Bibliography

Bibliography

155






Bibliography

Bibliography

Adarisini, V. B. P., Viji, G., & Gnanamanickam, S. S. (1999). Mating type distribution, fertility and
pathogenicity of rice isolates of Magnaporthe grisea in four rice growing regions of India. 52(1), 28—
34.

Annegowda, D. C., Krishnareddy Prasannakumar, M., Basavarajegowda Mahesh, H., Bangera Siddabasappa,
C., Devanna, P., Nagaraj Banakar, S., Basavegowda Manojkumar, H., & Rajendra Prasad, S. (2022).
Rice Blast Disease in India: Present Status and Future Challenges. In M. Huang (Ed.), Integrative
Advances in Rice Research. IntechOpen. https://doi.org/10.5772/intechopen.98847

Asuke, S., Tanaka, M., Hyon, G.-S., Inoue, Y., Vy, T. T. P., Niwamoto, D., Nakayashiki, H., & Tosa, Y. (2020).
Evolution of an Eleusine -Specific Subgroup of Pyricularia oryzae Through a Gain of an Avirulence
Gene. Molecular Plant-Microbe Interactions®, 33(2), 153-165. https://doi.org/10.1094/MPMI-03-19-
0083-R

Au, T.K., S H Chick, W., & Leung, P. C. (2000). Initial kinetics of the inactivation of calmodulin by the fungal
toxin ophiobolin A. The International Journal of Biochemistry & Cell Biology, 32(11-12), 1173-1182.
https://doi.org/10.1016/s1357-2725(00)00058-3

Audenaert, K., Vanheule, A., Hofte, M., & Haesaert, G. (2013). Deoxynivalenol: A major player in the
multifaceted response of Fusarium to its environment. Toxins, 6(1), 1-19.
https://doi.org/10.3390/toxins6010001

Austin Bourke, P. M. (1964). Emergence of Potato Blight, 1843-46. Nature, 203(4947), 805-808.
https://doi.org/10.1038/203805a0

Avelino, J., Cristancho, M., Georgiou, S., Imbach, P., Aguilar, L., Bornemann, G., Laderach, P., Anzueto, F.,
Hruska, A.J., & Morales, C. (2015). The coffee rust crises in Colombia and Central America (2008—
2013): Impacts, plausible causes and proposed solutions. Food Security, 7(2), 303-321.
https://doi.org/10.1007/s12571-015-0446-9

Aver’yanov, A. A., Lapikova, V. P., & Lebrun, M.-H. (2007). Tenuazonic acid, toxin of rice blast fungus,
induces disease resistance and reactive oxygen production in plants. Russian Journal of Plant
Physiology, 54(6), 749-754. https://doi.org/10.1134/S1021443707060052

Bao, J., Chen, M., Zhong, Z., Tang, W., Lin, L., Zhang, X, Jiang, H., Zhang, D., Miao, C., Tang, H., Zhang, J .,
Lu, G., Ming, R., Norvienyeku, J., Wang, B., & Wang, Z. (2017). PacBio Sequencing Reveals
Transposable Elements as a Key Contributor to Genomic Plasticity and Virulence Variation in
Magnaporthe oryzae. Molecular Plant, 10(11), 1465-1468. https://doi.org/10.1016/j.molp.2017.08.008

Biatas, A., Zess, E. K., De La Concepcion, J. C., Franceschetti, M., Pennington, H. G., Yoshida, K., Upson, J.
L., Chanclud, E., Wu, C. H., Langner, T., Magbool, A., Varden, F. A., Derevnina, L., Belhaj, K.,
Fujisaki, K., Saitoh, H., Terauchi, R., Banfield, M. J., & Kamoun, S. (2018). Lessons in effector and
NLR biology of plant-microbe systems. Molecular Plant-Microbe Interactions, 31(1),34-45.
https://doi.org/10.1094/MPMI-08-17-0196-FI

