S3 Appendix. List of genome and transcriptome databases interrogated in this study, and the list of MCA genes included in the MCA phylogenetic analyses.

MCA HMMsearch

MCAfunc HMMsearch

PLAC8 HMMsearch

Vemacular | clade clade Clade order Tamily Taxon database note gene ID chromosome/Genome scaffolds [ID in matrix 1D in proteome analyses Tength HMM[ from | to |length] HMM | from | to | fensth HMM [from [to | length
(AN E value Evalue E value
Hormworts B B hoceros angustus  |NCBI Genome | GCA 0103091651 [MUGOBL70.1 scaffold 21 HW.MUOOBLT0ANTAN 789|  2.50E-148 3| 06| 07| 170E75 T 11| 41| ea0e14| 1]99| 99
19| 17| 20
Civerworts B - polymorpha | Phytozome v.12 Mapoly013450009 Scaffold_13¢ [W.013450009.MARPO AOAZR6WTGA_MARPO 483]  330E-155 4| 421 15| 390E-65 5| 66| 62|  sa0e1s] 1]99| 99
Bryophytes |- B B Funariales patens |Phytozomev.12  [v33 Pp3cl2_215203 Chromosome 12 W0.12_21520V3.PHYPA AOAZKLIRKS_PHYPA 438|  350E-172 a| 21| 15| 580675 5| 67| 63| tooe17| 19| o8
Pp3cs_090V3 Chromosome 08 MO.8_890V3 PHYPA AOAZKIKSMT_PHYPA 45| 480E-170 5| w21 17| 150E72 7| 16| 70| 130E-16] 1]96| 9
Bryophytes |- , , fallax Phytozome v.12_|v05 Sphfal007650017 Super_T6 W0.007650017 SPHFA 20| 1.30E-164 a| a20| 17| 250675 4 1671 164] 240E17] 18| %
Lycophytes |- B vz [vio Sm_93428 scaffold_14 LV.93428 SELML D85521/DBRGGE 39| 1.10E-163 8| a06] 399 540679 8| 167] 60| 4a0E21] 18| 99
Monilophytes |- - - Azolla filouloides FernBase Azli_s0316.6064349 Scaffold_0316 FN.s0316.8064349.AZOFI 500  6.206-148 3| at6| o747 830ETs 4| 1e8] 763] 930E12] 1|s0| &0
Wonilophytes |- B Salvinia cucullata FernBase Sacu_v1.1 50057 ¢014785 scaffold_0057 FN.50057.g014785.SALCU 71|  2.60E-169 4| 421 15| 2.00E78 4 167] 64| oa0E20] 1|8 | 99
Gymnosperms |- B B Ginkgo biloba P SGTW_scaffold 2002341 unknown GY.2002341.GBI 22| 6108173 1 21| 21| 230676 1 63| 63| 7ioe1e| 1]99| 9
83 167 85
Gymnosperms |- , - Cycadales Cycadaceae __|Cycas micholitzi P XZUY_scaffold_2011951 unknown GY_201195.CMI CMI00009383 23| 1.10E-202 1| 21| 21| 190685 1 67| 67| 760E17| 1|99 | 99
Gymnosperms |- - mirabilis | 1KP TOXE_scaffold_2008256 unknown GY._2008256.WMI 376]  150E-168 1| aw2| 02| 220E-88 2| 167] 66|  25e-16] 1]%8| 99
Gymnosperms |- , , Cupressales __|Taxaceae Taxus baccata PLAZA TBA TBA0013714 unknown GY._00013714.TBA TBA0013714 41| 2706195 3| 21| 419 580695 4| 1671 164] s80E17]| 19| 99
Angiosperms |- - - Amborella trichopoda  |Phytozome v.12  |v1.0 ‘e:‘;gﬁ;"z“;de‘ AmTrvL0-seaffo | roig_oons AG.Amir_00152.28AMBTC WIPMVE_AMBTC 422 9.60E-231 1| az2| 4z2| 1.306-103 1| 17| 67|  3e0E-18| 1[99 | 99
