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Figure S1. Inter-genome synteny for the Pyrus bretschneideri and Pyrus communis. Synteny between Pyrus
bretschneideri and Pyrus communis shows 6422 gene pairs.
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Figure S2. Synteny relationships of orthologous gene pairs between Pyrus bretschneideri and Pyrus communis.
Pyrus bretschneideri and Pyrus communis chromosomes were represented by yellow and green, respectively. The
grey lines indicated orthologous relationships between Pyrus bretschneideri and Pyrus communis.



60-
40-
i s
@n .
[ -
()] "
20-
0 - 0 ~———— o
0.00 0.05 0.10 00 01 02 03

Ka Ks

5e-04 -
10.0
4e-04 -
75-
> 3e-04-
=
7))
C
8 5.0 2e-04 -
25- 1e-04 -
0.0- Oe+00-

0.45 0.50 0.55 060 065 0 2500 5000 7500 10000

" GC content (%) Gene length (bp)

Figure S3. Density distributions Ka (a), Ks (b), GC content (c) and gene length (d). Positively selected genes (PSGs)
and negatively selected genes (NSGs) were represented by red and green lines, respectively.



Figure S4. Frequency distributions of expression levels in Pyrus communis during fruit development.
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Figure S5. Expression divergence analysis of orthologous lignin-related genes among Pyrus bretschneideri and
Pyrus communis. D1, D2, D3, D4, D5, D6 and D7 indicates 15 days after full blooming (15 DAB), 30 DAB, 55 DAB,
85 DAB, 115 DAB, mature stage, and fruit senescence stage.



