
 

Supplementary Figure 8. Alignment of key amino acid sites in major OMT gene 
family sequences. TfOMT was used as the model, with sequences from Seventeen 
other species serving as references. The alignment includes positively selected 
sequences, where key residues are marked in brown, catalytic determinants in blue, 
and S-adenosylmethionone in purple. 

 

563 601 633 833

00132_TRINITY_DN12661_c0_g1_i1.p1/1-341
00210_TRINITY_DN11603_c1_g1_i1.p1/1-346
00910_TRINITY_DN29985_c1_g1_i2.p1/1-345
01205_TRINITY_DN10798_c0_g1_i3.p1/1-258
01205_TRINITY_DN4606_c0_g1_i1.p1/1-339
07985_TRINITY_DN13267_c0_g1_i3.p1/1-351
07985_TRINITY_DN16834_c0_g1_i1.p1/1-259
07985_TRINITY_DN16834_c1_g1_i1.p1/1-276
08580A_TRINITY_DN7291_c0_g1_i1.p1/1-279
08895A_TRINITY_DN38724_c0_g1_i1.p1/1-325
09154A_TRINITY_DN14248_c1_g2_i1.p1/1-348
09155A_TRINITY_DN12531_c0_g1_i2.p1/1-329
09265A_TRINITY_DN221310_c0_g1_i1.p1/1-349
09679_TR35590|c0_g1_i1.p1/1-351
09688_TR6741|c0_g1_i1.p1/1-351
09701_TR31341|c0_g1_i2.p1/1-350
11326A_TRINITY_DN24828_c0_g1_i12.p1/1-257
11539A_TRINITY_DN9861_c0_g1_i7.p1/1-359
12597A_TRINITY_DN17726_c0_g1_i6.p1/1-295
12699A_TRINITY_DN2015_c0_g1_i4.p1/1-360
12730A_TRINITY_DN17849_c0_g1_i1.p1/1-350
12731A_TRINITY_DN9544_c0_g2_i3.p1/1-256
12739A_TRINITY_DN224_c0_g1_i1.p1/1-347
12745A_TRINITY_DN494_c0_g2_i19.p2/1-336
12748A_TRINITY_DN9185_c0_g1_i8.p1/1-268
12919A_TRINITY_DN6149_c0_g1_i6.p1/1-275
13062A_TRINITY_DN100460_c0_g1_i1.p1/1-274
13134A_TRINITY_DN6731_c0_g1_i2.p1/1-258
13143A_TRINITY_DN13563_c0_g1_i1.p1/1-354
13214A_TRINITY_DN6374_c0_g1_i2.p1/1-259
CC00494A_TRINITY_DN16790_c3_g4_i4.p1/1-270
CQ00790_TR11836|c1_g5_i3.p1/1-217
EM00104_TRINITY_DN6939_c0_g1_i1.p1/1-271
HRB0111B_TRINITY_DN18121_c0_g1_i1.p1/1-263
HRB0111B_TRINITY_DN2738_c0_g1_i4.p1/1-292
XA00077_TR27717|c0_g2_i7.p2/1-261
YZ0011_TRINITY_DN64337_c0_g1_i1.p1/1-255
YZ0027_TRINITY_DN5602_c0_g1_i2.p1/1-279
YZ0049_TRINITY_DN8550_c0_g2_i5.p1/1-278
YZ0063_TRINITY_DN12421_c0_g1_i2.p1/1-266
YZ0079_TRINITY_DN2556_c0_g1_i2.p1/1-258
YZ0094_TRINITY_DN10494_c0_g1_i1.p1/1-321
YZ0097_TRINITY_DN90500_c0_g1_i1.p1/1-460
YZ0106_TRINITY_DN42109_c0_g1_i1.p1/1-350
YZ0116_TRINITY_DN217_c0_g1_i2.p1/1-350
YZ0117_TRINITY_DN10253_c0_g1_i1.p1/1-366
YZ0118_TRINITY_DN22550_c0_g1_i1.p1/1-347
YZ0119_TRINITY_DN8886_c0_g1_i1.p1/1-323
Cj6OMT/1-347
CjCoOMT/1-351
PsSOMT1/1-390
PsSOMT3/1-339
Cj4OMT/1-350
Ec4OMT/1-353
Ec7OMT/1-353
Ps4OMT1/1-354
Ps4OMT2/1-357
Ps6OMT/1-346
Ps7OMT/1-355