Blin, K., Shaw, S., Kloosterman, A. M., Charlop-Powers, Z., Van Wezel, G. P., Medema, M. H., & Weber, T.
(2021). antiSMASH 6.0: Improving cluster detection and comparison capabilities. Nucleic Acids
Research,49(W1), W29—-W35. https://doi.org/10.1093/nar/gkab335

Blin, K., Shaw, S., Steinke, K., Villebro, R., Ziemert, N., Lee, S. Y., Medema, M. H., & Weber, T. (2019).
antiSMASH 5.0: Updates to the secondary metabolite genome mining pipeline. Nucleic Acids
Research,47(W1), W81-W87. https://doi.org/10.1093/nar/gkz310

Bohnert, H. U., Fudal, 1., Dioh, W, Tharreau, D., Notteghem, J. L., & Lebrun, M. H. (2004). A putative
polyketide synthase/peptide synthetase from Magnaporthe grisea signals pathogen attack to resistant
rice. Plant Cell, 16(9), 2499-2513. https://doi.org/10.1105/tpc.104.022715

Bok,J. W., & Keller, N. P. (2004). LacA, a Regulator of Secondary Metabolism in Aspergillus spp. Eukaryotic
Cell, 3(2), 527-535. https://doi.org/10.1128/EC.3.2.527-535.2004

Bolger, A. M., Lohse, M., & Usadel, B. (2014). Trimmomatic: A flexible trimmer for Illumina sequence data.
Bioinformatics (Oxford, England), 30(15), 2114-2120. https://doi.org/10.1093/bioinformatics/btul 70

Brown,D. W., Lee, S.-H., Kim, L.-H., Ryu, J.-G., Lee, S., Seo, Y., Kim, Y. H., Busman, M., Yun, S.-H.,
Proctor, R. H., & Lee, T. (2015). Identification of a 12-Gene Fusaric Acid Biosynthetic Gene Cluster in
Fusarium Species Through Comparative and Functional Genomics. Molecular Plant-Microbe
Interactions®, 28(3), 319-332. https://doi.org/10.1094/MPMI-09-14-0264-R

Capella-Gutiérrez, S., Silla-Martinez, J. M., & Gabaldén, T. (2009a). trimAl: A tool for automated alignment
trimming in large-scale phylogenetic analyses. Bioinformatics, 25(15), 1972—-1973.
https://doi.org/10.1093/bioinformatics/btp348

157



Bibliography

Capella-Gutiérrez, S., Silla-Martinez, J. M., & Gabaldén, T. (2009b). trimAl: A tool for automated alignment
trimming in large-scale phylogenetic analyses. BIOINFORMATICS APPLICATIONS NOTE, 25(15),
1972-1973. https://doi.org/10.1093/bioinformatics/btp348

Cesari, S., Thilliez, G., Ribot, C., Chalvon, V., Michel, C., Jauneau, A., Rivas, S., Alaux, L., Kanzaki, H.,
Okuyama, Y., Morel, J. B., Fournier, E., Tharreau, D., Terauchi, R., & Kroj, T. (2013). The rice
resistance protein pair RGA4/RGAS5 recognizes the Magnaporthe oryzae effectors AVR-Pia and
AVR1-CO39 by direct binding. Plant Cell, 25(4), 1463—-1481. https://doi.org/10.1105/tpc.112.107201

Chen, S., & Qiang, S. (2017). Recent advances in tenuazonic acid as a potential herbicide. Pesticide
Biochemistry and Physiology, 143,252-257. https://doi.org/10.1016/j.pestbp.2017.01.003

Chen, S., Songkumarn, P., Venu, R. C., Gowda, M., Bellizzi, M., Hu, J., Liu, W., Ebbole, D., Meyers, B.,
Mitchell, T., & Wang, G.-L. (2013). Identification and Characterization of In planta—Expressed
Secreted Effector Proteins from Magnaporthe oryzae That Induce Cell Death in Rice. Molecular Plant-
Microbe Interactions®, 26(2), 191-202. https://doi.org/10.1094/MPMI-05-12-0117-R

