZIP at the CzDGATIA promoter

Strand + (5'-3")
GECACGTGECCTACTAACTGCATCCAAGGCTTGCCTGCATCATGCGTTGAGCAACATCGCACATCAGCATGTCIGACATGGCTGTACACAATGAAAGAACCAGAATAAACACGAAGCAAGTTTTG
CATTAACATCAGAGTACATGCTGGTAGCACATCAGAGTATCAGGAAACAACGAAAGGTGTGGEGATGCATGGGCTGGCAGCCAGAAAAGGAAGT CAAATGCGGGAACAGCAAGCATGTGCTCTGC
TGCCTGCTAATTGC TAGACEGCATGCCCCTGCATAT CAGTEGATGACGEAATGTTCTCAGACAACAATGCTCAGGGAGAAGCHGATETGTGTGCTGTGTTACCTGCGCTCTTCCGCTAGCCGCCT
TGTACTGTACAGCTCAGTGCGCAACTTGCCAATTTCTGCTTGGGCTTCCTGCAGCATGAGCATATGCATGTGCTGCTCTGCGTGCTGCTCATCCACGCTGCCACTGTCCATGTTTGTGTGTCACA
CACCAGGGTGGGAACCTGCATGCACTAGACATGTGTGAGTGTTGCCTGGGAAAGCTGGATTGTACAGGAAGGAATGCTACATGGCTCCACAATGTATGGTGTATGTTGGTGAACTAGGAATCGTT
GTAAATCGTGATTCCAAAGGAGGGACAAAGCTAAGGGCCTCTGCTTGCTACACCATACAGGTCAGCAGTTGGTGCAGGCATACTTGTTGCAGTCACATGCGTGCTTGTGCAAATACCAGGTTARC
TGCTAGGTACCAACAACATGCTGCCTGGCAGATEGATGCCTAACCTTATCAAC TAGCAGGCCACAATCACTTGTAACCAGCACACCAGAGAACGTAGTIGACAAGTAAGATCACAGGCARCTGET
AGTGTGCACAAGCTGAGACGCGGGGAGTAGAGGTGAGCACAACAT CIGEEGTTGT TCGCCCATGATCGTGAGT TGTGGCCAGTGGGCGGGTTGGEGATGGGCATGCCACATCCAGTTCAGGTGCT
TGGTTCCCTCAACAAGACAGTGTTAACTATCAGCCATGCCATTGCACATGACECGTAATAAGCAATGAGTTCCAAGCTATCACACGTGACTGTATGCTAAAAGACCAAAAGAGTCGAACATGTTC
AARBGACGGTTGTTACAACAGTTGTCTCCGATAAGTCTTAGACCCTCGCTGCGTGGTAGCTCGTIGECETGACAGTACGCACTCACTATGAGTGCGGTCAGCAGCTTGAATAGCAGACATATGGG
CCAACATACACAGTACCACTATCAAGCCAGCCAGTACATATATGCTGGTATGCTGTGTGCACGGT TTACTTGTCTACAGEGEEGTGTTGCGACAGATCTATATAGT TGCAGAAACAGTTCGGEGE
CETTGGTATCAAGTCAGGCACAAAGACTTIARCGCTCGCAATCGTGTACTGCATTEGACCAGTGTATACCAGTGTATAAGTAGTGTATCCTTTATGATGATCTGCTIGTCGGCAGCTTGCCATTG
TTTGAAAGGGCTCEGACAACCGGAACTTTAGCTGAGCACCACEGAAGCACATTGCCAGGTACCCTACTTTACAAGCEGACCEET TCCACAATGEEETATGGAGT TCTGCTCGCCATGCAATATAA
TATTCEGECGCATGGGCARATGCCCCCTAGTTTTTTGCGTTTTCACCAGACTGTACTATCTCCTT TGGGGTCCCTARGTGCATGCACGCGTGCCTGTATACAGT CAAGTCAGITACGTTGCGGAG
TTGTCATGACAATGTTCAGGGGATGTAGATATGCACTGCATTTGGCATGTTTGCCCAGATGGEGACACGAAAGTTCTTCGCTGGGGAATTCAGCTGCTAATAACTGCACGACTGT TGCATGGGCC
GCGGGCCGGTGTTGCATTGTTTEGACETCGTCCTTCCGCTTCCTTTTGCTTATTGGT TTGTGEGACAATGCAGGC TAGCGATACCAATATATGCTTTACEGACTAAATGTCTGTTTACTGGCAGG