Angiosperms |- - - thermaram __|NCBI Genome __|GCA 0117987951 |JAANDH010000004.1 Scaffoldd AGJAANDHO10000004. LNYMTH 40| 3.80E-165 1| 07| 407 180E-89 1| 16| 766] 3d0E06] 1]99| 99
Angiosperms |- magnolids |- Magnolia grandifiora | 1KP WBOD_scaffold 2018894 unknown AG._2018894 MAGGR 116]  1208-237 1 22| 222| 6506-105 1| 67| 167] 6aoe1s| 1]99| 99
WBOD_scaffold 2019688 unknown AG._ 2019688 MAGGR 250 2.90E-106 [ 2a2| 23| 7T40ET0 8] 165]  729|nohits
285 319 35
Angiosperms |- magnolids |- Laurales Tauraceas Cinnamomum camphora |1KP BCGB_scaffold 2010188 unknown AG. 2010183.CINCA 43| 1.60E215 1| 22| 22| 920e85 1 167] 77| 7o00E-18| 1]99| 99
BCGB _scaffold_2008909 unknown 'AG._2008909.CINCA 13| 180E-203 1| 40| 420] 140103 1 167]  167] 84014 19|99 &
BCGB_scaffold_2048332 unknown AG._2048332.CINCA 308| 140E-105| 14| 53| 40| 200E-2a] 14| 53| 40| 860EL7| 1[99 99
123 251 129 123 167 45
206| 420 125
Wonocots B B Alismatales |Araceas Spirodela polythiza Phytozome v.12_ [v2.0 SpipolG0068000 pseudol AGN.1G0068000.SPIPO 01| 530E-209 1| 21| 221] 450E-108 1| 67| 167] 480e17| 1]99| 99
Spipo17G0028800 pseudol’ AGM.17G0028300.5PIP0 32| 9.60E-180 1| 262| 262| 790E-101 [ 17| 167| 4s0E-12| 50 99| 50
336 421 86
Spipo11G0041200 pseudoll AGM.11G0041200.5PIPO 46| 5.00E-212 a| 42| 19] 450E-103 4 1671 164] 150E17] 18| 9
Spipo0G0150600 pseudod AGN.0G0150600SPIPO 312| 290E-122| 103| 422| 20| 220E-32] 103| 165| 63| 230E-16] 1]99| 99
Monocots , , , Alismatales __|Zosteraceas __|Zostera marina Phytozome iz [v22 Zosmalg03120.1 Scaffold 1 AGM.1g03120.1.20SMR 03| 1.70E-203 3| 21| 19| 7.10E-100 3| 66| 764] sqoe1s| 199 | 99
Wonocots B B Asparagus officinalis _|KEGG genome __[T0543 20l:109847658 unknown AGM_aof_109847658 ASPOF 119]  5.90E-228 2| 22| 221] 9.60E-102 1 17| 767] 4s0E-19] 1]99| 99
207108837680 unknown AGM.a0f 109837680, ASPOF 44| 5308223 7| a20| 17| se0E-102 7| 1e71] 161] 280E17] 19| 99
Wonocots B Commelinids |- Poales Ananas comosus Phytozome vi2__|v3 Aco010382.1 603 AGM Aco010382.LANACO 120] _ 3.00E-237 2| 22| 221 71406106 1| 67| 167] 2ave17| 1]99| 99
Monocots , Commelinids |- Poales Poaceae Oryza sativa Phylozome v.12 05030157300 chromosome 3 AGN.0503g0157300.0RYS) QLORJ5_ORYS) 48| 2.90E-229 2| 22| 421] 5306101 1 167]  767] 160E-19] 1]99| 99
Wonocots B Commelinids |- Poales Poaceas Panicum halli Phytozome v.12__[v2.0 Pahal 100468.1 Chromosome 9 AGN.Pahal 1004681 PANHA 119]  9.20e-224 2| 22| 221] 9.60E-101 1| 167] 767] 580E-18] 1]99] 99