Chernomor, O., Von Haeseler, A., & Minh, B. Q. (2016). Terrace Aware Data Structure for Phylogenomic
Inference from Supermatrices. Systematic Biology, 65(6),997-1008.
https://doi.org/10.1093/SYSBIO/SYW037

Chiapello, H., Mallet, L., Guérin, C., Aguileta, G., Amselem, J., Kroj, T., Ortega-Abboud, E., Lebrun, M.-H.,
Henrissat, B., Gendrault, A., Rodolphe, F., Tharreau, D., & Fournier, E. (2015). Deciphering Genome
Content and Evolutionary Relationships of Isolates from the Fungus Magnaporthe oryzae Attacking
Different Host Plants. Genome Biology and Evolution, 7(10), 2896-2912.
https://doi.org/10.1093/gbe/evv187

Chisholm, S. T., Coaker, G., Day, B., & Staskawicz, B. J. (2006). Host-Microbe Interactions: Shaping the
Evolution of the Plant Immune Response. Cell, 124(4), 803-814.
https://doi.org/10.1016/j.cell.2006.02.008

Chuma, I., Isobe, C., Hotta, Y., Ibaragi, K., Futamata, N., Kusaba, M., Yoshida, K., Terauchi, R., Fujita, Y.,
Nakayashiki, H., Valent, B., & Tosa, Y. (2011). Multiple translocation of the AVR-Pita effector gene
among chromosomes of the rice blast fungus Magnaporthe oryzae and related species. PLoS
Pathogens, 7(7),e1002147. https://doi.org/10.1371/journal .ppat.1002147

Chumley, F. G., & Valent, B. (1990). Genetic Analysis of Melanin-Deficient, Nonpathogenic Mutants of
Magnaporthe grisea. Molecular Plant-Microbe Interactions, 3(3), 135. https://doi.org/10.1094/MPMI-
3-135

Collemare, J., Billard, A., Bohnert, H. U., & Lebrun, M.-H. (2008). Biosynthesis of secondary metabolites in the
rice blast fungus Magnaporthe grisea: The role of hybrid PKS-NRPS in pathogenicity. Mycological
Research, 112(2),207-215. https://doi.org/10.1016/j.mycres.2007.08.003

Collemare, J., O’Connell, R., & Lebrun, M. H. (2019). Nonproteinaceous effectors: The terra incognita of plant—
fungal interactions. New Phytologist, 223(2), 590-596. https://doi.org/10.1111/nph.15785

Collemare, J., Pianfetti, M., Houlle, A .-E., Morin, D., Camborde, L., Gagey, M.-J., Barbisan, C., Fudal, I.,
Lebrun, M.-H., & Bohnert, H. U. (2008). Magnaporthe grisea avirulence gene ACEI belongs to an
infection-specific gene cluster involved in secondary metabolism. New Phytologist, 179(1), 196-208.
https://doi.org/10.1111/j.1469-8137.2008.02459 x

Collemare, J., & Seidl, M. F. (2019). Chromatin-dependent regulation of secondary metabolite biosynthesis in
fungi: Is the picture complete? FEMS Microbiology Reviews. https://doi.org/10.1093/femsre/fuz018

Cosgrove, D.J. (2001). Wall structure and wall loosening. A look backwards and forwards. Plant Physiology,
125(1), 131-134. https://doi.org/10.1104/pp.125.1.131

Couch, B. C. (2005). Origins of Host-Specific Populations of the Blast Pathogen Magnaporthe oryzae in Crop
Domestication With Subsequent Expansion of Pandemic Clones on Rice and Weeds of Rice. Genetics,
170(2), 613-630. https://doi.org/10.1534/genetics.105.041780

Couch, B. C., & Kohn, L. M. (2002). A multilocus gene genealogy concordant with host preference indicates
segregation of a new species, Magnaporthe oryzae , from M. grisea. Mycologia, 94(4), 683—693.
https://doi.org/10.1080/15572536.2003.11833196

Crouch, J. A., & Tomaso-Peterson, M. (2012). Anthracnose disease of centipedegrass turf caused by
Colletotrichum eremochloae, a new fungal species closely related to Colletotrichum sublineola.
Mycologia, 104(5), 1085-1096. https://doi.org/10.3852/11-317

