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* | GWHTBCII014337 Cymbidium_ensifolium
*_[100 GWHTBCII011550 Cymbidium_ensifolium
* (100 GWHTBCII011553 Cymbidium_ensifolium
* GWHTBCII011018 Cymbidium_ensifolium
1000 GWHTBCII011548 Cymbidium_ensifolium
GWHTBCII019623 Cymbidium_ensifolium
PAXXG062900-mRNA1 Phalaenopsis_aphrodite
10 Icl|CM039736.1_cds_KAI0489161.1_29003 I Dendrobium_nobile
I Dendrobium_chrysotoxum
100 KAH0436076.1_29008 Dendrobium_chrysotoxum
10 Gae_11217.1 I Gastrodia elata f elata (I |
100 Gae_14178.1 Gastrodia_elata_f_elata
Gev12259.1 Gastrodia_elata_Korea
59
100 Gae _00138.1 Gastrodia_elata_f_elata EETE
109 Gev01937.1 Gastrodia_elata_Korea
%KAGO452073.1 25884 Vanilla_planifolia
100 KAG0466009.1_20173 Vanilla_planifolia
* PAXXG131540-mRNA1 Phalaenopsis_aphrodite
™ PAXXG261520-mRNA1 Phalaenopsis_aphrodite
xr GWHTBCI1025362 Cymbidium_ensifolium
61- GWHTBCII023743 Cymbidium_ensifolium
100 /c/|CM039723.1_cds_KAI0519949.1_7412 I Dendrobium_nobile
15201 I Dendrobium_chrysotoxum
PAXXG261530-mRNA1 Phalaenopsis_aphrodite
*
*
B4 10
Icl|CM039736.1_cds_KAI0489379.1_29221 Dendrobium_nobile
KAH0457354.1_15108 Dendrobium_chrysotoxum
Dendrobium_chrysotoxum
Dendrobium_chrysotoxum
Lo Icl|CM039734.1_cds_KAI0493975.1_24105 | Dendrobium_nobile
109 | KAH0433657.1_29656 Dendrobium_chrysotoxum
1000 KAH0458307.1_15110 Dendrobium_chrysotoxum
GWHTBCI1025895 Cymbidium_ensifolium
KAG0463100.1_21576 I Vanilla_planifolia
1000 KAG0463098.1_21574 Vanilla_planifolia
% 100 /c/|CM039732.1_cds_KAI0498330.1 21571 | Dendrobium_nobile
KAH0453735.1_20290 Dendrobium_chrysotoxum
*1 GWHTBCI1025530 Cymbidium_ensifolium
* GWHTBCII025529 Cymbidium_ensifolium
100 GWHTBCI1025897 Cymbidium_ensifolium
PAXXG025350-mRNA1 Phalaenopsis_aphrodite
100 /c/|CM039734.1_cds_KAI0494624.1_24765 | Dendrobium_nobile
* | KAH0457547.1_15111 | Dendrobium_chrysotoxum
100
* 100 Gae 17679.1 I Gastrodia_elata_f _elata EEEER
100 Gev18706.1 Gastrodia_elata_Korea
KAG0466045.1_20209 | Vanilla_planifolia
100 Gae 12944.1 I Gastrodia_elata_f elata ENEEn
" 100 Gev11059.3 Gastrodia_elata_Korea
100 KAG0450322.1_26848 Vanilla_planifolia
"k KAG0463101.1_21577 Vanilla_planifolia
79- KAG0450321.1_26847 Vanilla_planifolia
10
104 jc/|CM039726.1_cds KAI0509853.1_10450 I Dendrobium_nobile
KAH0458202.1_15156 Dendrobium_chrysotoxum
o]
9% GWHTBCI1025927 I Cymbidium_ensifolium
KAG0450317.1_26843 Vanilla_planifolia
* 1AsalG01442.1 Allium_sativum
— *[100 Asal1G01447.1 Allium_sativum
B | oo AsacG00087.1 Allium_sativum
Asa6G00118.1 Allium_sativum
K1plch01928105 Asparagus_kiusianus
bk 1100 evm.model. AsparagusV1_01.260 Asparagus_officinalis
10 K1plch01928104 Asparagus_kiusianus
- Acoraceae
FUN_017783-T1 Portulaca_amilis Portulacaceae
*_[100 HU05G00254.1 Hylocereus _undatus Cactaceae
100 FUN_040025-T1 Portulaca_amilis Portulacaceae
53 FUN_040027-T1 ‘ Portulaca_amilis Portulacaceae
100 HU04G00016.1 Ag:‘:1‘297”;";Vce’F"JTee‘Laggﬁg:‘rﬁfd)(e{ﬁ-e-y“cfgméai‘gtg Hylocereus_undatus Cactaceae
5 100 FUN_040026-T1 ihe transmembrane transport of peptides. among | POrtulaca_amilis Portulacaceae
%OPT5 query_gene AT4G26590.1  them, peptides are chain-like molecules formed Arabidopsis_thaliana Brassicaceae
100 OPT1 query gene AT5G55930.1 by linking two or more amino acids through Arabidopsis_thaliana Brassicaceae