Monocots , Commelinids |- Poales Poaceac Setaria viridis Phytozome vz |vid Sevir 965394001 Chromosome AGM 965394001 SETVI 13| 2808223 2| 22| 421 700E-101 1 67| 67| sqoe1s| 199 | 99
Wonocots B Commelinids |- Poales Poaceas Sorghum bicolor Phytozome v.12 Sob1c.001G499200.1 Chromosome 1 AGN.001G499200.1.SORBI CSWXT4_SORBI 21| 1.70E-225 2| 22| 221] 580E-101 1 167] 767] 320E-19] 1]99] 99
Monocots , Commelinids |- Poales Poaceac distachyon w2 |l Bradilg74650.2 Bal 'AGN.1£74650.2.BRADI 43| 340E-223 7| a22| 15| 1.00E-96 7 67| 61| 110E18| 1]es| w9
Wonocots B Commelinids |- Zingiberales | Musaceae Musa acuminata Phytozome v.12_|v1 GSMUA_Achr7T03850 001 |chromosome 7 AGN.TT03850_00LMUSAC MOTEHS_MUSAM 16| 120E-218 2| 21| 220 140E-102 1| 67| 167] 2s0e18| 1]99| 99
GSMUA_AchriT26450 001 __|chromosome 1 AGM.1T26450 001 MUSAC MOS3A2_MUSAM 13| 6508224 2| 21| 20| 620E-101 1 167] 77| 770e19] 1]99| 99
Fudicots B B Aquilegia coerdlea Phytozome v12__ |3l Aqcoe6G217900.1 Chromosome 6 AGE 6G217900.1 AQUCO AOA2G5C987_AQUCA 12| 130E-233 1| a22| 222| 5.30E-108 1| 167] 767] 360E-18] 1]99| 99
Eudicots B B B Proteales Nelumbonaceae | Nelumbo nucifera KEGG genome [ T04131 nu_104603638 unknown AGE 104603638 NELNU 220 3.00E-241 1| 21| 421 640E-104 1 67| 67| 1a0e17| 1]99| 99
nnu_104604268 unknown AGE._104604268.NELNU 105  2.40E-234 1| 21| 221] 620E-108 1 67| 167] 6aoe1s| 1]99| 99
Eudicots Core eudicots |superrosids |- C Kalanchos Phytozome v.12__[v1.0 Kaladp000850106.1 Scaffold 8 AGE.000850106.1KALFE a1s| 2408217 2| 21| 20| 1.10E-103 1| 67| 767] 230e18| 1]99| 99
Kaladp006750162.1 scaffold 67 AGE.006750162.LKALFE 18| 5.60E-227 2| 22| 221 1406103 1 67| 167] sa0e6] 1]99| 99
Eudicots Core eudicots_|superrosids __|rosids Vitales Vitaceae Vitis vinifera Phylozome v.i2__[v2.l VIT_20050349g00020.3_GSVIVTO|unknown 'AGE.20050349g00020.3.V I VI FGH518 VITVI 319] 560E-173| 103 422| 520] 2.00E-105 1 167] 77| 330E17] 1]99| 99
Eudicots core eudicots superrosids rosids Malpighiales Linaceae Linum usitatissimum Phytozome v.12 v1.0 Lus10025955 scaffold_319 AGR._10025955.LINUS 419 8.40E-229 2 422 421| 1.30E-102 1 167 167 6.30E-18 1[99 99
Lus10041875 Scaffold_272 AGR._10041875.LINUS 47| 2.006-225 3| a22| 420 2006102 3| 67| 65| 230e17] 199 | 99
Lus10028421 Scaffold 413 AGR._10028421.LINUS 526 2.50E-226 3| 22| 220 240E-102 3 167] 65| 230E18] 1]%8| 99