Dallery, J.-F., Lapalu, N., Zampounis, A., Pigné, S., Luyten, I., Amselem, J., Wittenberg, A. H.J., Zhou, S., de
Queiroz, M. V., Robin, G. P., Auger, A., Hainaut, M., Henrissat, B., Kim, K.-T., Lee, Y.-H., Lespinet,
0., Schwartz, D. C., Thon, M. R., & O’Connell, R. J. (2017). Gapless genome assembly of
Colletotrichum higginsianum reveals chromosome structure and association of transposable elements
with secondary metabolite gene clusters. BMC Genomics, 18(1), 667. https://doi.org/10.1186/s12864-
017-4083-x

158



Bibliography

De Guillen, K., Ortiz-Vallejo, D., Gracy, J., Fournier, E., Kroj, T., & Padilla, A. (2015). Structure Analysis
Uncovers a Highly Diverse but Structurally Conserved Effector Family in Phytopathogenic Fungi.
PLOS Pathogens, 11(10),e1005228. https://doi.org/10.1371/journal.ppat.1005228

De Jong,J. C., McCormack, B. J., Smirnoff, N., & Talbot, N. J. (1997). Glycerol generates turgor in rice blast.
Nature, 389(6648), 244-244 . https://doi.org/10.1038/38418

Dean, R. a, Talbot, N. J., Ebbole, D. J., Farman, M. L., Mitchell, T. K., Orbach, M. J., Thon, M., Kulkarni, R.,
Xu,J.-R.,Pan, H.,Read, N. D, Lee, Y.-H., Carbone, 1., Brown, D., Oh, Y. Y., Donofrio, N., Jeong, J.
S., Soanes, D. M., Djonovic, S., ... Birren, B. W. (2005). The genome sequence of the rice blast fungus
Magnaporthe grisea. Nature, 434(7036), 980-986. https://doi.org/10.1038/nature03449

Dean, R., Van Kan, J. A. L., Pretorius, Z. A., Hammond-Kosack, K. E., Di Pietro, A., Spanu, P. D.,Rudd, J.J.,
Dickman, M., Kahmann, R., Ellis, J., & Foster, G. D. (2012). The Top 10 fungal pathogens in
molecular plant pathology. Molecular Plant Pathology, 13(4),414-430. https://doi.org/10.1111/j.1364-
3703.2011.00783 .x

Deng, Y., Zhai, K., Xie,Z., Yang, D., Zhu, X., Liu, J., Wang, X., Qin, P., Yang, Y., Zhang, G., Li, Q., Zhang,
J., Wu, S., Milazzo, J., Mao, B., Wang, E., Xie, H., Tharreau, D., & He, Z. (2017). Epigenetic
regulation of antagonistic receptors confers rice blast resistance with yield balance. Science, 355(6328),
962-965. https://doi.org/10.1126/science.aai8898

Ditengou, F. A., Miiller, A., Rosenkranz, M., Felten, J., Lasok, H., van Doorn, M. M., Legué, V., Palme, K.,
Schnitzler, J.-P., & Polle, A. (2015). Volatile signalling by sesquiterpenes from ectomycorrhizal fungi
reprogrammes root architecture. Nature Communications, 6, 6279.
https://doi.org/10.1038/ncomms7279

Dobinson, K. F., Harris, R. E., & Hamer, J. E. (1993). Grasshopper, a long terminal repeat (LTR) retroelement
in the phytopathogenic fungus Magnaporthe grisea. Molecular Plant-Microbe Interactions: MPMI,
6(1), 114-126. https://doi.org/10.1094/mpmi-6-114

Domazakis, E., Lin, X., Aguilera-Galvez, C., Wouters, D., Bijsterbosch, G., Wolters, P. J., & Vleeshouwers, V.
G. A. A. (2017). Effectoromics-Based Identification of Cell Surface Receptors in Potato. In L. Shan &
P. He (Eds.), Plant Pattern Recognition Receptors (Vol. 1578, pp. 337-353). Springer New York.
https://doi.org/10.1007/978-1-4939-6859-6_29

