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Supplementary Figure 1. A summary of the ‘d’Anjou’ genome assembly pipeline.
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Supplementary Figure 2. Dot plot of chromosome alignments of Bartlett.DH_v2 (x axis) and
d’Anjou_v1 (y axis).



Striga_asiatica
Mimulus_guttatus
Utricularia_gibba
Solanum_lycopersicum
Beta_vulgaris

_E Populus_trichocarpa

Manihot_esculenta

Theobroma_cacao
_E Arabidopsis_thaliana
Carica_papaya
] I: Medicago_truncatula
Phaseolus_vulgaris
Malus_domestica
Malus_sylvestris
Malus_sieversii
_E Pyrus_bretschneideri
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Supplementary Figure 3. A cladogram of the plant species used in this study. Rosaceae
species except Prunus persica were classified into the 26 genome scaffold version 2. Genes
from these species followed the same color scheme in the phylogenetic trees in this
manuscript.



Consensus
Identity

e 1,
FID 2.
FUD 3,
FuC 4.
REW 5.
FID 6.

Pryco_| DAnijou Chrll
Pryco_BartlettDH_Chr11
Pryco_BartlettDH_Chr11_pilon
Pyrbr_chrll
Pyrusco_CM018515.1

Pyrco_Bartlett_v1_scaffold000.

Consensus
Identity

. Pryco_DAnH'ou_Chrll

. Pryco_Bart

. Pryco_BartlettDH_Chr11_pilon
. Pyrbr_chrll

REW S,
FIlD 6.

ettDH_Chrll

Pyrusco_CM018515.1

Pyrco_Bartlett_v1_scaffold000.

Consensus
Identity

FUD 1.
FID 2.
FuC 3,
e 4,
REVS,
FID 6.

Pryco_| DAnfou Chrll
Pryco_BartlettDH_Chr11
Pryco_BartlettDH_Chr11_pilon
Pyrbr_chrll
Pyrusco_CM01851

5.1
Pyrco_Bartlett_v1_scaffold000...

Consensus
Identity

FIID 1.
FIID 2.
FIID 3.,

D 4,
REW 5.
FIID 6.

Pryco_DAnHou Chrll
Pryco_BartlettDH_Chrl1
Pryco_BartlettDH_Chr11_pilon
Pyrbr_chrll
Pyrusco_CM018515.1

Pyrco_Bartlett_v1_scaffold000...

Consensus
Identity

FUD 1.
FIE 2,
FuC 3,
U 4,
REVS.
FID 6.

Pryco_DAnjou_Chrll
Prycn_Bar‘(fettDH_Chrl 1
Pryco_BartlettDH_Chr11_pilon
Pyrbr_chrll
Pyrusco_CM018515.1

Pyrco_Bartlett_v1_scaffold000...

Consensus
Identity

e 1,
FIlD 2.
FUD 3,
FIC 4,
REW 5.
FIID 6.

Pryco_| DAI’\|]0U Chrll
Pryco_BartlettDH_Chr11
Pryco_BartlettDH_Chr11_pilon
Pyrbr_chrll
Pyrusco_CM018515.1

Pyrco_Bartlett_v1_scaffold000...

Consensus
Identity

A 1,
FuC 2,
FIlD 3.,
FUG 4,
REW S,
FID 6.

Prycc_DAnH'ou_Chrl 1
Pryco_BartlettDH_Chrl11
Pryco_BartlettDH_Chr11_pilon
Pyrbr_chrll
Pyrusco_CM018515.1

Pyrco_Bartlett_v1_scaffold000...

Consensus
Identity

e 1,
FID 2.
FuC 3,
FuC 4,
REW 5.
FID 6.

Pryco_| DAnfou Chrll
Pryco_BartlettDH_Chrl1
Pryco_BartlettDH_Chr11_pilon
Pyrbr_chrll
Pyrusco_CM01851

5.1
Pyrco_Bartlett_v1_scaffold000...

80 190 110
-G-GGGGG-GGGG-GG_ GCTCT

ATTACATGTTCCTTTGTAGTGGECATAATCATAAAATGGATGTGTTCAATCCCCGCCGGCAGAAGGAGAAGGTGGTGATCGTAATGGGGGCAACGGGGACCGGAAAATCAAGGCTCT
ATTACATGTTCCTTTCTAGTGGTCATAATCATAAAATGGATGTGTTCAATCCCCGCCGGCAGAAGGAGAAGGTGGTGAT CGTAAT GGGGGCAACGGGGACCGGAAAATCAAGGCTCT
ATTACATGTTCCTTTCTAGTGGTCATAAT CATAAAATGGATGTGTTCAATCCCCGCCGGCAGAAGGAGAAGGT GGTGATCGTAAT GGGGGCAACGGGGACCGGAAAATCAAGGCTCT
TGTTCCTTTCTAGTGGECATHMATCATAAAATGGATGTGTT CAATCCCCGCCGGCAGAAGGAGAAGGTGGTGAT CGTAATGGGGGCAACGGGGACCGGAARATCAAGGCTCT
ATGTTCCTTTCTAGTGGTCATAATCATAAAATGGATGTGTTCAATCCCCGCCGGCAGAAGGAGAAGGTGGTGAT CGTAATGGGGGCAACGGGGACCGGARRATCAAGGCTCT

