Supplementary Fig. 1 Tree and fruit of A. eriantha ‘Midao 31’. The average

soluble solid content is 19.6 %, the average fruit weight is 76.2 g, the average
acidity is 0.88%, and the average ASA content is 695.76 mg/100g.
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Supplementary Fig. 2 Squence alignment between MDHAPSs and other

genomes.
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Supplementary Fig.3 KEGG(a) and GO(b) enrichment of newly predicted genes

in MDHAPA.
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Supplementary Fig.4 KEGG(a) and GO(b) enrichment of newly predicted genes
in MDHAPB.
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Supplementary Fig. 5 K-mer spectrum analysis. The plots are colored to illustrate

how many times of special K-mers from the hifi reads appearing in the assembly.



BUSCO Assessment Results
. Complete (C) and single-copy (S) - Complete (C) and duplicated (D)
Fragmented (F) - Missing (M)

. _‘
- _‘
o _ I

- _ I
| | | | | I

0 20 40 60 80 100

%BUSCOs

Supplementary Fig. 6 BUSCO assessment of A.eriantha genome

assemblies.
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Supplementary Fig.7 GO(a) and KEGG(b) enrichment of ASES.
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Supplementary Fig. 8 Consistent and in consistent allele-specific expression (ASE)
pattern across six sample. (a) Consistent ASEs. (b) inconsistent ASEs. The color
bar represents log,(FC) values. FC indicates fold change of FPKM values between
allele A and allele B. Red color suggests that expressionin allele A is significantly
higher than allele B and blue color means that expression in allele B is significantly

higher than allele A. DAF means day after fruiting.



MDHAPA Chro7
MDHAPR Chrog
MDHAPA Chrl0
MDHAPA Chrll
MDHAPA Chrl4
MDHAPA Chrls

MDHAPE Chr2o
HY4P Chrol
HY4P Chro4
HY4P Chros
HY4P Chrl0
HY4P ChrlS
HY4P Chr2g4
HY4P Chr25s
HY4P Chr2eé
HY42 Chrol
HY42 Chro2
HY4R Chrogé
HY4a Chrlo
HY4A Chrl4
HY4A Chrlg
HY42 Chr20
Consensus

MDHAPA Chr07

MDHAPA Chr0o
MDHAPA Chrld
MDHAPL rll

MDHAPA Chrld
MDHAPA Chrl5
MDHAPA Ct
MDHAPA_Cl
MDHAPA_

MDHAPE Chr0S

. Ch
HY4P Chro0l
HY4P Chro4
HY4P Chrog
HY4P Chrl0
HY4P ChrlS
HY4P Chr24
HY4P Chr25
HY4P Chr2é
HY4a Chrol
HY4A Chro2
HY4A Chroe
HY42 Chrl0
HY42 Chrlg
HY4a Chrl§
HY42 Chr20
Consensus

Supplementary Fig. 9 Sequence alignment of A. eriantha and A.chinensis

representative centromere (153bp) monomers.
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