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Figure S4. The promoter region sequence alignment of Bna405g08870D. The chart contains 4
sequences, the gene sequence of Darmor-bz/(as a reference), the gene sequence of L780 and M7,

the consensus line. Spaces indicate insertion or deletion and common bases are in black.
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Figure S5. The promoter region sequence alignment of BrnaA05g08890D. The chart contains 4
sequences, the gene sequence of Darmor-bzh(as a reference), the gene sequence of L780 and M1 ,

the consensus line. Spaces indicate insertion or deletion and common bases are in black.



Dammor-bas
L7800

parmor-bzh
Lien

e :
. 220 * 240 . 260 . 280 0 200
parmor-hsl =
1780 . .
1 :
B az0 - 3a0 . 380 = 380 B 400
Dazmor-hak
a0
. 4 .
gecgetastace tacagcanceasatgascagtect Lumcr:ual'qmcmmmﬂs'rmcsmcstGTTTMuTDmGGEnmATTGTGm
Bamor-bek
L1780
520 . 520 . 550 . 580 o0
CAAGGAREARACABATECTTS summmrm-csuc-rssmnsT:muw:ncqmcnscmwsmmmmmmmsnmc
AACGARGAAAC 7o) 5 3 :

can I a0 700
I o G TS st S se gz
ATGAGATTCTTCARCT caz - 7o

Barmar-hak
60

il
B az0 . aan . 860 B 850 . a00
Darane-hek
a0
r
- azn . san . 550 - 80 N 1000
Durmor-bex
1780
P
N 1020 - 1000 . 1086 - 1080 . 1100

pammor bex ¢
1780

B 1120 . 1120 . 1160 B 1180 + 1200

parmor-bsk ¢
Lign

. 1220 * 1200 . 1250 . 1280 B 1300
parmar-hah
1760 . .
1 :

B 1320 - 1340 . 1350 = 1380 B 1800
Dazmor-hak
1780

- 1220 - 1200 . Laso - 1480 N 1800

tgatt tEatagasy totascasast tasatatoattttatoant cagttataatocaat toast tagaT

Bamor-bek
L1780

- 1520 . 1590 . 1550 - 1580 . 1600

T AT T TG GAT CATO AN A TG GO TGA T IGT AN DS TAT NGO IGUTRIAAEATASR AT
Pammor bek ¢ A
1780

. 1890 * 160 B 1680 B T6r0 . 1700

pammor bzx
1780

. 1720 . . . 1800

e s o
barmor-hek :
1260

ARATEGATGEATAC?
M1 : 2

.
ACRAARART

1820 . 1340 * 1660 . 1850 . 1900
TTgmﬂTmmmwsmmEnxmwmg.LmemTﬂmTT:cmTT}mn‘m’m'ﬂ\L@cc  saamGomTATCCCI TonGaTGoc

Dammaz-bek
a0

i

1920 1300 * 1950 . 180 . 2000
acremimach cr:l:l:Tmrmxrcmmcgimcgcrxcncmintuicjxacgcmmamnu:'n:l::rccm:'rjsan‘m:sr\s

Damor-ban
L7800
P

pamor bz
L780

Figure S6. The promoter region sequence alignment of Bna405g08900D. The chart contains 4
sequences, the gene sequence of Darmor-bzh(as a reference), the gene sequence of L780 and M1 ,
the consensus line. Spaces indicate insertion or deletion and common bases are in black. The
complete sequence of large fragment insertion was not acquired due to the Poly structure and the
obtained sequence is listed as below.

>large fragment insertion

ATTTTCCTACAAAATAAACTCCTCTA

ATTCATTAAACATGATCAACATAAACTTTCCCCTAACGATATAATAGACCCTTTTAAGTA(

CAGTGATTCACAATGTTTACTTTCAAAACTAGTTGAAAACAGAGAGGTGATAGCAACTTATATGGAGATCTATGTTCTTACCTACTTAAGAAGGAGTGGTATTGGCTCCACGGGAACAGGAAAAAGCATGTGCGCACATGTTATATTACAGGAAA