ATTACATGTTCCTTTCTAGTGGTCATAATCATAAAATGGATGTGTTCAATCCCCGCCGGCAGAAGGAGAAGGTGGTGATCGTAATGGGGGCAACGGGGACCGGAAAATCAAGGCTCT
-

120 130 140 150 160 170 180 190 200 210 220 230
CCATCGACCTAGCCACCTGTTTCCCGGCAGARATCATAAACTCCGACAAAATGCAAGTCTACGAAGGCCT TGATATAGTCACCAACAAAATAACCARAGAAGAGCAACGTGGTGTAC

CCATCGACCTAGCCACCTGTTTCCCGGCAGAARATCATAAACT CCGACAAAATGCAAGTCTACGAAGGCCTTGATATAGTCACCAACAAAATAACCAAAGAAGAGCAACGTGGTGTAC
CCATCGACCTAGCCACCTGTTTCCCGGCAGAAATCATAAACT CCGACAAAATGCAAGTCTACGAAGGCCTTGATATAGTCACCAACAAAATAACCAAAGAAGAGCAACGTGGTGTAC
CCATCGACCTAGCCACCTGTTTCCCGGCAGAAATCATAAACT CCGACAAAATGCAAGTCTACGAAGGCCTTGATATAGT CACCAACAAAATAACCAAAGAAGAGCAACGTGGTGTAC
CCATCGACCTAGCCACCTGTTTCCCGGCAGAAATCATAAACT CCGACAAAATGCAAGTCTACGAAGGCCTTGATATAGT CACCAACAAAATAACCAAAGAAGAGCAACGTGGTGTAC
CCATCGACCTAGCCACCTGTTTCCCGGCAGAARATCATAAACT CCGACAAAATGCAAGTCTACGAAGGCCTTGATATAGT CACCAACARAAATAACCAAAGAAGAGCAACGTGGTGTAC
CCATCGACCTAGCCACCTGTTTCCCGGCAGAAATCATAAACT CCGACAAAATGCAAGTC TACGAAGGCCTTGATATAGT CACCAACAAAATAACCAAAGAAGAGCAACGTGGTGTAC

240 250 260 270 280 290 300 310 330
GGEACCATTTGCTAGG GATACTAGATCCTAATGAAGATTITACG GECAG GGATTTTT _G_G_G_GG-

BGCACCATTTGCTAGGGATACTAGATC CTAATGAAGAT TT TACHGC CAGGGAT TTTTGTGACCTAACCTCACTTGCCAT TGAATCHGT TTTAGGCCGT GATCGGCTT
GGCACCATTTGCTAGGGATACTAGATCCTAATGAAGAT TTTACGGCCAGGGATTTTTGTGACCTAACCTCACTTGCCATTGAATCCGT TTTAGGCCGT INNNEGENEGAT CGGCTT

GGCACCATTTGCTAGGGATACTAGATCCTAATGAAGATTTTACGGCCAGGGATTTTTGTGACCTAACCTCACTTGCCATTGAATCCGT TT TAGGCCGT GATCGGCTT

BGCACCATTTGCTAGGGATACTAGATCCTAATGAAGAT TTTACHGCCAGGGAT TTTTGTGACCTAACCTCACTTGCCAT TGAATCHGT TTTAGGCCGT GATCGGCTT

GGCACCATTTGCTAGGGATACTAGATCCTAATGAAGATTTTACGGCCAGGGATTTTTGTGACCTAACCTCACTTGCCAT TGAATCCGTTT TAGGCCGT GATCGGCTT

GGCACCATTTGCTAGGGATACTAGATCCTAATGAAGATTTTACGGCCAGGGATTTTTGTGACCTAACCTCACTTGCCAT TGAATCCGT TT TAGGCCGT GATCGGCTT
380 390 400 410 420 430 440 450 460