Strand - (3’-5")

CEGTGCABBGGATGATTGACGTAGGT TCCGAACGGACEIMBNA CGCAACTCGTTGTAGC GT(BIMENICGTACAGACTGTACCGACATGTGTTACTTTCTTGGTCTTATTTGTGCTTCGTTCAAAAC
GTAATTEEAGHEC TCATGTACGACCAT CGTEMMBHCTCATAGTCCTTTGTTGCTTTCCACACCACTACGTACCCGACCGTCGGTCTTTTCCTHBMBHTTACGCCCTTGTCGTTCGTACACGAGACG
ACGGACGATTAACGAT CTEEEEHACGGGGACGTATAGT CAACTACTEEATTACAAGAGTCTGT TGTTACGAGTCCCTCTTCGACTACACACACGACACAATGGACGCGAGAAGGCGATCGGCGGA
ACATGACATGTCGAGTCACGCGTTGAACGGTTAAAGACGAACCCGAAGGACGT CGTACTCGTATACGTACACGACGAGACGCACGACGAGTAGGTGCGACGGTGACAGGTACAAACACHENGHGT
GTGGTCCCACCCTTGGACGTACGTGATCTGTACACACTCACAACGGACCCTTTCGACCTAACATGTCCTTCCTTACGATGTACCGAGGTGT TACATACCACATACAACCACTTGATCCTTAGCAA
CATTTABBEEEAAGGTTTCCTCCCTGTTTCGATTCCCGGAGACGAACGATGTGGTATGT BEABTOENEAACCACGTCCGTATGAACAACGHBBMEEGTACGCACGAACACGTTTATGGTCCAATTG
ACGATCCATGGTTGTTGTACGACGGACCGTCTAACTACGGATTGGAATAGT TGATCGTCCGGTGT TAGTGAACATTGGTCGTGTGGTCTC TTGCATCAACTGTTCATTCTAGTGTCCGTTGACGA
TCACACGTGTTCGACTCTGCGCCCCTCATCTCCACTCGTGT TGTAGACGGCAACAAGCGGGTACT ABBMBECALCACCGGTCACCCGCCCAACCACTACCCGTACGGTGTAGGTCAAGTCCACGA
ACCAAGEEEEETGT TCTGTCACAATTGATAGTCGGTACGGTAACGTGTACT GGEGMIMA TTCGTTACTCAAGGTTCGETAGHGTEEAC TGHCATACGATTTTCTGGTTTTCTCAGCTTGTACRAG
TTTTCTGCCAACAATGTTGTCAACAGAGGCTATTCAGAATC TGGGAGCGACGCACCATCGAGCAACGEBMBMGT CATGCGTGAGTGATACTCACGEERBHCGTCGAACTTATCGTCTGTATACCC
GGTTGTATGTGTCATGGTGATAGTTCGGTCGGTCATGTATATACGACCATACGACACACGTGCCAAATGAACAGATGTCACCGCACAACEBIMEMCTAGATATATCAACGTCTTTGTCAAGCCACG
GCAACCATAGT[HOBEHCCGTGT TTCTGAAATTGCGAGCGTTAGCACATGACGTAAACTGGTCACATATGGTCACATAT TCATCACATAGGAAATACTACTAGACGAACAEBBEEMCGAACGGTAAC
ARACTTTCCCGAGACTGTTGGCCTTGAAATCGACTCGTGGTGACTTCGTGTAACGGTCCATGGGATGAAATGTTCGACTGGCGAAGGTGTTACGGCATACCT CAAGACGA BBBEBMACGT TATATT
ATAAGACGGCGTACCCGTTTACGGGGGATCAAARAACGCARAAGT GGTCTGACATGATAGAGGAAACCCCAGGGATTCACGTACGTGCGCACGGACATAT GBAGHIGAGHE CAATGCAACGCCTC
ABGEEEACTGTTACAAGTCCCCTACATCTATACGTGACGTAAACCGTACARACGGGTCTACCACTGTGCTTTCAAGAAGCGACCCCTTAAGTCGACGATTATTGACGTGCTGACAACGTACCCGG
CGCCCGGCCACAACGTAACAAAACTGGABEMBEAAGGCGAAGGARAACGAATAACCARACACACTGTTACGTCCGATCGCTATGGT TATATACGAAATGACTGATT TACAGACAAATGACCGTCC