TAATGTGACGCCCCTCATCTCTGCTCACAATTACGTAAAATGATCGACTGGTTACCATATAGTTTATTGGAACCCATCCGATTAATGAAAGAACATATTATTTATAACGGCTAACGTGGACCCCAAATACATATGTTAAAGCAGCTGCTATGGTACCT

TTTTTTTTGTCAACCCAGCTATTGTAGCTTAATTACACAATGTAACCATAACCTAAAATATTAGAGTATCCTAGCTAAAT TACCCAATGTAACCATAAGCTTATTTTTTTTTTTTAAAGCATAACCATAAGCTATAATATTACAGAATTTACCATTAAGT

TCCTCACTTTAGGGTATATATTTAAGGAACAAAAGGTTAACAGTAGAGAAGATAAGGATGACAATTACATTACCCAAAGTTAAAAAATATTGTTTTTCCTCCACCGCTTATTTCCGAACTTCGATGACGTACATCTTGTTTCCACCACCTGCTTATT

ATGGATTACTATTCCAGATATTTACTAAGCTTAGCTTACAAAAGAAGACTTATAGATGATAGAATTTATAGACAGTGACAGAAATAAATAAAATAACAATGACCTGTTTTGTCATGTCAGAGAAAGTCGCATCATGATGGTTAACTAGCCCTATATA

GGCTGCGGCATTAAATGCTAAGATATGAGAAAGATTTGGTCCAATAACCTCCAACTGGAGGTGAAACCGGTTTCTACAGCATGTTGAAGTCTT TATATAGATGCTTCCCCTATTAACTTTTACAACACAACTTACCTTTACTGAGACCGGATAGGC

AATG

"AGATATTAACTTCAGTTAACTGGTAGTCCG ITGATTCCTTTATACTTGAAGACCATAACTATTTCTATTTCTTACTTACK IACCCAAATACGTATCATCTCGGACTAATGTTCTTCTTT




TATATGGACAGATGGCACGTTTGGTTCGTGTTTTTAAGGGACAGTGGTTCAAGTCGCAGGATGGTGTGTGGAGGTTCGACCAAGATCCTACCATGACAGGGCGTGACATACTCATTGCAAACACCGAGCACCTTGAAACACTTAAAGACCTTGT

CCAGGGCTGTCTTCTGTCTTCGTACAGAAACCCCGATGGTAGTTACTTTCCAGCTCCCACAGTGGATGCTCGAGCCTGATGGCGGGACGTGGCCTCCACATAACCTAAACAGTAACGCAGACGTCGATATGATGATGAGCGTACATGACTGGAAT

GTAGAACCAAGGCTTTGCGTCATATTTGGTGCTCAGGATGTGGCTACATACCAGTTCAGGTGCAGAAGACCTTTTACCATCGGATCTTCCACATTCCTAGCCCAAGGTGTGACGGAGGAGCAACACATGGCGCGTGTGTTAGGTATATTTACGTA

CCACATGAATATCGTTTGCAATACATAATAAAAAATGATTCTAAACCAT TACCAACATCTTTGTTGATAGATATGATACGTGGTAACGAGCTACTGTGCAGTGAGCAAGTGCTTAACGAAATCTTTGACGAAGAAAAAATGGTCTTACTCTATCGTTT

CTCTTTGGAGATTCAAAAAGCCAAAAACAGTCTCGACCTCAATTTAGGACCCATGGTGGAAACTGATGACCACATTGTACCTAATATCGGTGGTGAGGGGGGGACACATGTTCAGCATGGAGGTGGAGTTCCCAACACTGAGGTTCAACCAGA

CGTAGCAAGGGGTGAGCTTCCAACCGGTGACGTTCCCTTTAATACTCCTCCACATTTTGGTATGTTTCTCTACTTACATTTTGTATTTAACAATTAACTATAATA ATTATAACGATATATATTAGAGTAAACGGTTGCCTATAGCTTATTTGTTTAGATA

CCTTAACATATATTACAAACCTAATAGTTCAACGGCTTCCATTTGTAGGATATCTACCATTCAACACAGCTGCATCCATGACGACCACTCCTCGTCAGAGCATGTATGGGCCACACTATTATACGCCGCATATGGGAAGCATGGCTGTTAGAGGAAGC