Dong, Y., Li, Y., Zhao, M., Jing, M., Liu, X., Liu, M., Guo, X., Zhang, X., Chen, Y., Liu, Y. Y., Liu, Y. Y., Ye,
W.,Zhang, H., Wang, Y., Zheng, X., Wang, P., & Zhang, Z. (2015). Global Genome and
Transcriptome Analyses of Magnaporthe oryzae Epidemic Isolate 98-06 Uncover Novel Effectors and
Pathogenicity-Related Genes, Revealing Gene Gain and Lose Dynamics in Genome Evolution. PLoS
Pathogens, 11(4), 1-30. https://doi.org/10.1371/journal .ppat.1004801

Durairaj, P., Hur, J.-S., & Yun, H. (2016). Versatile biocatalysis of fungal cytochrome P450 monooxygenases.
Microbial Cell Factories, 15(1), 125. https://doi.org/10.1186/s12934-016-0523-6

Ebbole, D.J. (2007). Magnaporthe as a model for understanding host-pathogen interactions. Annual Review of
Phytopathology, 45, 437-456. https://doi.org/10.1146/annurev.phyto.45.062806.094346

Egan, M. J., Wang, Z.-Y ., Jones, M. A., Smirnoff, N., & Talbot, N. J. (2007). Generation of reactive oxygen
species by fungal NADPH oxidases is required for rice blast disease. Proceedings of the National
Academy of Sciences, 104(28), 11772—11777. https://doi.org/10.1073/pnas.0700574104

Ekwamu, A. (1991). Influence of head blast infection on seed germination and yield components of finger millet
(Eleusine coracana L. Gaertn). Tropical Pest Management, 37(2), 122—123.
https://doi.org/10.1080/09670879109371556

Emms, D. M., & Kelly, S. (2015). OrthoFinder: Solving fundamental biases in whole genome comparisons
dramatically improves orthogroup inference accuracy. Genome Biology, 16(1), 157.
https://doi.org/10.1186/s13059-015-0721-2

Emms, D. M., & Kelly, S. (2019). OrthoFinder: Phylogenetic orthology inference for comparative genomics.
Genome Biology, 20(1), 238. https://doi.org/10.1186/s13059-019-1832-y

Farman, M. L., & Kim, Y. S. (2005). Telomere hypervariability in Magnaporthe oryzae. Molecular Plant
Pathology, 6(3),287-298. https://doi.org/10.1111/J.1364-3703.2005.00285.X

Farman, M. L., Tosa, Y., Nitta, N., & Leong, S. A. (1996). MAGGY, a retrotransposon in the genome of the rice
blast fungus Magnaporthe grisea. Molecular & General Genetics: MGG, 251(6), 665-674.
https://doi.org/10.1007/BF02174115

Fernandes, M., Keller, N. P., & Adams, T. H. (1998). Sequence-specific binding by Aspergillus nidulans AfIR,
a C 4 zinc cluster protein regulating mycotoxin biosynthesis. Molecular Microbiology, 28(6), 1355—
1365. https://doi.org/10.1046/j.1365-2958.1998.00907 x

Fernandez, J., & Orth, K. (2018). Rise of a Cereal Killer: The Biology of Magnaporthe oryzae Biotrophic
Growth. Trends in Microbiology, 26(7), 582-597. https://doi.org/10.1016/j.tim.2017.12.007

159



Bibliography

Fisher, M. C., Henk, D. A, Briggs, C. J., Brownstein, J. S., Madoff, L. C., McCraw, S. L., & Gurr, S.J. (2012).
Emerging fungal threats to animal, plant and ecosystem health. Nature, 484(7393), 186-194.
https://doi.org/10.1038/nature 10947