Lus10014256 Scaffold_275 AGR._10014256.LINUS 430 1.10E-229 2| 42| 421 110E-101 1 167] 767] 2a0e-18] 1]99| 99
Eudicots Core eudicots |superrosids [rosids o Manihot esculenta Phytozome v12  |v6.1 Manes 02G108200.1 Chromosome 2 AGR 026108200 MANES 119]  2.90E-238 3| 22| 220 1a0E107 3| 167] 65| 720e18] 18| 99
Manes 016149200.1 Chromosome 1 AGR.O1G149200.MANES 41| 5.306-238 3| a22| 420 1206106 3| 67| 65| 1a0e17| 199 | 99
Manes 07G134400.1 Chromosome 7 AGR 07G134400. MANES 38| 430E-148| 11| 240| 230| 4.20E-64 T[ 10| 60| 180E17| 1]99| 99
205| 420 126 6] 23| s
Manes 07G064800.1 Chromosome 7 AGR 07GO64800. MANES 300] 510657 10| 13| 27| 1.10E62] 10| 137]  128|nohits 2 e |ne
Eudicots Core eudicots _|superrosids _|rosids o Ricinus communis Phytozome w1 28962.m000451 Scaffold 28962 AGR.28962.m00045 1 RICCO 283]  170E-151 3| 21| 27| LsoE107 3| 67|  i65|nohits 2 |na |na
29729.m002275 scaffold 29729 AGR.29729.m002275.RICCO 393 3.90E-144 11 421 411 5.70E-64 11 167 157 6.60E-17 1[99 99
Eudicots Core eudicots |superrosids _|rosids Populus trichocarpa Phylozome vi2  |v30 Potr1.0056110000.1 Chromosome 5 AGR.005G110000.1.POPTR USGEX3_POPTR 61| 4.80E-231 2| a17| 416] 9.00E-105 1 67| 767] os0E17| 1|99 | 99
Potri 010G184700.1 Chromosome 10 AGR010G184700.L POPTR AOAZKIYWAL_POPTR 39| 3506143 11| 420] 10| 4.10E-63| 11| 167| 157| 880E-18] 1]99| 99
Eudicots Core eudicots |superrosids _|rosids Salix purpurea Phytozome v.12__[v1.0 SapurVIA.0130s0180.1 Chromosome 5 AGR.013050180.1.5ALPU 57| 2.308-225 2| aos| 08| 340E-101 1 67| 67| s00e17| 1|99 | 99
SapurV1A006150640.1 Chromosome 10 AGR 006150640.1 SALPU 38|  300E-143| 11| 236| 226| 3.00E-64| 11| 167| 157| 190E-17| 1[99 | 99
205| 420 126
Eudicots Core eudicots |superrosids [rosids Fabales Fabaceae Medicago truncatula | Phytozome v12 | Mt.0v1 Medtr8g075150.1 Chromosome 8 AGR 82075150 LMEDTR G7LB65_MEDTR 12| 270E222 1 22| 222| 410E-108 1 167] 767] 490E-16] 1]99] 99
Med(r5g022670.4 Chromosome 5 AGR 520226704 MEDTR GTIKX8_MEDTR 46| 6.80E-228 2| a22| 721 9.60E-104 1 67| 67| 1a0e17| 199 | 99
Eudicots Core eudicots |superrosids [rosids Fabales Fabaceae Trifolium pratense Phytozome 12 |v2 To57577_TGAC_v2 mRNAZ0153 | Tp57577_TGAC v2 LGA AGRmRNA20153.TRIPR 25| 1.10E-226 1| 22| 222| 450E-108 1| 167] 767] 360E-15] 1]99] 99
To57577_TGAC_v2_mRNALO302 | Tp57577_TGAC v2.LG3 AGRmMRNAI0802.TRIPR 47| 3.206-229 1| 22| 422| 820E-105 1| 67| 67| 780e18] 1]99| 99