TATTGGGAGAACTTGATGTCATCCAGGTATGCAGTTGATGTGCAGAGAATTTATGGAGTACCAGGATCTGAATACGTTGGATATTCCCCCAATGACCTCAATATCGGTAACCCTACTGGTCCACCTATGCTTGGGTCCCCAAATGGTCCACCTATGC

ATGGGTACGGGGTTCCTATTGAAGTTTCTTCTACGGCTTCATCTACGGAGGTGCATAACGTTCGTGACATTGGAGTAACAGTCAATACATCCAAAGAAACCGGTATCAGAGATGGCATCTGTGTTGAGAAAGGTATGAGTAGACTATTTTCAAAA

TTATGGAAATTTACAATCCCATAATTACTTCGTAACAGAGCATAGCAACTAAAAGTCAATTACTTATATCCTGAACTACATTTTCTTTATTTTTTTCCACTGAAAGGGGAGTCCTCCAATCGGCCAGAGCCTGCAACTCATGCGGACTTGGACGTTA

ACTTCCAGATTGGAGACACAACGCCGGCAGCCGATGTTGGTGTTGATGCTGGAGAGGGTCGGGACGCTTGAAGAATCTGCCAAACAAGATGTAAAATAAATAAGGGACAACTTTATGTATAATGTCTAAAACCTTTTGGCGTTGTGAAATATGC

TCGTAGACTTGGTATGCATGGTAAAATATGGGAGTTCGTTTACTATGATGACGTTTTCTCGAGCCTCCAGTCGGTGTAATAGTTTGTCTTCTATGAAGATTGTATGTGTGATATTAATTTTAGTATGTTGCCTTTGTAAAATACTTTTGTTTCAATGATT

ATATAACGTAAACGTAAACCGCAATTATATTCTTATTTTGGTTATTCAACAAAATAACCCATAAACTTAAACCGGCTTATATAGGTAAAAAATTGTTGTCTAAAATTACTCCCATCACTAAAATGATGTGTGTATTGCCACCTTTTCGAACTTAGTTTT

CCCAGTTAGTAAACGATATGGAAGGAATCTTAACAACTATTGCTTTCATCAAAGTTGAGTCTTCCATCGTTACATTAAAGACAATGTTGTTTAAGTTAGCCGTAACCTATTGTCTCTCTTCATAATAATAGTACAACAACTATGAGAAGAAAGTCAAA

TTACATAGTTCCCCATGAAATGAACTTCTCATATTTTGTACCCTGTAATGCTTCCAACTCTCATCTAATAACTAAATCACACAAAGAGCCATATGCAACAAGAGGGGAAAAAAAGAGTTTAACAGCGAATCTTATAATATGACACATTGTTCCTCAA

ACAAATAGAATAGACAAGGTTGACATAAGACATGACGTAATAACAGGTACGCTTCGAGGAGAACCGGTACCGTCTTCTACCAAAGGACTTTATTAAACCGGGTAAAAAAGCGTTTCCTACAGCTTCTGATGAAATTCATACACCATAATCGCTGC

CTTTTGTGCTTCCACTGGAATGACAGTTGGAGTTATAGACCTACAGCCGTCAAATCCAAACAGCGCATGTGCTTGGATCAAAAGACAGGCGGTCAACGCCGCATCTGCGGGATTAGTGTT TTGAGCAACACCTTTGATTCTITCAACCGCAAGT

TTGTTGCCGATAGTAGGAACACCATTACCTAAACGTCTCACTATATAAGGAAACATGTCAGAGATTGGTAGCAGCTCTTTTACCAACGCTTCATCCGTAATAAGACCTTGGTTGCAGTCCAGAACATATATCTTCGACGAAGGGATATCTACACAA

TACTGAAAACATATTTTTCCCTCTGCTTTGACTTTTTAAACTTTGGATAATTCCTTC

AGGCCAACCCAATGTCTGCGATGGACGTTGAATGGAATATACCACCTCGCCACAGCAATGTGTCTCGGGGAACTCTTTCTAACACAATCTACCACT

CCAAGCAAAATCTGCACACGACTGTCAAGGAACACTGGAATGGTATCGATCTTACCCAACGCTTCGTTGTTAACGTTGAATGCAACAACCCTTGTAAGTATATCTATGACCTGAGTAAATATAATAAAGCATCGGTGAGGATACAAATTAGACGGT