TFmatrixID_0182: || TFmatrixID_0183: TFmatrixID_0184: TFmatrixID_0185: TFmatrixID_0187: TFmatrixID_0188: TFmatrixID_0189:
TFmatrixID_0191: TFmatrixID_0195: ||  TFmatrixID_0196: TFmatrixID_0197: TFmatrixID_0199: TFmatrixID_0202: ||  TFmatrixiD_0203:
TFmatrixID_0490: TFmatrixID_0533: TFmatrixID_0620: TF_motif_seq_0240: TF_motif seq_0271: [ TF_motif_seq_0287:

Figure S6. Genomic map of CzDGAT1A viewed in JBrowse (a) and predicted binding sites of MYB
(b) and bZIP (c) at the 2.0-kb CzDGAT1A promoter. The underlined sequences in (b) and (c) indicate
the 5” of neighboring gene, Cz06205020. The TFmatrixIDs were shown in Additional file 3: Data S1.
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Predicted binding sites of MYB at CzDGTT5 promoter

Strand + (5'-3")
ACAACAGGCCAGGCTGCCTGAGATTGAGGCTGACAAGAAGGCTGCTGCAACAAGAAAGGTGCGTTAGGAGCATAGTGCCATGTATGATGGCCTAGCCAACAGGTGTAGGAAAGATGTGCATATGA
GGCAAGTGGGATGTCGATATATTACAGATGAT CGGTGAGTACACAGCATGGAGTTGCAACTGGCTGCAGCATAACTTTGAACAGAAGCCTCGTTTGGCAGTTGCCAACCTGACGAGTAACAGGCA
AAGGATATGTCACTAGCTACTGCAACCAGGTTGGCCTGCTGTTTGCTTTAACGGCAGTCCAAGTGGTTCTACCTGCCCAGCCTGTTGTACATGECCTTATCCTGCAGCCTGTCGAAGTACTAACA
GGTGTTTGCTGGTTATGTCTGTGTGCAACAGGACTTCAAGGAAGCAGCACGGCTGTCTGCCGAGGCCAAGGCTGTAGCAGTGCAGGTGGAGGCACTAACAGCAGAGGTGAAGGCAGTTAAGGATC
AGTTGACATCATTGGATGCTCAGGAGCAGGGGTTGGCAGAGCAATTGAAGGAGCTGCGGGCGATGTTGCAGGTGGGCAGGGGGCACAAACTATATACACATCATATGTGTTACACAGACTGCGTT
GTGGGAAGTTGCTGGCGTGCTATATAGGTTTGTAGCTTGTGTTTACAATCAACATGARACAACTTGGATCAGACTGAAGATTCCCARGTGTTCTGATACCAGCAATCATGCCTGAACTGCAGGAG
ACAAAGCGTGATGCCGCTCTGGCACGCTGCCGGCGGCTGAAGT GCAGCTGTGAATGCAACCAGCAGCAACTGAATGCAGCCATAGCAGCAGACAACTATGAGGAAGCAGACGTGTTGCAGTCTGA
CCTGCAGGTGGAAACCATGGAAGCAGATCGGCTGCAGCAGGAGTGGCAGTTTGCACAGGATGAGCCAGCAGCTGATGTAGGAAGCACTGAAAAAGACCTGCCCAGTGGCACCACTCCTAGTTTAG
ATGCAATAACAAACAGCAATAACACAACAGCGACACTGGGGACAACAGCAGCTGATGAATTGGGGGAACAAGCAAAATTACTTTCTGATACAGCAGTGGCGTCTGCATTGGGCAGCGAGCATGCA
GACACTGCTGCTACAACAGGCACAACAAATCAAGTTGATGTGCAGCAGGACAGTGACACCAGTAGCGACCATGTGGCTCACTCAGCATCAACAGAACTGGTGCATCATAACCTACACAATGCTGA