3 Kalaxd.18G072600.1 fr?p‘ﬁﬁfdggf‘dfé':gg‘;;ﬁ eﬂf;‘gﬁgg‘;&%g:f"'gi: Kalanchoe_laxiflora Crassulaceae
* 10 based on the number of amino acids, and those | Crassulaceae
10 Kalaxd.18G072700.1 containing 2-5 amino acids are generally referred | Kalanchoe_laxiflora Crassulaceae
10 to as small peptides. Crassu|aceae
25| 671  x  GER45957.1_21491 Striga_asiatica Orobanchaceae
1l ﬁmGERM%O.l 30484 Striga_asiatica Orobanchaceae
GER45954.1_21488 Striga_asiatica Orobanchaceae
* Vitaceae
* 10 Vitaceae
Vitaceae
] ;) L0 Vitaceae
9 Vitaceae
~- Aco000880.1 | Ananas_comosus
* Dioscoreaceae
* _[10 Dioscoreaceae
9* 10 Dioscoreaceae
— Dioscoreaceae
£ ; Velloziaceae
Velloziaceae
* 1Lchil4626 Liriodendron_chinense Magnoliaceae
* 100 | chi14628 Liriodendron_chinense Magnoliaceae
" IB 109 chi14625 Liriodendron_chinense Magnoliaceae
0 Lchil14631 Liriodendron_chinense Magnol!aceae
Lchi12293 Liriodendron_chinense Magnoliaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
hat Zingiberaceae
52 Zingiberaceae
Musa_balbisiana Musaceae
5 100 Mba06_g01540.1 Musa_balbisiana Musaceae
XP_010932249.1_2444 Elaeis_guineensis
Kalaxd.14G018600.1 Kalanchoe_laxiflora Crassulaceae
Crassulaceae
Acoraceae
Acoraceae
Acoraceae
Acoraceae
Acoraceae
Acoraceae
Acoraceae
| Ananas _comosus
I Dioscoreaceae
Dioscoreaceae
* * r Aco030555.1 Ananas_comosus
*_[100 Aco003065.1 Ananas_comosus
100 A¢0003069.1 Ananas_comosus
XP_010935579.1_2769 Elaeis_guineensis
| Zingiberaceae
% | KAF8365045.1_31091 Tetracentron_sinense_Oliv Trochodendraceae
100' KAF8391203.1_23019 Tetracentron_sinense_Oliv Trochodendraceae
*) Lchi28781 Liriodendron_chinense Magnoliaceae
98! | chi18871 Liriodendron_chinense Magnoliaceae
K1p1ch08g17386 Asparagus_kiusianus
KAF8391689.1 23506 | Tetracentron_sinense_Oliv I Trochodendraceae
*
*x| ]
69 79
* 1Lchi28783 Liriodendron_chinense Magnoliaceae
X [100 [ chi18870 Liriodendron_chinense Magnoliaceae
Liriodendron_chinense Magnoliaceae
Vitaceae
10 Vitaceae
GER52828.1_28362 Striga_asiatica Orobanchaceae
GERA49437.1_24971 Striga_asiatica Orobanchaceae
KAF8409761.1 5734 Tetracentron_sinense_Oliv Trochodendraceae
100 Gae 06373.1 I Gastrodia_elata_f elata EEEER
* [100 Gey11898.1 Gastrodia_elata_Korea
100 Gae 09507.1 I Gastrodia_elata_f elata EEEER
Gev04478.2 Gastrodia_elata_Korea
Gae 01273.1 Gastrodia_elata_f elata EEEER
*| Gae 16959.1 | Gastrodia_elata_f elata EEEER
68|
100 /c/|CM039722.1_cds_KAI0522666.1_5051 I Dendrobium_nobile
PAXXG254020-mRNA1 l Phalaenopsis_aphrodite
100l pAXXG254010-mRNAL Phalaenopsis_aphrodite
KAGO0475537.1_15223 Vanilla_planifolia
KAG0475538.1 15224 Vanilla_planifolia
* K1pl1ch08g17067 Asparagus_kiusianus
*[100' K1p1ch08g17066 Asparagus_kiusianus
*| Lt K1plch01g28621 Asparagus_kiusianus
67 K1plch08g17068 Asparagus_kiusianus
evm.model.AsparagusV1_08.2045 Asparagus_officinalis
K1plch01g28619 Asparagus_kiusianus
evm.model.AsparagusV1_01.537 Asparagus_officinalis
*1Asa8G01681.1 Allium_sativum
Asa2G06773.1 Allium_sativum
K1p1ch05910330 Asparagus_kiusianus
K1plch05910329 Asparagus_kiusianus
100t evm.model.AsparagusV1_05.2193 Asparagus_officinalis
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Amborellaceae
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Crassulaceae
Crassulaceae