Eudicots Core eudicots |superrosids [rosids Fabales Fabaceae Lotus Japonicus KEGG genome | T04348 11283v1670960 Chromosome 2 AGR 2g3v1670960LOTIA 16| 6.80E-230 2| 22| 221] 2406103 1 t67] 767] 110E-18] 1]99] 99
10310324739 unknown AGR.0g3v0324739.LOTIA 13| 8.90E-225 1| 21| 21| 90107 1 167] 77| 1e0E17| 1]99| 99
Eudicots Core eudicots |superrosids [rosids Rosales Rosaceae Prunus persica Phytozome v.12 _[v2.1 Prupe.7G172600.1 Pp07 AGR7G172600.1 PRUPE 16| 2.90E-240 1 21| 21| 110E-107 1| 167] 767] 580E-18] 1]99] 99
Prupe.2G255300.1 Pp02 AGR.26255300.1 PRUPE 22| 510E122| 16| 239| 227| 590652 7| 167| 761] 530E-19] 1]98| 99
300 421 122
Eudicots Core eudicots _|superrosids _|rosids Cucurbitales |Cucurbitaceae _|Cucumis sativus Phylozome vi2  |V10 Cucsa 3227801 Scaffold03080 AGR.322780.1.CUCSA AOAOAOLSNO_CUCSA 48| 1.60E-233 3[ 21| 419] 130E-104 3[ 67| 65| 7a0e18| 1]99| 99
294 402 109
Cucsa0438201 Scaffold00542 AGR.043820.1.CUCSA AOADAOKGRO_CUCSA 372]  930E-191 3| 260] 255| 1.30E-100 3| 67| 765| 280e18] 199 | 99
Eudicots Core eudicots  |superrosids [rosids Myrtales Myrtaceas grandis vz |20 Fucer 1023231 B AGRI102323.1EUCGR 42| 1.30E-216 2| 397] 39| 1.80E-103 1| 16| 766] 490E08] 1|75] 75
EucerJ02474.1 Chromosome 10 AGR.J02474.L.EUCGR 38| 380E-171| 76| 419] 4| 170E-82| 76| 67| 92| 140Eas| 1[99 99




vernacular | clade clade clade order family Taxon database note gene ID chromosome/Genome scaffolds 1D in matrix ID in proteome analyses length HMM[ from | to [length] HMM | from | to | length HMM [from [to_[length
(An) E value E value E value
Eudicots core eudicots superrosids. rosids Sapindales Rutaceae Citrus sinensis Phytozome v.12 vl orangel.1g014734m scaffold00017 AGR.1g014734m.CITSI 419 3.90E-236 2 422 421| 9.00E-105 1 167 167 5.70E-17 1[99 99
orange1.1g020555m scaffold00021 AGR.1g020555m.CITSI 329 2.10E-104 14 239 226| 1.10E-61 14 167 154 |no hits na na |na
291 340 50
Eudicots core eudicots superrosids rosids Malvales raimondii v.12 v2.1 Gorai.003G007400.1 chromosome 3 AGR.003G007400.1.GOSRA AOAOD2MHL8_GOSRA 418 2.10E-242 2 422 421| 6.20E-105 1 167 167 1.00E-17 1[99 99
Gorai.007G192000.1 chromosome 7 AGR.007G192000.1.GOSRA AOAOD2THW9_GOSRA 416 3.50E-239 1 422 422| 2.30E-105 1 167 167 2.80E-17 1[99 99
Eudicots core eudicots superrosids rosids thaliana w12 TAIR10 AT4G35920.1 (MCA1) chromosome 4 AGRAtMCALARATH MCAC1_ARATH 419 3.10E-224 1 422 422| 5.40E-104 1 167 167 2.90E-20 1[99 99
AT2G17780.1 (MCA2) chromosome 2 AGR.AtMCA2.ARATH MCAC2_ARATH 417 1.10E-191 1 421 421| 8.70E-95 1 167 167 2.30E-17 1[99 99