ACAGGGGAGTCATCAACAGGCTGCTGACAGGGAGCCTCAGGCTATCACTGTCAATCAAGCGGCAACTGGTGCCTTGGCTGGTGAAAGCAGCACAGAGCTGCAAGTGCAATCAAAGTGTGAGACCA
CCGCTGAGGAGGAATGTTTGTAARAATGCAGCATCAGTGGTGCTGTGGATATGTGGTACACTAGTGGARAGTCAGCACTGTGCTTCCCGTCTGTTATCAGCCAGGGAGAGCCAAGCAGGTCATGGG
TGCTGCACCACACGGACACATCATTGTTTGGCATGTGGCGCTGCCGACTGAGGCAGCATGACCGTGCATGCCGTGTCAGTCAACTGGGGTTCAGAGACTGTCAGCTGATCTGCATGAGGCTGTAT
GTTTTGTCATTTTTTTGTTGCGTACGTGCAAGTCACGAGTTACGTGCAGCAGATTATCAACCGATAACCGACARACCACCTGCTGACTAACCCCTTTGCCCATATTCACCTAACCGTATCARAGC
TCAGAAGAGAATTACGCTCGAACTCTCAGACCATCGCCAAACAAGTCTTTGCTGCGTTTTATAAGCCACCTGTAGAGCGTTCCTCCACCTGAGCAGTGAGCAGGGTATATATGGTGGGCCTGTGT
AAGCCATATCGCCTGTCACGCCATCAGCTGCGGCGTTACGACT TTAACAGTCGCGAGTCAAGTACTCGTTCCTTGCCGGGCCTCTGCTGCTTATTGCCTGCAGACTCTACTCTCGCCGCAGARAC
Strand - (3'-5")
TGTTGTCCGGTCCGACGGACTCTAACTCCGACTGTTCTTCCGACGACGTTGTTCTTTCCACGCAATCCTCGTATCACGGTACATACTACCGGATCGGTTGTCCACATCCTTTCTACACGTATACT
CCGTTCACCCTACAGCTATATAATGTCTACTAGCCACTCATGTGTCGTACCTCAACGTTGACCGACGTCGTATTGAAACTTGTCTTCGGAGCAAACCGTCAACGGTTGGACTGCTCATTGTCCGT
TTCCTATACAGTGATCGATGACGTTGGTCCAACCGGACGACAAACEARATTGCCCTOAGGTTCACCAAGATGGACGGGTCGGACAACATGTACACERMIMEERCGT CGGACAGCTTCATGATTGT
CCACAAACGACCAATACAGACACACGTTGTCCTGAAGTTCCTTCGTCGTGCCGACAGACGGCTCCGGTTCCGACATCGTCACGTCCACCTCCGTGATTGTCGTCTCCACTTCCGTCAATTCCTAG

TCAACTGTAGTA, CTACGAGTCCTCGTCCCCAACCGTCTCGTTAACTTCCTCGACGCCCGCTACAACGTCCACCCGTC! TGTTTGATATATGTGTAGTATACACAATGTGTCTGACGCAA
CACCCTTCAACG. CACGATATATCCAAACATCGAACACAAATGTTAGTTGTACTTTGTTGAACCTAGTCTGACETCTAACGCGCETCACAAGACTATGGTCGTTAGTACGGACTTGACGTCCTC
TGTTTCGCACTACGGCGAGACCGTGCGACGGCCGCCGACTTCACGTCGACACTTACGTTGGTCGTCGTTGACTTACGTCGGTATCGTCGTCTGTTGATACTCCTTCGTCTGCACAACGTCAGACT

GGACGTCCA TGGTACCTTCGTCTAGCCGACGTCGTCCTCACCGTCAAACGTGTCCTACTCGGTCGTCGACTACATCCTTCGTGACTTTTTCTGGACGGGTCACCGTGGTGAGGATCAAATC
TACGTTATTGTTTGTCGTTATTGTGTTGTCGCTGTGACCCCTGTTGTCGTCGACTACTTAACCCCCTTGTTCGTTTTAATGAAAGACTATGTCGTCACCGCAGACGTAACCCGTCGCTCGTACGT
CTGTGACGACGATGTTGTCCGTGTTGTTTAGT TCAACTACACGTCGTCCTGTCACTGTGGTCATCGCTGGTACACCGAGTGAGTCGTAGTTGTCTTGACCACGTAGTATTGGATGTGTTACGACT
TGTCCCCTCAGTAGTTGTCCGACGACTGTCCCTCGGAGTCCGATAGTGACAGTTAGTTCGCCGTTGACCACGGAACCGACCACTT! GTGTCTCGACGTTCACGTTAGTTTCACACTCTGGH