AATAAATAGTCAATTACGCGTAACGTACTCGCCCAGGAAGAAATCTGTTCCTCTCTCCGATGTCGACCATGTCCTTCCCAGTTACTGACAAGCCCGCAACATTGATAACACTGGAAAGAAATACAAAAGTATGAGTAAGTAGAGTCCCTACCCTG

GTAAATTTCAAGAAGAAAACAATCAAATATATTATTCTTCAAAATAATGAATAGATTTTTGTAAAATACCACTCTTTCTTAAGTAAGAGCTTCAGACGCAGGTACTTATCACGAATCCCAGAACATGCATACCCAATCATCCCTAGAAGTTGTCCTT

CACGAGCCCTATTAACAATTGGGGTACCGCACTGGTAGTCGGTGATAAGTTGCGGTGGAACATGCCGCCTCCGCTTGCTTTTACGGCAAGTCAGAGTTTCTTCATTATCGCAAACCACTGCTTCAATAGGTTCTTGAACGGAGATATTGTTATTAT

GTCCCATGTCGCCAGCTTCCTGCTGCCGTTCAATTCCAAGCTCCTGAGTTAGGCCAAGTGAGAAAGAAGGAATCTCATGTCCAAGAAACACGTCGACCGCCTACACACATTTAACATCTTTGGCTTTCGTAAAAATAGCGTACATAGTGAACAA

TCAAAGAATTTTAAAAAATTGTTACATTTACTCCTCCCTGTTGGGCCGTCTGGCTGACACCACACAAAGATGCATGCTGATTTATACCACCGTCAGCGTTCCCAGCGGAACGGACCTTCCGAGGGAAGGAGATAAGGTAGGTCGCAGATCCCTAT

AATTTTGAAAAAAAATTTGAAGACGGAAAAGTATTAAATGCCTATTTTTTAAACTTGCTTCTACATTTTCACAAGCTTCAGAAGTGGTATGGAGGGAAACATTATAACCGAATACTAATATGGTAAACAAAGTAGTGTTGAATTGTAAAAATATAT

GAAACAGAGACGTTACTTCGGATAGTTCCTTTGAAAGCTGTTTCGCGGACATACGCTTCTTTGAATGAATACTGGATGTTTCATTTTTCCGTTGACTATCTTCAGGATGCCCGCCGGCAGATAAGGGGGATCGCTGCCTATGGGACTCCGCCTCAG

ATCCCTGACACAATCATCTAACTTATAAGGAGTTCTCTTCATACTTAAAATAACAAAAATTTCTTCAAAATTATATGTCACCAAAGGACGCTACTTTGAAGGAAAGATGAAGGTTGGTGCAAATCATATCCTGAAGTTGTTATCCTAACCCATTTAA

CCATAACATTTTACAACGTTTCCCAAATTTTTCCCTACGAATTAAACTTCTGCATTTCTAAATTTTTATACTATC TATAAATATAGACTTACAAGATGTGAGTGACTTACTTGGCACCGGTTCCCTGCCCTAGGTGGAGTTGAGTAGT TACTCAGATTTT

CCCAACACATTATCAATAATCTGGTCATTGCTTTCACGCGTTGGAGAGAGAATATTTTCAGGGAGAACTCTACTTTCGACAACACCTATCACTTGCCCAGGCGTTGTATTTACCCAATCATCTCTACTTTCCACCCCATTGGCGAAATCGGCCGGCG

TATTATTTTGACAGACTTCTTTATGTACCACTTCATTAGTAACTGGTATGGCGTCTGGATCTTCAACTGCTGCTTGCGTACTAGCT TTGGAAATGTACGAAAGGATTTCCGTCTTAAAACTCTGCAGAATTGTATCCACACTACCAACAACTGAAGC

CTGATACGAGAGAGCATTGGAAGACACCTCCTTCACGGACGCTACAGCAAAATCGATTTTTTGCTCCAGTCTATGAATCTCAGGTGCCAAAATTGAGTGAACAAGAGCTTTGATTTTTGATTCCTGACTGAGGTCTATAGGTGCCTCATTCGTCT

