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Plot statistics
Residues in most favoured regions [A,B,L] 326 92.6%
Residues in additional allowed regions [a,b,1,p] 25 7.1%
Residues in generously allowed regions [~a,~b,~1,~p] 1 0.3%
Residues in disallowed regions 0 0.0%
Number of non-glycine and non-proline residues 352 100.0%
Number of end-residues (excl. Gly and Pro) 2
Number of glycine residues (shown as triangles) 26
Number of proline residues 28
Total number of residues 408
Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.

Figure S1. Ramachandran plot of CYP55A3 details of the final modeled structure generated by Swiss
Model.



Table S1. Primers utilized in this study.

Primers Sequence (5’-3") Description
CYP55A3-F CAACGTCGGACCACATAAGCA o . .
Amplifcation of the coding region
of the Lt CYP55A3 gene
CYP55A3-R ACGTGGTTGTTACCTACCCTC

CYP55A3-CDS-F

CYP55A3-CDS-R

UpF1

UpR1

DownF1

DownR1

HYG-F

HYG-R

RT-Act Lt-F

RT-Act Lt-R

RT-CYP55A3-F

RT-CYP55A3-R

RT-gliC-F

RT-gliC-R

RT-apf7-F

RT-apf7-R

RT-himC-F

RT-himC-R

RT-cyb5d2-F

ATGGTTTCCGACACTGTCCC

CTAGCCAGGGGCTTTTACGG

ACCATGATTACGCCAAGCTTACGAA
ACTTTGCACCTTGCCT
CGGTGAGTTCAGGCTTTITCATGCTG
ACACGATCTTAAGTCCT
TCGTCCGAGGGCAAAGAAATAGCTG
ATGTCGTGCAAATGGCCTT
CTCGGTACCCGGGGATCCGCTCCTA
ATTAGGCCAAAATG
AGGACTTAAGATCGTGTCAGATGAA
AAAGCCTGAACTCACCG
AAGGCCATTTGCACGACATCAGCTA
TTTCTTTGCCCTCGGACGA

GGAGATGAGGCACAGTCG

GCGGTGGTGGAGAAAGAGT

CCAAACAAGCCGCCATCCG

GCCATTTGCACGACATCAGC

CTCGCAGCAACCTCGTACCTCT

GCGAGACGATCCACCCGTTC

ATCACTGGACCGATGCCTTG

GCTGAAGGCGAGGTACTTGT

AGTCGCACTTTGAGGACCTG

GCTCTTGCCGAAGAGGAACT

CTCCCGGCAGGCATTTCTAC

Amplifcation of the open-reading
frame of the Lt CYP55A3 gene

Amplifcation of CYP55A3

upstream fragment for construction

of the gene deletion vector

Amplifcation of CYP55A3
downstream fragment for
construction of the gene deletion

vector

Amplifcation of the CaMV 35s
promoter and the hygromycin

resistance gene fragment

Amplifcation of the actin gene

Quantitative RT-PCR primers for
analysis of CYP55A3 expression

Quantitative RT-PCR primers for

analysis of gliC expression

Quantitative RT-PCR primers for

analysis of apf7 expression

Quantitative RT-PCR primers for

analysis of himC expression



RT-cyb5d2-R

RT-stcS-F

RT-stcS-R

RT-fabG-F

RT-fabG-R

RT-ABA1-F

RT-ABA-R

GGATGTACATTTCCTCGGCG

CCTGCCGAACAACCCATTTC

GCCGTTGATTAGGGGCTCTT

AGAAGGGCTCCGTCATCAAC

GTGGACAATGGCCAGCTCAC

CAAATTCCAGGCCACGGITG

CGGCCGAGGGAACAATAACT

Quantitative RT-PCR primers for

analysis of cyb5d2 expression
Quantitative RT-PCR primers for

analysis of stcS expression

Quantitative RT-PCR primers for

analysis of fabG expression

Quantitative RT-PCR primers for

analysis of ABA1 expression




Table S2. Reference isolates from GenBank included in the phylogenetic analyses.

GenBank accession

Species Isolate Host Origin
number
Macrophomina MPI-SDFR-AT- o
) Arabidopsis USA KAH7064874.1
phaseolina 0080
Lasiodiplodia o
CS5-01s Vitis vinifera China KAF9635644.1
theobromae
Lasiodiplodia o
LA-SOL3 Vitis vinifera Peru KAB2574247.1
theobromae
Colletotrichum Manihot
] CAD1 Japan KAF4862283.1
siamense esculenta
MPI-CAGE-AT-
Halenospora varia 0135 Arabidopsis USA KAH6678994.1

Mytilinidion resinicola CBS 304.34 Larix laricina USA XP_033583365.1