EECEACTCCT CCTTACAAACATTTTACGTCGTAGTCACCACGA] CCATGTGATCACCTTTCAGTCGTGACACGAAGGGCAGACAATAGTCGGTCCCTCTCGGTTCGTCCAGTACCC
ACGACGTGGTGTGCCTGTGTAGTAACAAACCGTACACCGCGACGGCTGACTCCGTCGTACTGGCACGTACGGCACAGTCAGTTGAC CAAGTCTCTGACAGTCGACTAGACGTACTCCGACATA
CAAAACAGTAAAARRACAACGCATGCACGTTCAGTGCTCAATGCACGTCGTCTAATAGT TGGCTATEGEGCTGT TTGGTGGACGACTGATTGGGGAAACGGGTATARGTGEGATTGECATAGTTTCG
AGTCTTCTCTTAATGCGAGCTTGAGAGTCTGGTAGCGGTTTGTTCAGAAACGACGCAARATATTCGGTGGACATCTCGCAAGGAGGTGGACTCGTCACTCGTCCCATATATACCACCCGGACACA
TTCGGTATAGCGGACAGTGCGGTAGTCGACGCCGCAATGCTGAAATTGTCAGCGCTCAG ATGAGCAAGGAACGGCCCGGAGACGACGAATAACGGACGTCTGAGATGAGAGCGGCGTCTTTG

TFmatrixID_0099: TFmatrixID_0319: TFmatrixID_0326: || TFmatrixID_0328: [  TFmatrixID_0331: TFmatrixID_0332: TFmatrixID_0337: TFmatrixID_0338:
TFmatrixID_0340: TFmatrixID_0341: TFmatrixID_0342: TFmatrixID_0343: TFmatrixID_0344: TFmatrixID_0345: TFmatrixID_0347: TFmatrixID_0348:
TFmatrixID_0349: TFmatrixID_0350: TFmatrixID_0351: TFmatrixID_0353: TFmatrixID_0355: TFmatrixID_0356: TFmatrixID_0358: TFmatrixID_0359:
TFmatrixID_0360: TFmatrixID_0361: TFmatrixID_0367: TFmatrixID_0372: TFmatrixID_0524: TFmatrixID_0547: TFmatrixID_0588: TFmatrixID_0589:
TF_motif_seq_0252: TF_motif_seq_0367:

Cc

Predicted binding sites of bZIP at CzDGTT5 promoter

Strand + (5'-3")
ACAACAGGCCAGGCTGCCTGAGATTGAGGCTGACAAGAAGGCTGCTGCAACAAGAAAGGTGCGTTAGGAGCATAGTGCCATGTATGATGGCCTAGCCAACAGGTGTAGGAAAGATGTGCATATGA
GGCAAGTGGGATGTCGATATATTACAGATGATCGGTGAGTACACAGCATGGAGTTGCAACTGGCTGCAGCATAACTTTGAACAGAAGCCTCGTTTGGCAGTTGCCAACCTGACGAGTAACAGGCA
AAGGATATGTCACTAGCTACTGCAACCAGGTTGGCCTGCTGTTTGCTTTAACGGCAGTCCAAGTGGTTCTACCTGCCCAGCCTGTTGTACATGTCCTTATCCTGCAGCCTGTCGAAGTACTAACA
GGTGTTTGCTGGTTATGTCTGTGTGCAACAGGACTTCAAGGAAGCAGCACGGCTGTCTGCCGAGGCCAAGGCTGTAGCAGTGCAGGTGGAGGCACTAACAGCAGAGGTGAAGGCAGTTAAGGATC
AGTTGACATCATTGGATGCTCAGGAGCAGGGGTTGGCAGAGCAATTGAAGGAGCTGCGGGCGATGTTGCAGGTGGGCAGGGGGCACAAACTATATACACATCATATGTGTTACACAGACTGCGTT
GTGGGAAGTTGCTGGCGTGCTATATAGGTTTGTAGCTTGTGTTTACAATCAACATGARACAACTTGGATCAGACTGAAGATTCCCAAGTGTTCTGATACCAGCAATCATGCCTGAACTGCAGGAG