Eudicots core eudicots superrosids rosids Brassica oleracea capitata|Phytozome v.12 v1.0 Bol018686 chromosome 7 AGR.Bol018686.BRAOC 421 4.70E-219 1 422 422| 1.40E-102 1 167 167 8.00E-18 1[99 99
B0l029039 chromosome 1 AGR.B0l029039.BRAOC 419 4.40E-223 1 422 422| 4.70E-105 1 167 167 5.20E-18 1[99 99
Eudicots core eudicots superrosids rosids Brassica oleracea oleracea| KEGG genome T04124 AOAOD3AIN3_BRAOL; boe_1063(|chromosome 1 AGR.boe_106303054.BRAOL AOAOD3AIN3_BRAOL 420 1.40E-224 1 422 422| 2.00E-104 1 167 167 6.10E-20 1[99 99
AOAOD3DHX0_BRAOL;boe_1063(|chromosome 1 AGR.boe_106301973.BRAOL AOAOD3DHX0_BRAOL 412 2.20E-221 1 422 422| 1.00E-102 1 167 167 9.10E-20 1[99 99
AOAOD3E374_BRAOL;boe_10631:[chromosome 9 AGR.boe_106313387.BRAOL AOAOD3E374_BRAOL 411 5.70E-190 1 242 242| 5.70E-101 1 167 167 4.80E-20 1[99 99
293 406 114
Eudicots core eudicots superrosids rosids Capsella rubella Phytozome v.12 v1.0 Carubv10004901m scaffold_7 5'end F AGR.10004901m.CAPRU 421 9.20E-221 1 422 422| 5.50E-104 1 167 167 3.60E-18 1[99 99
Carubv10013809m scaffold_3 3'end R AGR.10013809m.CAPRU 417 1.30E-201 1 421 421| 4.90E-99 1 166 166 9.70E-18 1[99 99
Eudicots core eudicots superrosids rosids Brassicales Caricaeae Carica papaya Phytozome v.12 v0.4 m.model 6.294 6 AGR.6.294.CARPA 420 1.90E-239 1 421 421| 8.90E-109 1 167 167 7.20E-18 1[99 99
m.model 1 19.136 F 19 AGR.19.136.CARPA 345 1.80E-104 1 235 225| 4.80E-63 11 167 157 3.70E-04 1|37 37
295 341 47
Eudicots core eudicots superasterids - Caryophyllales yp Phytozome v.12 v10 AHYPO_016156-RA scaffold 297 AGA._016156.AMAHP 378 3.90E-185 6 421 416| 3.70E-87 6 139 134 3.10E-15 199 99
155 167
AHYPO_016414-RA scaffold 310 AGA._016414. AMAHP 375 1.50E-186 2 339 338| 1.40E-100 6 167 162 7.80E-09 136 36
373 421 49 75199 25
AHYPO_007217-RA scaffold 56 AGA._007217.AMAHP 385 1.00E-175 3 314 312| 8.00E-93 3 167 165 3.20E-09 2199 98
338 421 84
Eudicots core eudicots superasterids - Caryophyllales Chenopodiaceae |Beta vulgaris EnsemblPlants RefBeet-1.2.2 KMT09333 chromosome 6 AGA.KMT09333.BETVU 407 3.00E-217 9 422 414 2.1E-99 9 167 159 4.1E-19 199 99
KMS99790 1 AGA.KMS99790.BETVU 406 1.80E-190 3 421 419 1.7E-90 3 167 165 5.4E-21 1[99 99
KMT09333b chromosome 6 AGA.KMT09333b.BETVU 407 3.00E-217 9 422 414 2.1E-99 9 167 159 4.1E-19 199 99
KMS99790b chromosome 1 AGA.KMS99790b.BETVU 406 1.80E-190 3 421 419 1.7E-90 3 167 165 5.4E-21 1[99 99
