643 647 700

\

CICNMT/1-358 K o YVF
00132_TRINITY_DN13989_c0_g1_i1.p1/1-367 I q YIF
00303_TRINITY_DN13741_c2_g2_i4.p1/1-316 E YIF
00392_TRINITY_DN12867_c0_g1_i1p1/1-359 I q YFF
07897_TRINITY_DN14572_c0_g1_i1.p1/1-350 E YVF
07963_TRINITY_DN39126_c1_g3_i1p1/1-353 L I q YIF
07968_TRINITY_DN28860_c0_g1_i1.p1/1-355 E YFF
07969_TRINITY_DN39684_c0_g2_i2.p1/1-355 EVPVMSFLKIMH I o YVF
07970_TRINITY_DN49889_c1_g1_i6.p1/1-490 EIPLSFLQILC A q YIF
07985_TRINITY_DN16466_c0_g1_i1.p1/1-355 EVPVSFLEN I Q g YVF
08000_TRINITY_DN8017_c0_g1_i1.p1/1-355 ELPTSFFQLVL Y| q YFF
08013_TRINITY_DN15450_c0_g1_i10.p1/1-289 ELPTSFFKLVL Y| E YFF- TG
08059_TRINITY_DN15318_c0_g1_i1.p1/1-358 ELPTSFENLVL Iv g YFF- TGQ
08105_TRINITY_DN19447_c2_g1_i2.p1/1-213 A E -------
08455_TR25881/c0_g2_i1.p1/1-267 Iv davasL N @ B EMFE v -
08514A_TRINITY_DN432_c0_g1_i2.p1/1-310 Fi E YIF-
08580A_TRINITY_DN2010_c0_g1_i5.p1/1-284 I 5 ceHcsL N @ BV (Al g v - - - - -
08580A_TRINITY_DN2102_c0_g1_i1.p1/1-294 E YVF-
09155A_TRINITY_DN18016_c1_g2_i8.p1/1-310 IO a YVE-
09161A_TRINITY_DN20343_c1_g1_i17.p1/1-324 q E YIF-
10661A_TRINITY_DN9831_c0_g1_i2.p1/1-293 IA g YIF-
10669A_TRINITY_DN3670_c0_g1_i5.p1/1-357 Y| E YFF
10681A_TRINITY_DN4804_c1_g1_i2.p1/1-298 ELPTSFENLVL M IY q YFF
11110A_TRINITY_DN1809_c0_g1_i4.p1/1-259 EIPLPFLHIMCEIKTL- K- q -E-
12694A_TRINITY_DN3366_c0_g1_i1.p2/1-339 EVPTISFFKILVLEkHL- KY q YFF- TGQ
12699A_TRINITY_DN5057_c0_g1_i13.p1/1-314 YL K TiL- KQ g YIF-
12779A_TRINITY_DN10409_c0_g1_i11.p1/1-304 PNIL- KA E YAF-
12803A_TRINITY_DN10277_c0_g1_i7.p1/1-355 EVP I[SFVK|I LHE[sTI- I q YIF-
12803A_TRINITY_DN316_c0_g1_i3.p1/1-281 ELP SENFEAMHAE TIL- Ka E ol W - - - - -
12926A_TRINITY_DN923_c0_g1_i6.p1/1-256 EIPLPFLHIMOGIKTL- IF oaHcsL N @ BV AL iE v
12960A_TRINITY_DN5868_c0_g1_i6.p1/1-278 EIPLPFLHIMCEIKTIL- K E YIF
12960A_TRINITY_DN77_c0_g1_i10.p1/1-351 EVP | DFFK[IMNE[SAL- IL g YAF
13004A_TRINITY_DN3220_c0_g1_i1.p1/1-300 ELPSEFLELVH Q E s ] YIF
13163A_TRINITY_DN7440_c0_g3_i4.p1/1-326 a YIF
13214A_TRINITY_DN370_c0_g1_i5.p1/1-296 E YIF
13216A_TRINITY_DN1159_c0_g1_i7.p1/1-283 q YVF
€QO0776_TR40566]c0_g3_i1.p1/1-297 E L FVF
HRB0324B_TRINITY_DN3288_c0_g1_i5.p1/1-281 EIPLPFLQTIC q Al 1 YIF
XA00077_TR53730|c0_g6_i1.p1/1-304 EVP I SFLRIMN E E YVF
XA00290_TRINITY_DN3556_c0_g1_i2.p2/1-374 ELPTISFENLV q YFF
YZ0009_TRINITY_DN4056_c0_g1_i4.p2/1-333 EVP | EFLKIMN q YVF-
YZ0016_TRINITY_DN12195_c0_g1_i10.p1/1-263 ELPTSFFELVL cdewcsL N @ B EvFEE Bv - - - - - - -
YZ0016_TRINITY_DN12195_c0_g2_ i5.p1/1-352 ELPTSFFELVL g YFF
Y20027_TRINITY_DN9370_c0_g1_i12.p1/1-294 EIPIEFLKIM E YVF
YZ0046_TRINITY_DN11956_c0_g1_i4.p1/1-335 EVP IPFLQLMH q L YIF
YZ0066_TRINITY_DN34903_c2_g1_i1.p1/1-320 g YFF- TGG
YZ0067_TRINITY_DN448_c0_g3_i1.p1/1-373 a HFEI-TG!
YZ0068_TRINITY_DN4085_c0_g1_i7.p1/1-249 deccAaL N @ DBI| ELFE Hv - - - - - - -
YZ0094_TRINITY_DN4238_c0_g1_i9.p1/1-324 E m ¥ar-GeHa
YZ0097_TRINITY_DN3580_c0_g1_i1p1/1-245 q a rrrrrrr
YZ0097_TRINITY_DN3580_c1_g1_i36.p1/1-213 E AL BB -
YZ0097_TRINITY_DNS075_c3_g3_i3.p1/1-291 q YFF
YZ0117_TRINITY_DN7598_c0_g1_i4.p1/1-211 o L
ECTNMT/-350 ELPTAFLEAVH g FIF
NNCNMT/1-357 ELPTISFFKLVL E m YFF
PNTNMT/1-358 ELPSEFLEAVH E FIF
PSCNMT/1-351 g L1 YIF
PSRNMT/1-363 E (] NFF
PSTNMT/1-358 a Al FIF
SICNMT1/1-355 E m YFF
SICNMT2/1-355 E|PNSFMKLL a YIF
SICNMT3/1-359 ETPTISFLQL I d E YVE- Psg
TICNMT/1-361 EVP I DFLK[IM . YVE- PAg
TIPavNMT/1-356 q L YIF-Psg

B key residues [ catalytic i a

Supplementary Figure 6. Alignment of key amino acid sites in major CNMT
gene family sequences. CjCNMT was used as the model, with sequences from
eleven 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.