Kalanchoe_laxiflora
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I Dendrobium_nobile

| Dendrobium_chrysotoxum

PAXXG349400-mRNA1
GWHTBCII015889
GWHTBCII022734
KAG0459434.1_22562

Phalaenopsis_aphrodite
Cymbidium_ensifolium
Cymbidium_ensifolium
Vanilla_planifolia

* | Sspon.06G0000710-2B
* 1100 Sspon.06G0000710-1A
:B 100l Sspon.06G0000710-4D
Sspon.06G0000710-3C
ShiRTX430.07G238700.1
Zm00001d031287_T001

Saccharum_spontaneum
Saccharum_spontaneum
Saccharum_spontaneum
Saccharum_spontaneum
Sorghum_bicolor
Zea_mays

Setaria_italica

100 sejta.6G193400.1 I
Oryza_sativa

LOC_0s08g38400.1

I Ananas_comosus

Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Velloziaceae
Musaceae
Musaceae
Musaceae
Musaceae
Musaceae
Musaceae
Musaceae

Musa_balbisiana
Musa_balbisiana
Musa_balbisiana
Musa_balbisiana
Musa_balbisiana
Musa_balbisiana
Musa_balbisiana

* | Mba01_g22060.1
*_[100' \ba01_g22080.1

* 100 \1ha01_g22090.1

* 1% v1p201 g22050.1

Mba01_g22040.1

85 Mba01_g22070.1

Mba01_g22100.1

100 Seita.6G111800.1
SbiRTX430.04G374800.1
100 Zm00001d051843_T001
LOC_0s08g23130.3

Setaria_italica
Sorghum_bicolor
Zea_mays
Oryza_sativa

Aco0021190.1

* evm.model.chr7.986
X _[ogt evm.model.chr7.987
100 eym.model.chr10.2012

c:

