A. Garavito et al.

0. glaberrima var. C(G}Sl;ll{bBAC 0G-BBa0049108

49108.9*
49108 45* 49108.8 49108.10*49108.11

El1920

E0506
Dl’i Uv

49108.1
0s06g04910P

|
P 491082 491083 49108.5

w\‘ I!’Hﬂﬂlﬂlﬁ

108.7

49108.75

|
49108.85% 49108.12 49108§]3 49108.15
49108.14

49108.16

I

I

4910820  49108.22

N

|

49108 2419108 25

1]

49108.17 49108.19 4910821 49108.23
49108.18

[ Y I
I L]

49108.26 49108.27 P

491084 _49108.6
RS SRR T

0506204920 ¥ ;
—] ]
E0506 [

0s06g04930|—
]

050604940
—]

050680495
—

050604960

44 .8kb

0s06g04970
0506804980

0s06g04990]

0s06g05000
]
0506505010
E1920—]

0506205020
=

050605050 €

0. sativa var. Nipponbare Chr6 2158027-2294541

e 05
h 1

0506805060

0506805070
050620

0506205090
0506205100

050605110
0s06g05120

0s06g05160P|

BN

|
]

]

l
}\
1
e
i

i

]

]

i

]
‘\
]

|
»

\

R B L L N A R L AR AR AL R, A R
20Ky BT 40Kb 4 1 + 50Kb <Ky KD RN 90Kp 100Kb # 110Kb* ,

LB B s B e e M e R R e e B
120Kb | 130Ky 140K 150K . I60Kb

FIGURE S2.—Graphical comparison between O. glaberrima cv. CG14 BAC OG-BBa0049108 and the orthologous O. sativa cv. Nipponbare genomic segment. Pairwise alignments of the O.
glaberrima cv. CG14 BAC OG-BBa0049108 and the respective O. sativa cv. Nipponbare orthologous region. Predicted genes (empty boxes) and TEs (dark bars) are shown for each of the
sequences. Gray triangles mark the locus Sy, as shown in Figure 4. C: Nipponbare genes manually corrected. p: Partial gene.

*: Pseudogene. The insertion of two LTR retrotransposons are indicated with arrows.
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