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Supplementary Figure legends

Supplementary Figure S1. Principal component analysis (PCA) on strain morphology. Based on conidia
length, width and length width ratio, growth rate on PDA, colony form (circular = 1, most irregular = 4),
aerial mycelia (no aerial mycelia = 1, most aerial mycelia = 4), color (palest = 1, darkest = 4) and filiform

(yes =1, no = 0) of 17 Colletotrichum lupini strains. Strain codes are followed by genetic group.

Supplementary Figure S2. Boxplots of conidia length (A), width (B) and colony growth rate (C). Circles
within boxplot indicate mean. Strain codes are followed by abbreviated country of origin and capital
letters (A-J) indicating strain morphotype. Different capital letters above boxplots indicate significant

differences between strains (Tuckey-HSD, p<0.05).

Supplementary Figure S3. Multi-locus phylogeny of Colletotrichum lupini. A: UPGMA tree inferred from
the combined ITS, TUB2, GAPDH and APN/MAT1 sequence datasets of 50 Colletotrichum strains used in
this study. Bootstrap support values (>50%) are given at each node. The tree is rooted to C. acutatum (CBS
369.73 and CBS 370.73). Strain codes are followed by host, country of origin and morphology (A-J).

Grouping is based phylogeny and morphology. Strains used for virulence assays are highlighted in bold.

Supplementary Figure S4. Representative plants showing disease symptoms of Colletotrichum lupini
strains on white (Lupinus albus) and Andean lupin (L. mutabilis). Lupin seedlings of the different species
and accessions (Feodora, Blu-25, LUP 17, LUP 100) were stem inoculated with different C. lupini strains 14
days after sowing. Photos and disease score indices (DSI; top right corners) were taken 10 days post-

inoculation. Strain codes are followed by country of origin, genetic group and morphotype.



Supplementary Table S1: Identical sites (%) across the nucleotide dataset per locus. CaSC indicates
variability within Colletotrichum acutatum species complex. C. lupini indicates variability within C. lupini.

CasC C. lupini
ITS 97 99.2
GAPDH 81.1 98.4
TUB2 89.9 97.8

APN/MAT1 75.8 97.4



CBS109225-1

. .
. mary i JA15)
i CBS109216-V1
v JA10-II . JAT1V
D T S T R R Brmemeany A1 -~ ~dATTAr
g 5 N aorid

& IMI75715.1 /JAoe-n\
g JAO1-I
€ JA16
o

tays
JA12-V

.
JA19-V

Dim1 (45.6%)

Supplementary Figure S1. Principal component analysis (PCA) on strain morphology. Based on conidial
length, width and length width ratio, growth rate on PDA, colony form (circular = 1, most irregular = 4),
aerial mycelia (no aerial mycelia = 1, most aerial mycelia = 4), color (palest = 1, darkest = 4) and filiform
(yes =1, no = 0) of 17 Colletotrichum lupini strains. Strain codes are followed by genetic group.
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Supplementary Figure S2. Boxplots of conidia length (A), width (B) and colony growth rate (C). Circles
within boxplot indicate mean. Strain codes are followed by abbreviated country of origin and capital
letters (A-J) indicating strain morphotype. Capital letters above boxplots indicate significant differences
between strains (Tuckey-HSD, p<0.05).



C. lupini - CBS 109221 - Lupinus albus - Germany - A

W Strains collected from Europe C. lupini - IMI 375715 - L. albus - Australia - A
M Strains collected from South America C. lupini - RB221 - Lupinus sp. - France - A
M Strains collected from North America RB226 - L. albus - France - A

Strains collected from Southern Africa JAO02 - L. albus - Switzerland - A
B Strains collected from Australia JAO3 - L. albus - Germany - A

Groups described by Nirenberg et al., 200237 JAO4 - L. albus - Germany - A

and Dubrulle et al., 2020% JAQ9 - L. albus - Australia - A

Groups assigned in this study based on JA13 - L. mutabilis - USA - A

phylogeny and morphology JA14 - L. hartwegii - USA - A

JA15 - L. albus - Chile - D
JA16 - L. angustifolius - Chile - A
RB020 - L. albus - Azores, Portugal
RB042 - Cinnamomum zeylanicum - Portugal
RB116 - L. polyphyllus - UK
RB122 - L. luteus - Poland
RB123 - L. albus - South Africa
RB124 - L. albus - Chile
RB125 - L. albus - Austria
RB127 - Olea europaea - Spain
RB147 - Lupinus sp. - UK
JAO1 - L. albus - Switzerland - A
JAOS - L. albus - Germany - A
JAO6 - L. albus - Russia - A
JAO8 - L. luteus - Australia - A
JA17 - L. albus - Chile - A
JAO7 - L. angustifolius - Australia - A
JA10 - L. albus - South Africa- G
JA20 - L. mutabilis - Peru - F
JA11 - L. albus - South Africa - C
JA12 - L. albus - South Africa- B
JA18 - L. mutabilis - Ecuador - |
JA19 - L. mutabilis - Ecuador - J
C. lupini - CBS 109225 - L. albus - Ukraine - H
C. lupini - CBS 109226 - L. albus - Canada
C. lupini - CBS 509.97 - L. albus - France
CBS 109216 - L. mutabilis - Bolivia - E
JA21 - L. mutabilis - Peru - E
JA22 - L. mutabilis - Peru - E
C. cuscutae - IMI 304802 - Cuscuta - Dominica
C. tamarilloi - CBS 129955 - Solanum - Colombia
C. tamarilloi - CBS 129814 - Solanum - Colombia
100 C. costaricense - CBS 211.78 - Coffea - Costa Rica
C. paranaense - IM| 384185 - Caryocar - Brazil
86 C. melonis - CBS 134730 - Malus - Brazil
Ve C. simmondsii - CBS 122122 - Carica - Australia
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P y C. acutatum - CBS 369.73 - Lupinus - New Zealand }_ Clade 4
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Supplementary Figure S3. Multi-locus phylogeny of Colletotrichum lupini. UPGMA tree inferred from the
combined ITS, TUB2, GAPDH and APN/MAT1 sequence datasets of 50 Colletotrichum strains used in this
study. Bootstrap support values (>50%) are given at each node. The tree is rooted to C. acutatum (CBS
369.73 and CBS 370.73). Strain codes are followed by host, country of origin and morphology (A-J).
Grouping is based phylogeny and morphology. Strains used for virulence assays are highlighted in bold.
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Supplementary Figure S4. Representative plants showing disease symptoms of Colletotrichum lupini strains on white (Lupinus albus) and
Andean lupin (L. mutabilis). Lupin seedlings of the different species and accessions (Feodora, Blu-25, LUP 17, LUP 100) were stem inoculated with
different C. lupini strains 14 days after sowing. Photos and disease score indices (DSI; top right corners) were taken 10 days post-inoculation. Strain
codes are followed by country of origin, genetic group and morphotype.