Ananas_comosus
Ginkgo_biloba
Ginkgo_biloba
Ginkgo_biloba

Ginkgoaceae
Ginkgoaceae
Ginkgoaceae

| Areca_catechu

Acat_9g009060

Brassicaceae
Vitaceae
Vitaceae
Convolvulaceae
Portulacaceae

Arabidopsis_thaliana

Portulaca_amilis

*g Portulaca_amilis Portulacaceae
100 11U01G00494.1 Hylocereus_undatus Cactaceae
Amacr01924900 Amaranthus_cruentus Amaranthaceae
1000 AH002419-RA Amaranthus_hypochondriacus Amaranthaceae
GER42098.1 17632 Striga_asiatica Orobanchaceae

Crassulaceae
Crassulaceae
Crassulaceae

Kalaxd.10G014900.1 Kalanchoe_laxiflora

100 Kalaxd.S045100.1 Kalanchoe_laxiflora

Vitaceae
% [ KAF8406130.1_8064 Tetracentron_sinense_Oliv Trochodendraceae
100 KAF8406131.1_8065 Tetracentron_sinense_Oliv Trochodendraceae

Crassulaceae
Crassulaceae

Kalaxd.09G074100.1 Kalanchoe_laxiflora

Allium_sativum
Arabidopsis_thaliana
Portulaca_amilis

Asa5G04839.1
OPT2_Query_gene A11G09930.1
FUN_038564-T1

Brassicaceae
Portulacaceae

1000 HU11G01240.1 Hylocereus_undatus Cactaceae
Amacr05g05310 Amaranthus_cruentus Amaranthaceae
99 AHO08748-RA Amaranthus_hypochondriacus Amaranthaceae
* | GER53545.1_29079 Striga_asiatica Orobanchaceae
100 GER53541.1 29075 Striga_asiatica Orobanchaceae
| Convolvulaceae
%9 Vitaceae
KAF8404753.1_9471 Tetracentron_sinense_Oliv Trochodendraceae

Liriodendron_chinense
Liriodendron_chinense
Liriodendron_chinense
Liriodendron_chinense

* | Lchi31485 Magnoliaceae
Magnoliaceae
Magnoliaceae

Magnoliaceae

Liriodendron_chinense Magnoliaceae
Amborellaceae
Amborellaceae
Amborellaceae
Amborellaceae
Ginkgoaceae
Ginkgoaceae
Pteridaceae
Pteridaceae
Dioscoreaceae
Velloziaceae

evm.model.chr1.311
evm.model.chr7.938
Ceric.35G066400.1
Ceric.02G112200.1

Ginkgo_biloba
Ginkgo_biloba
Ceratopteris_richardii
Ceratopteris_richardii

100 /c/|CM039721.1_cds KAI0524146.1_3510
KAH0461757.1_9347

GWHTBCII017853

PAXXG111770-mRNA1

Dendrobium_nobile
Dendrobium_chrysotoxum
Cymbidium_ensifolium
Phalaenopsis_aphrodite

Vanilla_planifolia
Vanilla_planifolia
Vanilla_planifolia
Asparagus_kiusianus
Asparagus _officinalis
Allium_sativum
Areca_catechu
Elaeis_guineensis
Areca_catechu
Elaeis_guineensis
Ananas_comosus
Ananas_comosus
Ananas_comosus