Eudicots core eudicots superasterids asterids Solanales Solanaceae Nicotiana tabacum KEGG Genome T04643 LOC107799659_NtMCA2 unknown AGA.NtMCA2.TOBAC 419 3.60E-232 2 422 421| 1.70E-104 1 167 167 3.30E-18 1[99 99
LOC107804487_NtMCA1 unknown AGA.NtMCA1.TOBAC 419 3.60E-232 2 422 421| 1.70E-102 1 167 167 5.60E-19 1[99 99
60 | 76 17
LOC107766330 unknown AGA.107766330.TOBAC 419 2.40E-233 2 422 421| 8.20E-103 1 167 167 5.60E-19 1[99 99
Eudicots core eudicots superasterids asterids Solanales Solanaceae Solanum lycopersicum Phytozome v.12 iTAG2.4 Solyc02g083540.2.1 SL2.50ch02 AGA.02g083540.2.1.50LLC AOA3Q7F6L0_SOLLC 418 2.10E-228 4 422 419| 5.60E-102 1 167 167 3.60E-18 1[99 99
Solyc03g095820.2.1 has two dom [SL2.50ch03 AGA.03g095820.2.1.50LLC AOA3Q7FPG3_SOLLC 390 1.80E-136 13 237 225| 1.30E-56 13 167 155 1.60E-18 1[99 99
288 420 133
Eudicots core eudicots superasterids asterids Solanales Solanaceae Solanum tuberosum Phytozome v.12 v4.03 PGSC0003DMT400009236 ST4.03ch02 AGA.DMT400009236.50LTU 418 9.70E-228 4 422 419| 8.20E-102 1 167 167 4.30E-18 1[99 99
PGSC0003DMT400058105 ST4.03ch03 AGA.DMT400058105.S0LTU 432 1.70E-227 2 407 406| 5.80E-102 1 167 167 8.70E-18 1[99 99
PGSC0003DMT400053095 ST4.03ch03 AGA.DMT400053095.50LTU 389 1.70E-141 13 231 219| 2.60E-62 13 167 155 2.30E-18 1[99 99
289 420 132
Eudicots core eudicots superasterids. asterids Lamiales guttata v.12 v2.0 Migut.N03178.1 scaffold 14 AGA.N03178.1.ERYGU AOA022RAP2_ERYGU 389 1.60E-186 4 421 418| 2.30E-95 3 164 162 5.90E-19 1[99 99
Migut.H02182.1 scaffold 8 AGA.H02182.1. ERYGU AOA022PTL3_ERYGU 413 6.90E-217 6 421 416| 6.70E-100 6 167 162 8.90E-17 1[99 99
Migut.C00882.1 scaffold 3 AGA.C00882.1.ERYGU AOA022QT97_ERYGU 404 1.10E-195 2 421 420| 5.30E-94 1 165 165 1.00E-16 1[99 99
Eudicots core eudicots superasterids asterids Asterales annuus HanXRQr1.0 0TF93336 chromosome 16 AGA.OTF93336.HELEN 413 1.80E-231 1 422 422| 5.80E-105 1 167 167 5.20E-19 1[99 99
0TF96330 chromosome 15 AGA.OTF96330.HELEN 420 7.80E-236 1 422 422| 9.90E-104 1 167 167 4.10E-19 1[99 99
0TF98085 chromosome 14 AGA.OTF98085.HELEN 428 2.10E-214 1 421 421| 8.70E-103 1 166 166 1.50E-16 1[99 99
0TG15114 chromosome 9 AGA.OTG15114 HELEN 544 2.80E-197 1 398 398| 2.70E-99 1 167 167 6.10E-06 1|47 47
Eudicots core eudicots superasterids asterids Apiales Apiaceae Daucus carota Phytozome v.12 v2.0 DCAR_011609 chromosome 3 AGA.011609.DAUCA 478 1.40E-220 1 407 407| 3.60E-104 1 167 167 4.20E-15 1[99 99
DCAR_014040 chromosome 4 AGA.014040.DAUCA 315 2.10E-156 2 315 314| 4.60E-100 1 167 167|no hits na na |na