ACAAAGCGTGATGCCGCTCTGGCACGCTGCCGGCGGCTGAAGTGCAGCTGTGAATGCAACCAGCAGCAACTGAATGCAGCCATAGCAGCAGACAACTATGAGGAAGCAGACGTGTTGCAGTCTGA
CCTGCAGGTGGAAACCATGGAAGCAGATCGGCTGCAGCAGGAGTGGCAGTTTGCACAGGATGAGCCAGCAGCTGATGTAGGAAGCACTGARAAAGACCTGCCCAGTGGCACCACTCCTAGTTTAG
ATGCAATAACAAACAGCAATAACACAACAGCGACACTGGGGACAACAGCAGCTGATGAATTGGGGGAACAAGCAAAATTACTTTCTGATACAGCAGTGGCGTCTGCATTGGGCAGCGAGCATGCA
GACACTGCTGCTACAACAGGCACAACAAATCAAGTTGATGTGCAGCAGGACAGTGACACCAGTAGCGACCATGTGGCTCACTCAGCATCAACAGAACTGGTGCATCATAACCTACACAATGCTGA
ACAGGGGAGTCATCAACAGGCTGCTGACAGGGAGCCTCAGGCTATCACTGTCAATCAAGCGGCAACTGGTGCCTTGGCTGGTGAAAGCAGCACAGAGCTGCAAGTGCAATCAAAGTGTGAGACCA
CCGCTGAGGAGGAATGTTTGTAARAATGCAGCATCAGTGGTGCTGTGGATATGTGGTACACTAGTGGARAGTCAGCACTGTGCTTCCCGTCTGTTATCAGCCAGGGAGAGCCAAGCAGGTCATGGG
TGCTGCACCACACGGACACATCATTGTTTGGCATGTGGCGCTGCCGACTGAGGCAGCATGACCGTGCATGCCGTGTCAGTCAACTGGGGTTCAGAGACTGTCAGCTGATCTGCATGAGGCTGTAT
GTTTTGTCATTTTTTTGTTGCGTACGTGCAAGTCACGAGTTACGTGCAGCAGATTATCAACCGATAACCGACAAACCACCTGCTGACTAACCCCTTTGCCCATATTCACCTAACCGTATCAAAGC
TCAGAAGAGAATTACGCTCGAACTCTCAGACCATCGCCAAACAAGTCTTTGCTGCGTTTTATAAGCCACCTGTAGAGCGTTCCTCCACCTGAGCAGTGAGCAGGGTATATATGGTGGGCCTGTGT
AAGCCATATCGCCTGTCACGCCATCAGCTGCGGCGTTACGACTTTAACAGTCGCGAGTCAAGTACTCGTTCCTTIGCCGGGCCTCTGCTGCTTATTGCCTGCAGACTCTACTCTCGCCGCAGARAC
Strand -(3'-5")
TGTTGTCCGGTCCGACGGACTCTAACTCCGACTGTTCTTCCGACGACGTTGTTCTTTCCACGCAATCCTCGTATCACGGTACATACTACCGGATCGGTTGTCCACATCCTTTCTACACGTATACT
CCGTTCACCCTACAGCTATATAATGTCTACTAGCCACTCATGTGTCGTACCTCAACGTTGACCGACGTCGTATTGARACT TGTCTTCGGAGCAAACCGTCAACGGT TEEACTGETCATTGTCCGT
TTCCTATACAGEGATCGATGACGTTGGTCCAACCGGACGACAAACGAAATTEEEEECAGGT TCACCAAGATGGACGGGTCGGACAACATGTACAGGAATAGGACGT CGGACAGCTTCATGATTGT
CCACAAACGACCAATACAGACACACGTTGTCCTEAAGHTCCTTCGTCGHEEEEACAGHEC GGCTCCGGTTCCGACAMBEIGACGTCCACCTCCGTGATTGTCGTCTCCACTTCCGTCAATTCCTAG
TCAACTGTAGTAACCTACGAGTCCTCGTCCCCAACCGTCTCGTTAACTTCCTCGACGCCCGCTACAACGTCCACCCGTCCCCCGTGTTTGATATATGTEGTAGTATACACAATGTGTCTGACGCAA
CACCCTTCAACGACCGCACGATATATCCAAACATCGAACACAAATGTTAGTTGTACTTTGTTGAACCTAGTCTGACTTCTAAGGGTTCACAAGACTATGGTCGT TAGTACGGACTTGACGTCCTC
