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Figure S1. Phylogenetic tree of banana LOX genes family.
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Figure S2. Sequence identities and similarities (%) among the MbLOXs.
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Figure S3. Sequence identities and similarities (%) among the MiLOXs.

100.00
90.00
80.00
70.00
60.00
50.00
40.00
30.00



A MHLOXS | - - OG- G- G R R —
MbLOX10 | HEED-E-0- G- 0N - O - D TR - — o
MbLOXT1 | M- - S-S0 - S—— B )
MBLOX9 * | nED- - S - - - S - HE - -
MbLOXI6 | I — DD D O S e—— - O - T
MBLOXI | BE——— -G -G-0-0- N0 -G - Immmmn R HEEE - oy
MbLOXI4 | HE————@—E-EN-0-0-G-Gn-am——) — T .- —_—
MbLOXIS % | NS ——GS- S — -0 0I5 -5 —GEm—— —= & 4 - HE - -
MbLOX13 £ | S — - — 0 — 8- S—— — R - —
MbLOXIS & | ED-G-E0—Gn-0-0-an - a» | —E B4 HEEEE —
MbLOXG | M-S — D00 G e— — BRI —Jwe

= s r = & s

Legend:
@D DS W ypstream/ downstream — Intron

—
L oV g

&

1

bits
3 ¥ ¢ ¢
2T ai————
3-

®X4®X4® X17 @ X8 @
MbLOX14 ELISHWLRTHCCVEPYSIAAHRQLSEMHPIYRLLHP
MbLOX15 QLVNHWLKTHACIEPFILAAHRQLSAMHPIFKLLKP
MbLOX16 QLI SHWLNTHATMEPFVIATNRHLSVLHP I HKLLTP
MbLOX1 QL I SHWLNTHAVIEPFVIATNRQLSVVHPVYKLLSP
MbLOX8 QL I SHWLNTHAVLEPFVIATNRHLSVVHPISKLLTP
MbLOX10 QL I SHWLNTHAVLEPFVIATNRHLSVVHPISKLLTP
MbLOX11 QLVSHWLGTHAILEPFI IATNRHLSVVHPINKLLTP
MbLOX9 QLVSHWLGTHAILEPFI IATNRHLSVVHPINKLLTP
MbLOX6 QLVNHWLKTHACIEPFILAAHRQLSAMHPIFKLLKP
MbLOX13 QLVNHWLRTHASVEPFTLAAHRQLSAMHP I FKLLKP
MbLOX18 QLVNHWLRTHAVMEPFILAAYRQLSAMHPVFKLLHP

Figure S4. Gene structures and conserved motifs (A), Motif 1 sequence (B) and the 38 conserved residues of
MbLOX proteins of MbLOXs or their encoded proteins. the dark color in C shows highly conserved histidine

(His).
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Figure S5. Gene structures and conserved motifs (A), Motif 1 sequence (B) and the 38 conserved residues of

MiLOX proteins of MiLOXs or their encoded proteins. the dark color in C shows highly conserved histidine (His).
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Figure S6. Chromosome localization of MbLOX genes.

Bchr08

bLOX13

Bchr09

bLOX14
MbLOX15

bLOX16

Bchr10

bLOX18



S1338 S2542 S3004 S3031

S34
LMiLOXl 3
MILOX5
iLOXI18 iLOX10

S406

|
0.0 Mb

|
0.2 Mb

iLOX1

MILOX15

| | I
1.0 Mb 0.8 Mb 0.6 Mb 0.4 Mb

1.2 Mb

|
1.4 Mb

S647 S649 S655 S7089 S768 S829

MILOX14 L .
MIiLOX16 MiIiLOX12 MiLOX4

|
0.0 Mb

I
0.2 Mb

iLOX7

MiIiLOX6

_

Figure S7. Chromosome localization of MiLOX genes.
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MbLOXs, and the gene names in red are tandem replication genes.
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Figure S10. Orthologous among M. acuminata, M. balbisiana and M. itinerans.
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Analysis of cis-acting elements of MbLOX gene family promoter.

Figure S11.
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Figure S13. Transcription factor binding sites predicted in the promoters of MbLOXs (A) and MiLOXs (B).
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Figure S14. Relative usage of synonymous codons in MbLOX gene family members. The underlined data

indicate that the MbLOX genes preferentially to use this codon.



Figure S15. Relative usage of synonymous codons in MiLOX gene family members. The underlined data

indicate that the MiLOX genes preferentially to use this codon.



