
Fig. S3 A,B
A reciprocal translocation involving chromosomes 5 and 13 in the NZE10 genome.

A. D. septosporum NZE10 (reference strain), NZ/AUST
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ALP3 
..GCCTCCACCTGCAGGCTCCAGCGGCCTTCCCGCTGCGGAAT
AGACGTGAACTCTGTATGAAACAGGTCTCTGCCGGCGGGCGC
GGTCTTCACGATCCTGCATGTGCCCAAGTCTTGCCTACGCTAC
GACACACATCTACTCCCACAGACCGTTCGTCGTTATTGT..

NZE10
..GCCTCCACCTGCAGGCTCCAGCGGCCTTCCCGCTGCGGAAT
AGACGTGAACTCTGTATGAAACAGGTCTCTGCCGGCGGGCG
CGGTTCACCTGGCACCTGCTCTCAGGCATCCAGCACTTGCAG
TCAGTTTAGCGTCTCTGAGAGGGCAGAGGAGT...

NZE10
GACAATAACGACGAACGGTCTGTGGGAGAAGATGTGTGTCGTA
GCGTAGGCGAGACTTGTGCACATGCAGGACCGTGAGGACCGC
GCGTCGGCACCCATTTTGTCCGAGTCGTTTCAGCGCGAGCGCC
AGCTGGGATTCTCACGACCGATGCAGCGCAGCCTCAAAG 

ALP3 
..ACTCCTCTGCCCTCTCAGAGACGCTAAACTGACTGCAAGT
GCTGGATGCCTGAGAGCAGGTGCCAGGTGAACCGCGCGTC
GGCACCCATTTTGTCCGAGTCGTTTCAGCGCGAGCGCCAGC
TGGGATTCTCACGACCGATGCAGCGCAGCCTCAAAG



C. NZE10 chromosome 5

Fig. S3 C,D
A reciprocal translocation involving chromosomes 5 and 13 in the NZE10 genome.
Expression data are from Bradshaw et al. (2016)

71996 – moderate expression mid/late in planta and in culture  (>300 RPMK)
34807 – very low expression

D. NZE10 chromosome 13

48707 – low expression (alpha/beta hydrolase)
75887 – high expression in culture (>500 RPMK), moderate in planta (~200 RPMK)



Fig S3 legend.
A reciprocal translocation involving chromosomes 5 and 13 in the NZE10 genome.
A) The reciprocal translation was centred on an identical sequence (GCGCGGT) found at positions 1459800-1459806 in NZE10 
chromosome 5 and 717926-717932 in chromosome 13. Chromosomes 5 and 13 are shaded grey and pale blue respectively 
with ends coloured to distinguish the two arms in each case. Coloured sequences surrounding the breakpoint indicate which 
arm they are from. 
B) In strains from regions other than Australasia, the two long sections of NZE10 chromosomes 5 and 13 are joined to make a 
2.2 Mb chromosome and two short sections to make a 1.4 Mb chromosome. Sequences around the common 7 bp sequence 
are shown for strain ALP3 as an example.
C,D) Pairs of divergently transcribed genes straddle the breakpoints on NZE10 chromosomes 5 (C) and 13 (D). A GC content of 
about 70% was seen at the breakpoint regions (50 bp sliding window) as shown by the %GC (blue) profiles.