X [100 KAG0474764.1_14450

100 KAG0461943.1_20419
K1plch10g46796

1000 evm.model. AsparagusV1_10.99
100 Asa4G01698.1

Acat_129002430
x 103 XP_010933427.1_26573

10 Acat_99004280
100 XP_019705540.1_12586

* 1 Ac0012966.1
7 *_C]}To|Ac0017306.1
100 Ac0012967.1

Zingiberaceae
Zingiberaceae

7 | musa balbisiana Musaceae
Zingiberaceae
Zingiberaceae
9 Mba08 g15030.1 I Musa_balbisiana Musaceae
Araceae
:—6 a1l
* 1 Sspon.04G0005830-1A Saccharum_spontaneum
100 Sspon.03G0010310-1A Saccharum_spontaneum
100 SHiRTX430.04G286300.1 Sorghum_bicolor
% 1 Zm00001d051525 _T001 Zea_mays
100' Zm00001d017698 _T0O03 Zea_mays
* | Sspon.04G0031710-1C Saccharum_spontaneum
*_[100 Sspon.04G0023380-1B Saccharum_spontaneum
100 Sspon.04G0005820-1A Saccharum_spontaneum
SbiRTX430.04G286400.1 Sorghum_bicolor
*
« *_[10
7
Seita.1G282300.1 I Setaria_italica
Seita.1G282400.1 Setaria_italica
I Araceae
LOC _0s02g46850.1 | Oryza_sativa
LOC_0s02g46860.1 I Oryza_sativa
| Sspon.04G0023390-1B Saccharum_spontaneum
51 *
86 Sspon.03G0041650-1C Saccharum_spontaneum
Seita.5G235800.1 Setaria_italica
Sspon.03G0010730-1A Saccharum_spontaneum
LOC 0s01g43940.1 Oryza_sativa
GER47827.1_23361 Striga_asiatica Orobanchaceae
GER38037.1_13571 Striga_asiatica Orobanchaceae
" GER47825.1_23359 Striga_asiatica Orobanchaceae
6 |x * Acoraceae
10 Acoraceae
10 Acoraceae
* | Sspon.05G0004170-2B Saccharum_spontaneum
* [100 Sspon.05G0004170-3D Saccharum_spontaneum
100 Sspon.05G0004170-1A Saccharum_spontaneum
* SbiRTX430.06G211300.1 Sorghum_bicolor
E Zm00001d026207 _T001 Zea_mays
* 100 seita. 7G220900.1 | setaria_italica
4 9
LOC_0s04g50820.1 | Oryza_sativa
I Araceae
4
*1Asad4G05175.1 Allium_sativum
* 87 Asal1G01259.1 Allium_sativum
Asa2G07214.1 Allium_sativum
82 Asab6G00547.1 Allium_sativum
*| [k Asa’G05325.1 Allium_sativum
98/ Asa1G03634.1 Allium_sativum
Asa5G05909.1 Allium_sativum
Asa4G04430.1 Allium_sativum
Vitaceae
Vitaceae
KAF8409733.1_5706 Tetracentron_sinense_Oliv Trochodendraceae
evm.model.chr9.489 Ginkgo_biloba Ginkgoaceae
Ceric.12045000.1 Ceratopteris_richardii Pteridaceae
evm.model.chr1.1721 Ginkgo_biloba Ginkgoaceae
Amborellaceae
Acoraceae
Lchi07224 Liriodendron_chinense Magnoliaceae
* 1 GER33808.1_9342 Striga_asiatica Orobanchaceae
1000 GER52836.1_28370 Striga_asiatica Orobanchaceae
Convolvulaceae
FUN_034519-T1 Portulaca_amilis Portulacaceae
1000 HU08G02310.1 Hylocereus_undatus Cactaceae
Amacr09g03930 Amaranthus_cruentus Amaranthaceae
100 AH014869-RA Amaranthus_hypochondriacus J| Amaranthaceae
OPT3 _query_gene AT4G16370.1 Arabidopsis_thaliana Brassicaceae
Dioscoreaceae
* | XP_010907563.1_3882 Elaeis_guineensis
100' XP_029117176.1 3883 Elaeis_guineensis
100 Acat 159023760 Areca_catechu
* 1100 /c/|CM039733.1_cds_KAI0496824.1_23148 I Dendrobium_nobile
10 Icl|CM039736.1_cds_KAI0488969.1_28810 Dendrobium_nobile
