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For all statistical analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods section. 
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Confirmed 

 The exact sample size (n) for each experimental group/condition, given as a discrete number and unit of measurement 

 A statement on whether measurements were taken from distinct samples or whether the same sample was measured repeatedly 

The statistical test(s) used AND whether they are one- or two-sided 
Only common tests should be described solely by name; describe more complex techniques in the Methods section. 

 A description of all covariates tested 

 A description of any assumptions or corrections, such as tests of normality and adjustment for multiple comparisons 

A full description of the statistical parameters including central tendency (e.g. means) or other basic estimates (e.g. regression coefficient) 
AND variation (e.g. standard deviation) or associated estimates of uncertainty (e.g. confidence intervals) 

For null hypothesis testing, the test statistic (e.g. F, t, r) with confidence intervals, effect sizes, degrees of freedom and P value noted 
Give P values as exact values whenever suitable. 

For Bayesian analysis, information on the choice of priors and Markov chain Monte Carlo settings 

For hierarchical and complex designs, identification of the appropriate level for tests and full reporting of outcomes 

Estimates of effect sizes (e.g. Cohen's d, Pearson's r), indicating how they were calculated 

Our web collection on statistics for biologists contains articles on many of the points above. 
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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and 
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information. 
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- A description of any restrictions on data availability 
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WoLF-PSORT, cNLS mapper, and NLStradamus were used for profiling NLS containing proteins; Las X software was used for fluorescence 
microscopy; Rotor-Gene Q Software was used for quantitative RT-PCR; Promega GloMax 96 Microplate Luminometer and Varioskan LUX Plate 
Reader softwares were used to quantify luminescence; ChemiDoc MP Imaging System was used for developing gel and western blot 
membrane; PAE viewer was used for obtaining protein-protein interaction score. 

IBM SPSS Statistics 24 was used for determining the significance of the data. 
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Note that full information on the approval of the study protocol must also be provided in the manuscript. 
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Reporting for specific materials, systems and methods 
 

We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material, 
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response. 

generated and analyzed during the current study are available from the corresponding author upon request. The RNA-seq data generated in this study has been 
deposited in the NCBI Sequence Read Archive under accession code PRJNA1103247 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA1103247/]. The processed 
RNA-seq data are available at NCBI Sequence Read Archive. The RNA-seq data generated in this study are provided in the Supplementary information. The RNA-seq 
data used in this study are available in the NCBI Sequence Read Archive under accession code PRJNA1103247 [https://www.ncbi.nlm.nih.gov/bioproject/ 
PRJNA1103247/]. Source data for main figures are provided with this paper. 

2 

Use the terms sex (biological attribute) and gender (shaped by social and cultural circumstances) carefully in order to avoid 
confusing both terms. Indicate if findings apply to only one sex or gender; describe whether sex and gender were considered in 
study design; whether sex and/or gender was determined based on self-reporting or assigned and methods used. 
Provide in the source data disaggregated sex and gender data, where this information has been collected, and if consent has 
been obtained for sharing of individual-level data; provide overall numbers in this Reporting Summary. Please state if this 
information has not been collected. 
Report sex- and gender-based analyses where performed, justify reasons for lack of sex- and gender-based analysis. 

Please specify the socially constructed or socially relevant categorization variable(s) used in your manuscript and explain why 
they were used. Please note that such variables should not be used as proxies for other socially constructed/relevant variables 
(for example, race or ethnicity should not be used as a proxy for socioeconomic status). 
Provide clear definitions of the relevant terms used, how they were provided (by the participants/respondents, the 
researchers, or third parties), and the method(s) used to classify people into the different categories (e.g. self-report, census or 
administrative data, social media data, etc.) 
Please provide details about how you controlled for confounding variables in your analyses. 

Describe the covariate-relevant population characteristics of the human research participants (e.g. age, genotypic 
information, past and current diagnosis and treatment categories). If you filled out the behavioural & social sciences study 
design questions and have nothing to add here, write "See above." 

Describe how participants were recruited. Outline any potential self-selection bias or other biases that may be present and 
how these are likely to impact results. 

Identify the organization(s) that approved the study protocol. 

The sample sizes were decided following the previous studies. The proportion of nuclear localization was observed in 40 rice protoplasts and 
infected rice sheath cells for each experimental replication. To investigate the virulence of the rice blast fungus, we observed in 40 infected 
rice sheath cells and 3 drop- and spray-inoculated rice leaves for each experimental replication. 

No data were excluded. 

These experiments were repeated at least three times independently with similar results. Exact replication numbers were noted in the 
manuscript. 

Randomly selected transformed E. coli and fungal colonies and rice plant-seedling were used. Position of sample tubes in the experimental 
instrument was randomized for qRT-PCR and luciferase assay. 

Main results were observed by more than two investigators. We observed samples randomly labeled with numbers. 
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 Dual use research of concern  
Policy information about dual use research of concern 

Hazards 
Could the accidental, deliberate or reckless misuse of agents or technologies generated in the work, or the application of information presented 
in the manuscript, pose a threat to: 

 

 
Public health 

 National security 

 Crops and/or livestock 

 Ecosystems 

 Any other significant area 

 

Experiments of concern 

Does the work involve any of these experiments of concern: 
 
 

Demonstrate how to render a vaccine ineffective 

Confer resistance to therapeutically useful antibiotics or antiviral agents 

Enhance the virulence of a pathogen or render a nonpathogen virulent 

Increase transmissibility of a pathogen 

Alter the host range of a pathogen 

Enable evasion of diagnostic/detection modalities 

Enable the weaponization of a biological agent or toxin 

Any other potentially harmful combination of experiments and agents 
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anti-SUMO1/2/3 (1:1000, Abcam, Rabbit polyclonal antibody, ab139470); anti-His6 (1:1000, Invitrogen, Mouse monoclonal antibody, 
MA1-21315) 

These Antibodies were verified by Relative expression to ensure that the antibody binds to the antigen stated. This mention is 
described on the Abcam and Invitrogen websites. 
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Rice seed stocks of Nakdong was obtained from National Institute of Crop Science, Republic of Korea. OsImpα T-DNA mutant was 
obtained from Rice T-DNA insertion sequence database in Kyunghee University, Republic of Korea. 

We didn't generate any transgenic lines. 

We didn't generate any transgenic lines. 
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