
0.2

GRMZM2G072850

Aco010196

Cagra.14450s0001

Phvul.001G179300

SapurV1A.0584s0030

Bostr.23794s0400

Brast03G311000

MLOC_56096

Thhalv10016150m.g

gene03853-v1.0-hybrid

Gorai.006G021600

Bra017216

Aquca_062_00022

Sobic.006G105600

evm_27.TU.AmTr_v1.0_scaffold00010.381

Carubv10022511m.g
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D. oligosanthes

Bra023087
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Ciclev10010916m.g
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Manes.08G011100
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GRMZM2G085236
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gene09601-v1.0-hybrid

Lus10030674.g

orange1.1g000856m.g

Manes.15G177400

Zosma85g00140

evm.TU.supercontig_102.36

AY372819.1

Eucgr.K02930

Thhalv10003528m.g

934330

BGIOSGA014966
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Pavir.7NG371700
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Migut.J00652

Sevir.7G131600

Tp57577_TGAC_v2_gene32830

Aquca_002_00550

Ciclev10010931m.g

AUR62034389

Lus10023929.g
Cucsa.306720

F775_17083

Seita.7G258700

Aquca_030_00072

Potri.016G093600

Phvul.004G027800

F775_52675

MLOC_5438

Pavir.7KG412000

Prupe.7G129600

BGIOSGA029208

P. vaginatum

AT3G28860

Manes.09G057700

Brara.I00328

Pahal.G00471
MLOC_64400

Seita.6G253500

evm_27.TU.AmTr_v1.0_scaffold00076.86

30078.t000079

evm.TU.supercontig_14.14

Spipo2G0039300

GSMUA_Achr4G09980_001

LPERR04G22660

Bradi5g23600

Glyma.13G142100

Sevir.7G270200

Bradi5g12307

Spipo1G0026900

LPERR04G11630

AUR62042509

Gorai.006G163000

CaABCB1

Gorai.001G256100

GRMZM2G315375

Medtr6g011680

Phvul.007G147400

ABCB4_AT2G47000

Cucsa.158380

Manes.09G065700

Pavir.7NG178700

MDP0000320690

Solyc02g087870.2

GRMZM2G125424

Sobic.006G236700

Bostr.0556s0536

MDP0000265271

orange1.1g000687m.g

F775_21781

LOC103706998

Seita.7G123300

AUR62040338

Medtr1g063170

Glyma.13G063700

Tp57577_TGAC_v2_gene10366

484657

LPERR08G20590
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