PAXXG074260-mRNA1 l Phalaenopsis_aphrodite
* | GWHTBCII014157 Cymbidium_ensifolium
x| *_[100 GWHTBCII020007 Cymbidium_ensifolium
03 100 GWHTBCI1001847 Cymbidium_ensifolium
KAG0464604.1_18768 Vanilla_planifolia
100 KAG0464576.1_18740 Vanilla_planifolia
100 Gae 04816.1 I Gastrodia_elata_f _elata
x| 100 Gev08760.1 Gastrodia_elata_Korea
66
Velloziaceae
Velloziaceae
K1plch08917387 Asparagus_kiusianus
Z‘—4 * 59 evm.model.AsparagusV1 _08.1976 Asparagus_officinalis
| * [100x | K1pI1ch08g17196 Asparagus_kiusianus
9 60l K1p1ch04g26629 Asparagus_kiusianus
evm.model.AsparagusV1_08.1975 Asparagus_officinalis
Asa6G03100.1 Allium_sativum
I Velloziaceae
Acat_39g006790 I Areca_catechu
1000 XP_010939248.1 31711 Elaeis_guineensis
* Zingiberaceae
59 Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
Zingiberaceae
x Pkt Mba06_g11630.1 Musa_balbisiana Musaceae
— 99 Mbal0 g16190.1 Musa_balbisiana Musaceae
"7 Mba04 _g39550.1 Musa_balbisiana Musaceae
Aco004824.1 Ananas_comosus
Kalaxd.S084100.1 Kalanchoe_laxiflora Crassulaceae
Crassulaceae
* 81 ialaxd. 13G036600.1 I Kalanchoe_laxiflora Crassulaceae
Crassulaceae
* | Kalaxd.13G036900.1 | Kalanchoe_laxiflora Crassulaceae
94 Crassulaceae
100 /c/|CM039726.1_cds_KAI0510755.1_11364 | Dendrobium_nobile
KAH0450553.1_24066 Dendrobium_chrysotoxum
] GWHTBCII000055 Cymbidium_ensifolium
69 PAXXG051510-mRNA1 Phalaenopsis_aphrodite
* Araceae
* 51 Araceae
7* Araceae
Araceae
1 Sspon.01G0026340-2C Saccharum_spontaneum
68, *51 Sspon.01G0026340-1A Saccharum_spontaneum
* | * (12 Sspon.01G0026340-2P Saccharum_spontaneum
100 [100% | Sspon.01G0026340-1P Saccharum_spontaneum
50 Sspon.01G0026340-3D Saccharum_spontaneum
ShiRTX430.01G089700.1 Sorghum_bicolor
* Zm00001d034035_T002 Zea_mays
100 56ita.9G090100.1 | setaria_italica
99 | OC_0s03¢54000.1 | Oryza sativa
i I Araceae
Acat_9g009050 | Areca_catechu
Ceric.11G084900.1 | ceratopteris_richardii I Pteridaceae
Ceric.31G005700.1 Ceratopteris_richardii Pteridaceae
Amacr12g02940 Amaranthus_cruentus Amaranthaceae
* AH018163-RA Amaranthus_hypochondriacus | Amaranthaceae
* (100 AH018164-RA Amaranthus_hypochondriacus J| Amaranthaceae
Amacr12902930 Amaranthus_cruentus Amaranthaceae
1000 AH018165-RA Amaranthus_hypochondriacus J| Amaranthaceae
FUN_051362-T2 Portulaca_amilis Portulacaceae
100t HU04G00372.1 Hylocereus_undatus Cactaceae
* | GER43670.1_19204 Striga_asiatica Orobanchaceae
1000 GER40607.1_16141 Striga_asiatica Orobanchaceae
100 opT7 _query_gene AT4G10770.1 Arabidopsis_thaliana Brassicaceae
Vitaceae
KAF8379971.1_26882 Tetracentron_sinense_Oliv Trochodendraceae
100t KAF8379766.1_28607 Tetracentron_sinense_Oliv Trochodendraceae
FUN_008790-T1 Portulaca_amilis Portulacaceae
1008 HU09G00093.1 Hylocereus_undatus Cactaceae
;—g Amacr139g09050 Amaranthus_cruentus Amaranthaceae