TGTTTCEGCACTACGGCGAGACCGTGCGACGGCCGCCGACTTCACGIECEGACACT TACGTTGGTCGTCGTTGACTTACGTCGGTATCGTCGTCTGTTGATACTCCTTCGTCTGCACAACGTCAGACT
GGACGTCCACCTTTGGTACCTTCGTCTAGCCGACGTCGTCCTCACCGTCARACGTGTCCTACTCGGTCGTCGACTACATCCTTCGTGACT TTTTCTGGACGGGTCACCGTGGTGAGGATCAAATC
TACGTTATTGTTTGTCGTTATTGTGTTGTCEETGTGACCCCTGTTGTCGTCGACTACTTAACCCCCTTGTTCGTTTTAAT GAAAGACTAT GIBEHCAC CEEAGACGTAACCCGTCGCTCGTACGT
CTGTGACGACGATGTTGTCCGTGTTGTTTAGTTCAACTACACGTCGTCCTGTCACTGTGGTCATCGCTGGTACACCGAGTGAGT CERAGTTGTCTTGACCACBTAGTATTGGATGTGTTACGACT
TGTCCCCICAGTAGTTGTCCGACGACTGTCCCTCGEGAGTCCGATAGTGACAGT TAGTTCEGECETTGACCACGGAACCGACCACTTTCGTCGTGTCTCGACGTTCACGTTAGTTTCACACTCTGGT
GGCGACTCCTCCTTACAAACATTTTACGTCEGTAGTCACCACGACACCTATACACCATGTGATCACCTTECAGT CGTGACACGAAGGEEAGACAATAGTCGGTCCCTCTCGGTTCGTEECAGTACCC
ACGACGTGGTGTGCCTGTGTAGTAACAAACCGTACACCGCGACGGCTGACTCCGTCGTACTGGCACGTACGGCACAGTCAGT TGACCCCAAGTCTCTGACAGTCGACTAGACGTACTCCGACATA
CAAABGAGTAAAAARACAACGCATGCACGTECAGTGCTCAATGCACGTCGTCTAATAG TATTGEEEGT T TGGTGGACGACTGATTGGGGARA TATAAGTGGATTGGCATAGTTTCG
AGTCTTCTCTTAATGCGAGCTTGAGAGTCTGGTABEGEHTTGT TCAGAAACGACGCARAATAT TCGGTGGACATCTCGCAAGGAGGTGGACHEEEEACTCGTCCCATATATACCACCCGGACACA
TTCGGTATAGCGGACAGTEEEETACTCGACGCCEEARTGCTGARATTGT CAGCGCECAGT TCATGAGCARGGAACGGCCCGGAGACGACGAATARCGGACGTCTGAGATGAGAGCGGCGTCTTTG
TFmatrixID_0188: TFmatrixID_0189: TFmatrixID_0199: TF_motif_seq_0240: TF_motif_seq_0271: TF_motif_seq_0287:

Figure S7. Genomic map of CzDGTT5 viewed in JBrowse (a) and predicted binding sites of MYB (b)
and bZIP (c) at the 2.0-kb CzDGTT5 promoter. The underlined sequences in (b) and (c) indicate the 3’
of neighboring gene, Cz09g27300. The TFmatrixIDs were shown in Additional file 3: Data S1.
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Figure S8. Gene expression of MYBL1, bZIP3, CzDGAT1A, CzDGTT5, Cz06¢905020 and Cz09927300 at
0 and 12 h of ND. Cz06g05020 and Cz09g27300 are the 5’ neighboring genes of CzDGAT1A and
CzDGTTS5, respectively (Additional file 1: Figure S6 and Figure S7). Asterisks indicate the significant
difference compared to 0 h (t-test, P < 0.01).
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