Franceschetti, M., Magbool, A., Jiménez-Dalmaroni, M. J., Pennington, H. G., Kamoun, S., & Banfield, M. J.
(2017). Effectors of Filamentous Plant Pathogens: Commonalities amid Diversity. Microbiology and
Molecular Biology Reviews : MMBR, 81(2). https://doi.org/10.1128/MMBR .00066-16

Frantzeskakis, L., Di Pietro, A., Rep, M., Schirawski, J., Wu, C., & Panstruga, R. (2020). Rapid evolution in
plant—microbe interactions — a molecular genomics perspective. New Phytologist, 225(3), 1134—1142.
https://doi.org/10.1111/nph.15966

Fudal, I., Collemare, J., Bohnert, H. U., Melayah, D., & Lebrun, M.-H. (2007). Expression of Magnaporthe
grisea Avirulence Gene ACE1 Is Connected to the Initiation of Appressorium-Mediated Penetration.
Eukaryotic Cell, 6(3), 546-554. https://doi.org/10.1128/EC.00330-05

Gardiner, D. M., Jarvis, R. S., & Howlett, B. J. (2005). The ABC transporter gene in the sirodesmin biosynthetic
gene cluster of Leptosphaeria maculans is not essential for sirodesmin production but facilitates self-
protection. Fungal Genetics and Biology: FG & B, 42(3),257-263.
https://doi.org/10.1016/j.fgb.2004.12.001

Gel, B., & Serra, E. (2017). karyoploteR: an R/Bioconductor package to plot customizable genomes displaying
arbitrary data. Bioinformatics, 33(19), 3088-3090.
https://doi.org/10.1093/BIOINFORMATICS/BTX346

Gilchrist, C. L. M., & Chooi, Y. H. (2021). clinker & clustermap.js: Automatic generation of gene cluster
comparison figures. Bioinformatics, 37(16), 2473-2475.
https://doi.org/10.1093/BIOINFORMATICS/BTABO07

Giraldo, M. C., & Valent, B. (2013). Filamentous plant pathogen effectors in action. Nature Reviews
Microbiology, 11(11), 800-814. https://doi.org/10.1038/nrmicro3119

Giraud, T., Gladieux, P., & Gavrilets, S. (2010). Linking the emergence of fungal plant diseases with ecological
speciation. Trends in Ecology & Evolution, 25(7), 387-395.
https://doi.org/10.1016/J. TREE.2010.03.006

Gladieux, P., Condon, B., Ravel, S., Soanes, D., Maciel, J. L. N., Nhani, A., Chen, L., Terauchi, R., Lebrun, M.,
Tharreau, D., Mitchell, T., Pedley, K. F., Valent, B., Talbot, N. J., Farman, M., & Fournier, E. (2018).
Gene Flow between Divergent Cereal- and Grass-Specific Lineages of the Rice Blast Fungus
Magnaporthe oryzae. mBio, 9(1), 1-19. https://doi.org/10.1128/mBi0.01219-17

Gladieux, P., Ravel, S., Rieux, A., Cros-Arteil, S., Adreit, H., Milazzo, J., Thierry, M., Fournier, E., Terauchi,
R., & Tharreau, D. (2018). Coexistence of Multiple Endemic and Pandemic Lineages of the Rice Blast
Pathogen. mBio, 9(2). https://doi.org/10.1128/mBi0.01806-17

Gladieux, P., Ropars, J., Badouin, H., Branca, A., Aguileta, G., De Vienne, D. M., Rodriguez De La Vega, R.
C., Branco, S., & Giraud, T. (2014). Fungal evolutionary genomics provides insight into the
mechanisms of adaptive divergence in eukaryotes. Molecular Ecology, 23(4), 753-773.
https://doi.org/10.1111/mec.12631

Gohre, V., & Robatzek, S. (2008). Breaking the Barriers: Microbial Effector Molecules Subvert Plant Immunity.
Annual Review of Phytopathology, 46(1), 189-215.
https://doi.org/10.1146/annurev.phyto.46.120407.110050