1000 AH019707-RA Amaranthus_hypochondriacus | Amaranthaceae
* |OPT6_query_gene AT4G27730.1 Arabidopsis_thaliana Brassicaceae
100 OPTY_query_gene AT5G53510.1 Arabidopsis_thaliana Brassicaceae
10d opTg query_gene AT5G53520.1 Arabidopsis_thaliana Brassicaceae
Kalaxd.14G095400.1 Kalanchoe_laxiflora Crassulaceae
| Crassulaceae
[63] Vitaceae
KAF8379767.1_28608 | Tetracentron_sinense_Oliv Trochodendraceae
Lchi05035 I Liriodendron_chinense I Magnoliaceae
x| 100 | chi05034 Liriodendron_chinense Magnoliaceae
o1]
Kalaxd.12G096300.1 | Kalanchoe_laxiflora Crassulaceae
Crassulaceae
Vitaceae
GER25042.1_576 I Striga_asiatica Orobanchaceae
KAF8410427.1_2897 Tetracentron_sinense_Oliv Trochodendraceae
[og
* Amborellaceae
Amborellaceae
Amborellaceae
Amborellaceae
Amborellaceae
03 Amborellaceae
evm.model.chr6.535 Ginkgo_biloba Ginkgoaceae
Ceric.07G100300.1 Ceratopteris_richardii Pteridaceae
evm.model.chr5.607 Ginkgo_biloba Ginkgoaceae
Acat 129005540 Areca_catechu
* 100 XP_019709281.1 26158 Elaeis_guineensis
73 | Dioscoreaceae
* AsabG05276.1 Allium_sativum
* 100 Asa5G05279.1 Allium_sativum
* 100 Asa5G05275.1 Allium_sativum
1| Kalaxd.06G094200.1 Kalanchoe_laxiflora I Crassulaceae
Bl 100 Crassulaceae
7£ I[
10
* Acoraceae
* [10 Acoraceae
px_[10 Acoraceae
100}% Acoraceae
10¢ Acoraceae
Sspon.08G0016740-1A Saccharum_spontaneum
* 1 Sspon.08G0016730-1A Saccharum_spontaneum
X0 Sspon.08G0016710-1A Saccharum_spontaneum
Sspon.08G0016710-2B Saccharum_spontaneum
Sspon.08G0030560-1D Saccharum_spontaneum
100" Sspon.08G0016710-3D Saccharum_spontaneum
SbiRTX430.10G018500.1 Sorghum_bicolor
Zm00001d036010_T003 Zea_mays
LOC 0s06g03700.1 | Oryza_sativa
8% LoC 0s06g03540.1 Oryza_sativa
100- LOC_0s06903560.1 Oryza_sativa
* | Sspon.08G0016990-3D Saccharum_spontaneum
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Supplementary figure 45. A phylogenetic tree of OPT genes from 54 green plant species. The involved plants include 54 plants such as Gastrodia and Dendrobium (Supplementary table 20). The vertical columns from
left to right in the figure represent gene ID, species name, species family, and expression level, respectively. Interspecific and intraspecific whole-genome duplication events are marked in the upper left corner of the figure.
2.5 Bootstrap values have been labeled on the phylogenetic tree, which indicate the credibility of the branches. The query genes used in A. thaliana have been marked on the tree. The right side of the figure shows the

expression data of duplicated genes in dark red G. elata, covering the following developmental stages: TMMM (immature tuber), TMBM (developing tuber), TMJM (mature tuber), TMGS (capsule), and TMHJ
(inflorescence). Each stage has three biological replicates, and the data have been averaged.