_G-GGISG_ AGGEGTTAGICGATCGECATC ACTATAAATTTCG GTCCAAG TACG AATG TG CTTTTTATGG GTAGATG IG TCTG TACCCCTT

CCAATCATCGTCGGAGGCTCCAACTCCTACATCGAGGCGT TAGT CGATGECCATGACTATAAAT TTCGGTCCAAGTACGAATGMT GCTTT TTATGGGTAGATGTGTC TGTACCCGTT
CCAATCATCGTCGGAGGCTCCAACTCCTACATCGAGGCGTTAGT CGATGGCCATGACTATAAAT TTCGGT CCAAGTACGAATG@IGCT TT TTATGGGTAGATGTGTC TGTACCCGTT
CCAATCATCGTCGGAGGCTCCAACTCCTACATCGAGGCGT TAGTCGATGGCCATGACTATAAAT TTCGGT CCAAGTACGAATGEI GCTTTTTATGGGTAGATGTGTC TGTACCCGTT
CCAATCATCGTCGGAGGCTCCAACTCCTACATCGAGGCGTTAGTGGATGECCATGACTATAAAT TTCGGTCCAAGTACGAATGET GCTTT TTATGGGTAGATGTGTCTGTACCCGTT
CCAATCATCGTCGGAGGCTCCAACTCCTACATCGAGGCGT TAGTCGATGGCCATGACTATAAAT TTCGGT CCAAGTACGAATGMI GCTTT TTATGGGTAGATGTGTC TGTACCCGTT
CCAATCATCGTCGGAGGCTCCAACTCCTACATCGAGGCGT TAGT CGATGGCCATGACTATAAAT TTCGGT CCAAGTACGAATGE@I GCTTT TTATGGGTAGATGTGTC TGTACCCGTT

540 550 560 570 580

TTCTTTGATCCCAATGCAGATTACATGAAAGGGATTCGAAGGGCAATT

ATGCACTCGTTEGT GT CAGGACGGGTT GACCGCATGGT TCARAACGGAATGGT GGAT GAGGCGAGAGAGT TCTTTGATC CCAATGCAGAT TACATGAAAGGGATT CGAAGGGCAATT
ATGCACTCGTTTGTGTCAGGACGGGTTGACCGCATGGT TCARAACGGAATGGT GGAT GAGGCGAGAGAGT TCTTTGATC CCAATGCAGAT TACATGAAAGGGATT CGAAGGGCAATT
ATGCACTCGTTTGTGTCAGGACGGGTTGACCGCATGGTTCAAAACGGAATGGTGGAT GAGGCGAGAGAGT TCTTTGATCCCAATGCAGAT TACATGAAAGGGATT CGAAGGGCAATT
ATGCACTCGTTTGTGTCAGGACGGGTTGACCGCATGGTTCAAAACGGAATGGTGGAT GAGGCGAGAGAGT TCTTTGATCCCAATGCAGAT TACATGAAAGGGATT CGAAGGGCAATT
ATGCACTCGTTTGTGTCAGGACGGGTTGACCGCATGGTTCAAAACGGAATGGTGGAT GAGGCGAGAGAGT TCTTTGATC CCAATGCAGAT TACATGAAAGGGATT CGAAGGGCAATT
ATGCACTCGTTTGTGTCAGGACGGGTTGACCGCATGGTTCAAAACGGAATGGT GGATGAGGCGAGAGAGT TCTTTGATC CCAATGCAGAT TACATGAAAGGGATTCGAAGGGCAATT

590 610 620 670 680 790
GGGG_G-S- TACTTCAG -GGG_GG- -G-; -GG_ CAGIGGACGAAATTAAG _GI;_GG-

GGGGTCCCTGAATTCGATAAGTACTTCAGGTATGGGCCACTT TTGGATGAAGAAACT CGTGCCAGGTTACTACAGCAAGCAGTGGACGAAATMAAGGACAATACGTGCAAATTGGCA
GGGGTCCCTGAATTCGATAAGTACTTCAGGTATGGGCCACTT TTGGATGAAGAAACT CGTGCCAGGTTACTACAACAAGCAGTGGACGAAAT TAAGGACAATACGTGCAAATTGGCA
GGGGTCCCTGAATTCGATAAGTACTTCAGGTATGGGCCACTT TTGGATGAAGAAACT CGTGCCAGGTTACTACAACAAGCAGTGGACGAAAT TAAGGACAATACGTGCARATTGGCA
GGGGTCCCTGAATTCGATAAGTACTTCAGGTATGGGCCACTT TTGGATGAAGAAACT CGTGCCAGGTTACTACAACAAGCAGTGGACGAAAT TAAGGACAATACGTGCAARATTGGCA
GGGGTCCCTGAATTCGATAAGTACTTCAGGTATGGGCCACTT TTGGATGAAGAAACT CGTGCCAGGTTACTACAACAAGCAGTGGACGAAAT TAAGGACAATACGTGCAAATTGGCA
GGGGTCCCTGAATTCGATAAGTACTTCAGGTATGGGCCACTT TTGGATGAAGAAACT CGTGCCAGGTTACTACAACAAGCAGTGGACGAAAT TAAGGACAATACGTGCAAATTGGCA

