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Figure S1. Phylogram generated from Maximum Likelihood analysis based on combined ITS sequence
data from Diaporthe species. The ML tree is drawn to scale with branch lengths measured in the number
of substitutions per site and rooted to Diaporthella corylina. Maximum Likelihood and Maximum
Parsimony bootstrap values greater than 70% and posterior probabilities (PPs) inferred by Bayesian
analysis greater than 0.80 are shown at the nodes. The ex-type strains are in bold.
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Figure S2. Phylogram generated from Maximum Likelihood analysis based on tef1-a sequence data from
Diaporthe species. The ML tree is drawn to scale with branch lengths measured in the number of
substitutions per site and rooted to Diaporthella corylina. Maximum Likelihood and Maximum Parsimony
bootstrap values greater than 70% and posterior probabilities (PPs) inferred by Bayesian analysis greater
than 0.80 are shown at the nodes. The ex-type strains are in bold.
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Figure S3. Phylogram generated from Maximum Likelihood analysis based on tub2 sequence data from
Diaporthe species. The ML tree is drawn to scale with branch lengths measured in the number of
substitutions per site and rooted to Diaporthella corylina. Maximum Likelihood and Maximum Parsimony
bootstrap values greater than 70% and posterior probabilities (PPs) inferred by Bayesian analysis greater
than 0.80 are shown at the nodes. The ex-type strains are in bold.



CBS 111980 Diaporthe leucospermi
CBS 142384 Diaporthe pyracanthae
CAATE3 Diaporthe rossmaniae
CAAT62 ! MUM 19.30 Diaporthe rossmaniae
CAA4BT Diaporthe pyracanthae
CBS 133812 Diapotthe Infecunda
CAAZTY
CBS 111592 Diaporthe angelicae

CBS 194.36 Diaporthe fongispora
CBS 296.87 Diaporthe scierotioites
CBS 114015 Diaporthe ambigua
10 CAAQST
CBS 123210 Diaporthe embigua
CBS 127746 Diaporthe ambigua
CBS 132527 Diaporthe passifiorae
CAATS2 Diaporthe malorum
CAAST3
CAAZTS
CAASTZ
CAAT40 Diaporthe malorum
CAAGT4
CAAGTE
CAAZTY
CBS 142383 Diaporthe malorum

PSCG 035 Diaporthe parvae
‘CAAB99 Digporthe hybrida
CPC 34248 Disporthe portugaliica
CBS 144228 Diaporihe portugaliica
CAA998 | MUM 20.01 Diaporthe hybrida
CAAB18 Diaporthe philiipsii
AAB17 { MUM 19.28 Diaporthe phillipsii
CBS 720.97 Diaporthe anacardii
CBS 370.54 Disparthe stictica
CBS 504.72 Diaporthe elaeagni
CBS 719.96 Diaporthe cinerascens

100/82/1.00—

ag/a440. 59|

= 100/100/1.00
93/35/0.94
a0/7740.54)

80/99/0.%

CBS 454.81 Disporthe chameeropis
CAABE3
CAAIBT
CBS 111553 Draporthe foenicuiina
CBS 187 27 Diaporthe foeniculina
32/37/0.91 CBS 123208 Diaporthe foeniculing
CPC 28033 Diaporthe foeniculina
CBS8 142545 Diaparthe baccae
CBS 136972 Diapoithe baccae
CBS 142548 Disporthe baccae
CBS 129521 Diaporthe acaciigena
CBS 136969 Diaporthe sterifis (syn. D. amygdali)
CFCC 52586 Diaporthe kadsurae (syn. D. amygdali)
CBS 126679 Diaporthe amygdali

94/83(0.95

100/100¢1.00| CBS 111811 Diaporthe amygdali
CAADEE
CAASSE
CBS 146754 Diaporthe mediterranea (syn. D. amygdali)
CBS 138.27 Diaporthe beckhausii
CAAZE1
CAADB2
CAAI60
—" | CAAB28

93/87/0.85

59/100/1.60

S9/100/1,00
CAAB23 / MUM 19.29 Diapoithe crousfi

CAAS21
CBS 122676 Diaporthe cynaroidis
CBS 111886 Diaporthe australafricana

99/77/0.78

CBS 113487 Diaporthe australafricana
CAADB4

CAASTE

CAASEY

CAAZ91

CBS 114436 Diaporthe iudis

CBS 113201 Diaporthe rudis

CBS 121124 Dr corylina

100/100/1.00

0.050

Figure S4. Phylogram generated from Maximum Likelihood analysis based on ca/ sequence data from
Diaporthe species. The ML tree is drawn to scale with branch lengths measured in the number of
substitutions per site and rooted to Diaporthella corylina. Maximum Likelihood and Maximum Parsimony
bootstrap values greater than 70% and posterior probabilities (PPs) inferred by Bayesian analysis greater
than 0.80 are shown at the nodes. The ex-type strains are in bold.
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Figure S5. Phylogram generated from Maximum Likelihood analysis based on combined 4is3 sequence
data from Diaporthe species. The ML tree is drawn to scale with branch lengths measured in the number
of substitutions per site and rooted to Diaporthella corylina. Maximum Likelihood and Maximum
Parsimony bootstrap values greater than 70% and posterior probabilities (PPs) inferred by Bayesian

analysis greater than 0.80 are shown at the nodes. The ex-type strains are in bold.
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Figure S6. Box plot of lesion length (cm) caused by Diaporthe species on twigs of cultivars ‘Duke’ (A),

‘Legacy’ (B) and ‘Spartan’ (C). Black lines in the boxes show medians, and red dots represent the means.

Species were compared according to the Wilcoxon rank sum test.
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Figure S7. Time course percentage of mortality of Duke cultivar, after inoculation with different isolates.
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Figure S8. Time course percentage of mortality of Legacy cultivar, after inoculation with different isolates.
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Figure S9. Time course percentage of mortality of Spartan cultivar, after inoculation with different isolates.



