
G01: m

At1g34670
At5g10280
At5g65230
Scaffold5445_1
Scaffold7137_2
Scaffold9773 1

G02: -I1

At3g02940
At4g17780
At5g16770
Scaffold11444_1
Scaffold4085 1

At3g01140
At5g15310
Scaffold2816_1
Scaffold474_1
Scaffold951_5
Scaffold1247_2

G03: m G04: m

At4g28110
At4g21440
At4g05100
At5g54230
Scaffold9777_1

At1g22640
At2g16720
At4g09460
At4g38620
At4g34990
At928969-Y49
Scaffold15586_1
Scaffold321_3
Scaffold87_1
Scaffold987_1
Scaffold987_3

G05: m, -I1

G06: m, -I1

At1g66230
At4g12350
At4g22680
At5g16600
Scaffold13580_1
Scaffold1873_3
Scaffold3089_4
Scaffold3266_2
Scaffold6283_1
Scaffold755_5

G07: m

At3g27920
At5g14750
At5g40330
At166780-GL1
At6601337-WER
At3g28470

At5g56110
At5163509-Myb103
Scaffold558_5
Scaffold9672_1

G08: m



At1g74650
At1g08810
At3g47600
At3g28910
At5g62470
At928965-Y13
Scaffold10737_1
Scaffold5623_2
Scaffold4094_1

G09: m, -I2, 0 G10: m

At3g23250
At928967-Y19
At1263093-LFGN
At1g06180
At2g31180

G11: m

At3g01530
At3g27810
At5g40350

G12: n

At2g32460
At2g26950
At2g26960
At3g11440
At4g26930
At5g06100
At5g55020
At3g60460
Scaffold3084_2

At1g09540
At1g57560
At4g01680
At5g26655
Scaffold2511_1
Scaffold8589_2

G13: m

G14: m

At3g48920
At4g25560
At5g52260

G15: 0

At2g23290
At3g50060
At4g37260
At5g67300
Scaffold13352_1
Scaffold18237_2
Scaffold31778_1
Scaffold9592 2

G16: n

At3g09370
At4g32730
At4g00540
At5g11510
At5g02320

G17: -I2, n

At1g73410
At1g17950
At1g69560
At1g26780
At3g29020
At4g33450
At5g17800
At5g39700
Scaffold1041_1
Scaffold5660_1
Scaffold649_4

G18: 0

At2g37630
Zm4583431-rs2

G19: n, 0

At1g09770
Pf11595856-CDC5



N03: m

At1g74080
At1g18570
At5g60890
At5g61420
At5g07690
At5g07700
At3150037-ATR1

N04: m

At2g36890
At3g49690
At4g37780
At5g23000
At5g65790
At5g57620
Scaffold1210_1
Scaffold12625_2
Scaffold13619_1
Scaffold191_4
Scaffold3656_1
Scaffold405_3
Scaffold6900_2
Scaffold8137_1

N06: m, -I1

At1g16490
At1g79180
At1g56160
At3g12820
Scaffold602_7
Scaffold6126_1

N08: m, n

At5g35550
Zm168515-C1
Zm2343273-Pl
Scaffold479 5

N09: m

At11935171-PAP1
At1g66370
At1g66390
At1g56650
At1g66380

N10: m, -I1

At3g24310
At3g30210
At4g13480
Scaffold182_9
Scaffold3180 2

N12: m, -I2

At3g46130
At5g59780
Scaffold5923_2
Scaffold6709 1

N01: m

At1g18710
At1g74430

N02: m

At5g14340
At3g61250

N05: m, -I2

Scaffold16731_1
Scaffold7300_1

N11: m, -I1

At3g13540
At3g53200
At928940-M2
Scaffold5841 3

N13: m, -I2

At5g49330
Scaffold5574_3

N07: m, -I1

Scaffold3863_3
Scaffold3196_2



N14: m, -I1

At2g47460
At3g62610
Os19072772
Sb19073320-Y1
Scaffold13526_1
Syngeta-P2
Zm11526773-P2
Zm168590-P1-rr
Scaffold806 5

N15: m, -I2, 0

At1g48000
At1g68320
At1g25340
At2g47190
At3g06490
At5g49620
Cp1002796-cpm10
Scaffold1799_1
Scaffold2218_2
Scaffold3369_1
Scaffold6017_1

N16: -I1

At3g08500
At5g12870

N17: m, -I1

Scaffold2727_1
Scaffold9103_1

N18: m, -I2

Scaffold9628_1
Scaffold9628_2
Scaffold783_1
At3g12720
At3g13890
Scaffold10081_1
Scaffold2927_1

N19: n

At2g39880
At3g55730
At3g09230
Scaffold5760 2

N21: n

At2g25230
At4g18770
At5g58850
At5g11050
At5g40360
At5g40430
Scaffold3435_2
Scaffold4058_1
Scaffold767_1
Scaffold9658_1

N23: 0

Scaffold9169_1
Scaffold11054_1
Scaffold11692_1
Scaffold32126 1

N20: n, 0

Scaffold6872_1
Scaffold77_3
At1g14350
At2g02820

N22: n, 0

At3g18100
Scaffold1951_3

Singletons: m, n, -I1

At5g62320
Scaffold4094_1
Scaffold89_7
At1g63910
Scaffold8315_2
At928939-M1

Figure The conserved exon-intron structure in R2R3 domains of all member genes
within each subgroup. Boxes and lines indicate exons and introns, respectively. m
indicates the major splicing pattern typified by G13; -I1 and –I2 stand for the typical
splicing pattern with lack intron 1 and intron 2, respectively; n indicates non-major
splicing patterns; and 0 indicates no introns in the Myb R2R3 domains.