TCTGTCTAACTTCTTTTCTTTTCCCTCCTTCTTTCAACTTCTCACGCATCTTCTCTACATCCACTTTAGTCAGACCACCTCTAAACATCTCTTTACGGATAACAACGTTATTCAAAATAAGATTGACCAAGTTATCAACCTTGACATCAACAACATCA

TCTGACCAATTAACCAAAGAGTCGACGTCACGCCTTGGAGGATCAACTGGAAGAATGCTGGTCACCAATGCCTACGATACACAGTAAAAAAAAGTTATTAGTGCATATGGGGTGCCGTTACTTTATTTACTGATTACGAACATATACGGTAATAA

AAACACCTCAGCTTTCCTATCAATTTCGCGAGCATGTCCCGGACTTAATGTCTGCTTCTTTGTCTTTCCGGGTAAACGATCACCGTCCTCTTCATCGCTCTCAGACTCTGATGAAGAATCAGCTTCTTGTACGACTTCTGTGAGTGAAGGAACTGC

TTCAACGATAACAAGCTGGAGGGCGAGGGCAAATCCTTTCAAGGCTATTGTGTTTTGCGACAGTGAAATCTCATCTCTTTTTTTAATACTTGTCATCAACATATCAAAAGCTAGTCTCCCCCAAGGGAAGGAAAAAAAATCGTCCATATCCACCA

GCAGCTCAGCGTGTTCCTTCAACATCTTCATACGCAGATTTGTGCAGAGCAAAACTGAAGACACAATTGCAAGGCAAGCCAGTTTCATCCGGAGATCTTTGTCGGTAACGGTTTTCCTCCGCAGCAT TTTTACCGCTCTAGATACTCGCATTTCT

GGCCAATACGGTTTCTCCTTCATATTTTTCTTCTTCTTCGACTTTGATGTCTTTGGAAATTCACCACAAGGAAGACCGGTCACTATGGCAAACTCCCGTAGCGAGAATCTAATTGGTTTACCAGCGAATCGAAAC

“TTTCAGCCGCTCGATCTCGTCCGCATCTAGAGCTTCAAGAATT

CAAGCCTCGTGCTTTTTATCAATTTTAAGTTGCCTTGACAATAGATATCTAGCAAATCTACCAGAAAAAGCTGGTTTTTCCGAAATTTCGACCAACTTTCCGAATGAAGTC

GTGTTTAGCGCCCGCGACGACTGGTATGTCAGAACCCTAACACCGACGGGTTCCTCTCCCTCGGCGAACATCATTTCCGGTAAGGATACGGTGGTTTCCTCCATTTCTTCTTCCGCGAAATCACGACTCCGTGAAGAGGCCATCTCGATTACGAA

AACTGTGTGCTTGATAGAGGAGTGAAAATAAAACGCCCGATGAGAGATGAAAGAAAATGAAAGGCGTATAATACAAAGGAATCGACTAATATACTATAAAAAGGGATAGATATAAGGCAAGATAGGTTTTTTGCACGCTTTGAAAGTACATTTG

CCATACTGTACCAAAGATATTTTCTACTACAGTACAAAGCGTGTTCTACCGCCTTCTCCCGGTTGTCTGCACAAAGCGCCATCCTAGTTTTGGGGACCTACATCCTCCGTTCTCTCTCATACTGAGGGTACTGTCGGTATTACCGAAAACTCAACAG

TACGATGCCCATCCACCTAATTTACATCTCTTCCATGTATATCTAGTGCAAAAACCC
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Figure S7. The promoter region sequence alignment of BnaA05g08910D. The chart contains 4
sequences, the gene sequence of Darmor-bzh(as a reference), the gene sequence of L780 and MT ,

the consensus line. Spaces indicate insertion or deletion and common bases are in black.
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Figure S8. The promoter region sequence alignment of BnaA405g08950D. The chart contains 4
sequences, the gene sequence of Darmor-bzh(as a reference), the gene sequence of L780 and M1 ,

the consensus line. Spaces indicate insertion or deletion and common bases are in black.