Tf6OMT/1-350

NnOMT1/1-346
NnOMT2/1-346
NnOMT3/1-347
NnOMT4/1-351
NnOMT5/1-345
NnOMT7/1-348

L FN EAMA G E- T R L L T
L L SDAMT SH - T SMV T
V FNDGMGCT - SK I T V
L FN EGMA G E- T R L L T
M FNQ AMA CT - A K I T V
L FN EGMA G E- T R L L T
V FNDGMGCT - NK I T V
L L SDAMT SH - T SMV T
L FN EGMA G E- T R L L T
L V N EAMT SH - T K CMV
T FN E FGA SD - SR I T S
M FNQ AMA CT - A K I T V
L FN EAMA CD - T R L V L
L FN EGMA G E- T R L L T
V FNDGMGCT - NK I T V
L FN EGMA G E- T R L L T
L F Y EG- - N E- SR F T V
L FN EGMA N E- SR L TM
L FNGAMA CT - A K I V V
V FN EAM SCT - SA FV L
I F N EGMA ND - T R L I M
M FN EAMA ND - SR L I M
L FN EAMA CD - T R L I T
L FN EGMA G E- T R L L T
L FQ EG L A G E- T R L L T
L FNGAMA CT - A K I V V
L FN EAMA ND - T R L T I
L FN EGMA N E- SR L TM
L FN ETMA ND - T R L TM
L FN EAMA CD - T R L V T
F FN EAMA ND - T R L I M
M FNDAMT SH - SK FM L
L FN EAMA CD - T R L I M
L L SDAMT SH - T SMV T
L FN EGMA G E- T R L L T
L FN EA L A CD - T R L V I
L FN EGMA G E- T R L L T
L FN EAMA ND - SR L I M
L FNA AMA CD - T SM I M
L FN E I MA SD - T K L VM
R FN EAMA SD - T R L V T
I F NA SMA CT - A K I A I
L FN EAMA ND - T R L I M
S FNV A I A GT - T K T A I
L FN EGMA G E- T R L L T
L FN EGMA G E- T R L L T
L FN EGMA G E- T R L L T
V FNQGMA CT - A K F SV
L FN EAMA ND - SR L I M
I L NDAMT SH - ST FM L
V FNDGMA V F - S I V V F
L FN EGMA CD - T R L FA
L FN EGMA G E- T R L L T
L FNV GM EG E- T R L L T
L FY DGM EC S- T K V L V
L FD EGQ A G E- T R L L T
L FN EGMA G E- T R L L T
L FNA AMA CD - T R L V T
F L NGAMQC S- T T T I I

L F N EGMA ND - T R L I M

L FN EGMA CD - T K L L I
L FN EVMA CD - T S F I T
P FN EAMA CDT T R L L T
L FN E SMV HD - T R L F T
L L SDAMT SH - T SMV T
L L S EGMT N L - T S LMA

S L V DV GGGNGT
S FV DV GG ST GV
SMV DV GGG I GT
S L V DV GGGNGT
S I V DV GGGT GN
S L V DV GGGNGT
S I V DV GGG I GT
S L I DV GG ST GV
S L V D I GGGNGT
S L I DV GG S EG I
S L V DV GGGT GT
S I V DV GGGT GN
S L V DV GGGT GT
SV V DV GGGNGT
S I V DV GGG I GT
S L V DV GGGNGT
T L V DV GGGT GT
T L V DV GGGT GT
K L V DV GGGT GM
E L V DV GGGT G S
T L V DV GGGT GT
T L V DV GGGT GT
T L V DV GGGT GT
S L V DV GGGNGA
H L L T L V EGMA P
S L V DV GGG SGT
S L V DV GGGT GT
T L V DV GGGT GT
T L V DV GGGT GT
T L V DV GGGT GT
T L V DV GGGT GT
S I V DV GGN SGV
S L V D I GGGT GT
S L I DV GG ST GV
S L V DV GGGNGT
S L V DV GGGT GT
S L V DV GGGNGT
T L V DV GGGT GT
T L V DV GGGT GT
S L L DV GGGT GT
S L V DV GGGT GT
S L V DV GGGT GM
T L V D I GGGT GT
S L V DV GGGT GM
S L V DV GGGNGT
S L V DV GGGNGT
S L V DV GGGNGT
T L V D L GGGT GA
T L V DV GGGT GT
S I V DV GGN SGV
E L L DV GGG I GT
T L A GV GRGT GT
S L V DV GGGNGT
S L V DV GGGNGT
S I V DV GGGT GM
S L V DV GGGNGT
S L V D I GGGNGT
T L V DV GGGT GT
S L V DV GGGT G S

T I V DV GGGT GT

S L V DV GGGT GT
SV V DV GGGT GT
S L V DV GGGT GT
S L V DV GGG SGT
S L I DV GGCT GV
S L I DV GG ST GV

D L P Y V I A
D L P HV I A
D L P HV V A
D L P HV V A
D L P HV L E
D L P HV V A
D L P HV V A
D L P HV I A
D L P HV I A
D L A HV I D
D L P V V I A
D L P HV L E
D L P HV I A
D L P HV I A
D L P HV V A
D L P HV V A
D L P HV I A
D L P HV I A
D LQ HV L A
D L P HV I A
D L P HV I A
D L P HV I A
D L P HV I A
D L P HV I A
S L P - - - -
D L P HV L A
D L P RV I A
D L P HV I A
D L P RV I A
D L P HV I A
D L P HV I A
D L NHV I E
D L P HV A A
D L P HV I A
D L P HV V A
D L P HV I A
D L P HV I A
D L P HV I A
D L P HV I V
D L P HV I A
D L P HV I S
D L P HV V A
D L P HV I A
D L P HV V A
D L P HV I A
D L P HV I A
D L P HV I A
D L P HV V A
D L P HV I A
D L NHV I E
D L P HV I S
D L P EV T S
D L P HV I A
D L P HV V A
D L P HV V A
D L P HV I A
D L P HV V A
D L P HV I A
D L P HV V A