710 720 730 740 750 760 770 780 790 800
TGEEGCACAATTG GAGAAGATTCATACACTTACAAATATCARAGG TG GAATCT CEACCTG TTIGC ATCECATAG AC GEGTTENGC ARAGEGHGE BAAG GAG GET

TGCCGACAATTGGAGAAGAT TCATAGACTHEAGAAATATCARAGGGTGGAATCTGCACCCGTTGGATGCCACAGAGGTGT TCCGAAAGCHCGGCAAGGAGGCCGATGAGGCCTGGGAG
TGCCGACAATTGGAGAAGATTCATAGACT TAGAAATATCAAAGGGTGGAATCTGCACCCGTTGGATGCCACAGAGGTGTTCCGAAAGCGCGGCAAGGAGGCCGATGAGGCCTGGGAG
TGCCGACAATTGGAGAAGATTCATAGACT TAGAAATATCAAAGGGTGGAATCTGCACCCGTTGGATGCCACAGAGGTGTTCCGAAAGCGCGGCAAGGAGGCCGATGAGGCCTGGGAG
TGCCGACAATTGGAGAAGATTCATAGACT TAGAAATATCAAAGGGTGGAATCTGCACCCGTTGGATGCCACAGAGGTGTTCCGARAGCGCGGCAAGGAGGCCGATGAGGCCTGGGAG
TGCCGACAATTGGAGAAGAT TCATAGACT TAGAAATATCAARAGGGTGGAATCTGCACCCGTTGGATGCCACAGAGGTGT TCCGAAAGCGCGGCAAGGAGGCCGATGAGGCCTGGGAG
TGCCGACAATTGGAGAAGAT TCATAGACT TAGAAATATCARAGGGTGGAATCTGCACCCGTTGGATGCCACAGAGGTGTTCCGAAAGCGCGGCAAGGAGGCCGATGAGGCCTGGGAG

820 830 850 860 870 880 890 900 910 920 930 936
AAGETTGT -GGGG-GGIG-G-G-GG- TTTCTTTACAATATGACAGETGAGG TTCCTCCACATAT TG GAAGTCTTAGG GTTCCTGEAGEACTTGETGETGCAAGT

AAGCTTGTGTCGGGGCCAGGTGCTATGATCGTTGGCCAGT TTCT TTACAATAT GACAGC TGAGGTT CCTHICACATATTGGAAGTC T TAGGGT TCCTGCAGCACTTGCHEGCEGCAAGT
AAGCTTGTGTCGGGGCCAGGTGCTATGATCGTTGGCCAGT TTCT TTACAATAT GACAGC TGAGGTT CCTCCACATATTGGAAGTC TTAGGGT TCCTGCAGCACTTGCTGCT GCAAGT
AAGCTTGTGTCGGGGCCAGGTGCTATGATCGTTGGCCAGT TTCTTTACAATATGACAGCTGAGGTTCCTCCACATAT TGGAAGTCTTAGGGT TCCTGCAGCACTTGCTGCTGCAAGT
AAGCTTGTGTCGGGGCCAGGTGCTATGATCGTTGGCCAGT TTCTTTACAATATGACAGCTGAGGTTCCTCCACATAT TGGAAGTCTTAGGGT TCCTGCAGCACTTGCTGCTGCAAGT
AAGCTTGTGTCGGGGCCAGGTGCTATGATCGTTGGCCAGT TTCT TTACAATATGACAGCTGAGGTTCCTCCACATAT TGGAAGTCTTAGGGT TCCTGCAGCACTTGCTGCTGCAAG
AAGCTTGTGTCGGGGCCAGGTGCTATGATCGTTGGCCAGT TTCTTTACAATATGACAGCTGAGGTTCCTCCACATAT TGGAAGTCTTAGGGT TCCTGCAGCACTTGCTGCTGCAAGT
-

Supplementary Figure 4. Sequence comparison of genomic fragments where an IPT gene is
expected to be located in various Pyrus genomes. Pyrco: Pyrus communis; Pyrbr: P
bretschneideri; Pyrusco: P. ussuriensis x communis. Sequence 2 is the original Bartlett.DH_v2
assembly and Sequence 3 is the polished assembly.



Supplementary Figure 5. Phylogram of the IGT gene family. Same phylogenetic tree as Figure
5.



Supplementary Figure 6.
Phylogeny of the PIN gene
family inferred with the 26
genomes scaffold and P
bretschneideri PIN genes
identified in reference Qi et al.,
2020.




