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Fig. 2 Estimation of the time of divergence (with error
range shown 1n parentheses) of Z. latifolia and four other
grasses based on orthologous single-copy gene pairs, with
red dots indicating the calibration time.

In nature, many important host-microbe int

eractions are long-term,

often lasting decades or longer. Despite their importance 1n natural

ecosystems, agriculture and medicine, the study on long-term

(especially decades or longer) host-microbe interactions
the impact of long-term microbial colonization

few and

ol o

on the dynamics of

host genomes 1s not well understood. We sequenced a wild Z.

latifolia plant (accession ‘HSD2’) lackin

the U. endophyte with a

total of 83.4 Gb Illumina high-quality sequence data (130.1 Gb of

raw data), representing about 140-fold genome coverage. De novo

assembly of sequence data resulted in an

assembly containing

604.1 Mb, with a scaffold N50 length of 604.9 Kb. Genomic

analysis showed novelty of the Zizania genome, such as an
independent genome duplication and, the most 1mportant, a

scenario of loss and mutations of plant immunity genes in Jiaobai

during the long-standing Ustilago interaction

ith the host genome.
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Fig. 3 Genomic synteny between Oryza and Zizania. (a)
Syntenic blocks shared between Zizania and rice genomes
due to the most recent WGD event of the Zizania genome.
(b) Details of two examples syntenic blocks i1n rice

chromosome 1 and 7 (indicated by black boxes in Figure
3a).
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Fig. 4 Gene loss and mutations 1n Jiaobar after long-
standing Ustilago fungal infection. A schematic depicting
part of the plant-pathogen interaction pathway in KEGG.
Blue boxes indicate loss or mutation of genes belonging to
the corresponding gene families 1n both Jiaobai cultivars
(‘Zhejpiao2’ and ‘Jiayoul’), whereas red boxes indicate
gene loss or mutations 1in one cultivar.