D L P HV I A

D L P HV I A
D L P HV I A
D L P HV I A
G L P HV I A
D L P HV V A
D L P HV V A

P GDM F
EGDM F
GGDM F
P GDM F
GGDM F
P GDM F
GGDM F
EGDV F
GGDM F
A GDM F
P GDM F
GGDM F
P GDM F
GGDM F
GGDM F
P GDM F
EGDM F
EGDM F
P GDM F
P GDM F
QGDM F
EGDM F
EGDM F
P GDM F
- - - - -
P GD I F
GGDM F
EGDM F
GGDM F
EGDM F
EGDM F
A GDM F
EGDM F
EGDV F
P GDM F
I G FN L
GGDM F
A GDM F
SGDM F
A GDM F
EGDM F
GGDM F
EGDM F
GGDM F
GGDM F
GGDM F
GGDM F
GGDM F
A GDM F
A GDM F
A GDM F
- - DV F
GGDM F
P GD I F
GGDM F
P GDM F
P GDM F
SGDM F
GGDM F

QGDM F

A GDM F
A GDM F
A GNM F
SGDM F
GGDM F
EGDM F

L K
MK
MK
L K
MK
L K
MK
MK
L K
L K
L K
MK
MK
L K
MK
L K
MK
MK
MK
L K
MK
MK
MK
L K
- -
M -
MK
MK
MK
MK
MK
L K
MK
MK
L K
- -
L K
MK
MK
L K
MK
I K
MK
I K
L K
L K
L K
MK
MK
L K
L K
MK
L K
L K
MK
L K
L K
MK
MK

MK

L K
L K
L K
L K
MK
MK

L I
SV
W I
V S
W I
L I
W I
V I
V -
- -
Y I
W I
C I
L I
W I
L I
V C
GV
W I
WV
C I
V -
C I
- -
- -
- -
- -
- -
CV
V -
V V
ST
V I
V I
- -
- -
- -
V -
V N
- -
VM
S I
C I
S I
L I
L I
L I
W I
C I
ST
WV
S I
L I
L I
G I
CV
L I
C I
W I

C I

C I
W I
C I
C I
SV
SV

H
H
H
S
H
H
H
H
-
-
H
H
H
H
H
H
-
H
H
H
H
-
H
-
-
-
-
-
H
-
Y
H
Y
H
-
-
-
-
F
-
S
H
H
H
H
H
H
H
H
H
H
H
H
H
H
H
H
H
H

H

H
H
H
H
H
H

DM L V - NT - - GK E
DM L V - T V - - GK E
LM I A - H S S - GK E
- - - - - - - - - - - -
VM L A - HCN - GK E
DM L V - NT - - GK E
- - - - - - - - - - - -
- - - - - - - - - - - -
- - - - - - - - - - - -
- - - - - - - - - - - -
DMM I - N T - - GK E
VM L V - H SN - GK E
DMM L - NT G - GK E
DM L V - NT - - GK E
LM I A - H S S - GK E
DM L V - NT - - GK E
- - - - - - - - - - - -
DMM L - NN - - GK E
- - I L - H - - - - - -
MMMA L SP - - GK E
DMM L - NT - - GK E
- - - - - - - - - - - -
DMM L - NT - - GK E
- - - - - - - - - - - -
- - - - - - - - - - - -
Y V L V - HA - - L K T
H I F S- F - - - - - -
- - - - - - - - - - - -
HMMP - F S- - GK E
- - - - - - - - - - - -
GP L F - M S- - G L -
EMM L - - M - - GK E
- - - - - - - - - - - -
- - - - - - - - - - - -
E F I L - V L - - - - -
- - - - - - - - - - K E
- - - - - - - - - - - -
- - - - - - - - - - - -
- - - - - - - - - - - -
- - - - - - - - - - - -
- - - - - - - - - - - -
CMMA - HT S - GK E
DMM L - NT - - GK E
AM I A - HT S - GK E
DM L V - NT - - GK E
DM L V - NT - - GK E
DM L V - NT - - GK E
LM I A - HA S - GK E
DMM L - NT - - GK E
DMM L - - M - - GK E
L LMA L NP - - GK E
AMM L - HT - - GK E
DM L V - NT - - GK E
DM L V - NT - - GR E
GMRV - HC S - GK E
DM L V - NT - - GR E
DM L V - NT - - GR E
DMM L - NT - - GK E
LMMA - HT T - GK E

DMM L - NT - - GK E

DMMV - T T - - GK E
DMMV - Y T - - GK E
DMMV - Y T - - GK E
DMM L - NT - - GK E
DM L V - A V - - GK E
SM L V - T P - - GK E
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D
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D
D
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D
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D
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D
D
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D
D
D

D

D
D
D
D
D
D
D
D
D
D

D

N

D

-
-
-
-
-

-

-

Y

N

L

P
K
N

N
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