Gomez Luciano, L. B., Tsai, I. J., Chuma, I., Tosa, Y.,Chen, Y.H.,Li,J. Y., Li, M. Y., Lu,M. Y. J.,
Nakayashiki, H., & Li, W. H. (2019). Blast Fungal Genomes Show Frequent Chromosomal Changes,
Gene Gains and Losses, and Effector Gene Turnover. Molecular Biology and Evolution, 36(6), 1148—
1161. https://doi.org/10.1093/molbev/msz045

Gowda, M., Shirke, M. D., Mahesh, H. B., Chandarana, P., Rajamani, A., & Chattoo, B. B. (2015). Genome
analysis of rice-blast fungus Magnaporthe oryzae field isolates from southern India. Genomics Data, 5,
284-291. https://doi.org/10.1016/j.gdata.2015.06.018

Grigoriev, I. V., Nikitin, R., Haridas, S., Kuo, A., Ohm, R., Otillar, R., Riley, R., Salamov, A., Zhao, X.,
Korzeniewski, F., Smirnova, T., Nordberg, H., Dubchak, I., & Shabalov, I. (2014). MycoCosm portal:
Gearing up for 1000 fungal genomes. Nucleic Acids Research,42(D1), D699-D704.
https://doi.org/10.1093/NAR/GKT1183

Guindon, S., Dufayard, J. F., Lefort, V., Anisimova, M., Hordijk, W., & Gascuel, O. (2010). New Algorithms
and Methods to Estimate Maximum-Likelihood Phylogenies: Assessing the Performance of PhyML
3.0. Systematic Biology, 59(3), 307-321. https://doi.org/10.1093/SYSBIO/SYQO010

Hamer, J., & Talbot, N. (1998). Infection-related development in the rice blast fungus Magnaporthe grisea.
Current Opinion in Microbiology, 1(6), 693—-697. http://dx.doi.org/10.1016/S1369-5274(98)80117-3

Han,J., Wang, X., Wang, F., Zhao, Z., Li, G., Zhu, X., Su, J., & Chen, L. (2021). The Fungal Effector Avr-Pita
Suppresses Innate Immunity by Increasing COX Activity in Rice Mitochondria. Rice, 14(1), 12.
https://doi.org/10.1186/512284-021-00453-4

160



Bibliography

Hancock, J. M., & Bishop, M. J. (2004). HMMer. In Dictionary of Bioinformatics and Computational Biology
(Issue June). John Wiley & Sons, Ltd. https://doi.org/10.1002/9780471650126.dob0323 .pub2

Harris, L. J., Balcerzak, M., Johnston, A., Schneiderman, D., & Ouellet, T. (2016). Host-preferential Fusarium
graminearum gene expression during infection of wheat, barley, and maize. Fungal Biology, 120(1),
111-123. https://doi.org/10.1016/j.funbio.2015.10.010

Hoang, D. T., Chernomor, O., Von Haeseler, A., Minh, B. Q., & Vinh, L. S. (2018). UFBoot2: Improving the
Ultrafast Bootstrap Approximation. Molecular Biology and Evolution, 35(2), 518-522.
https://doi.org/10.1093/MOLBEV/MSX281

Hu, Z.-J.,Huang, Y.-Y., Lin, X.-Y., Feng, H., Zhou, S.-X., Xie, Y., Liu, X.-X., Liu, C., Zhao, R.-M., Zhao, W .-
S.,Feng,C.-H.,Pu, M., Ji, Y.-P., Hu, X.-H., Li, G.-B., Zhao, J .-H., Zhao, Z.-X., Wang, H., Zhang, J .-
W., ... Wang, W.-M. (2022). Loss and Natural Variations of Blast Fungal Avirulence Genes
Breakdown Rice Resistance Genes in the Sichuan Basin of China. Frontiers in Plant Science, 13,
788876. https://doi.org/10.3389/fpls.2022.788876

Huang, P., Cao, H.,Li, Y., Zhu, S., Wang, J., Wang, Q., Liu, X., Lin, F. C., & Lu, J. (2022). Melanin Promotes
Spore Production in the Rice Blast Fungus Magnaporthe oryzae. Frontiers in Microbiology, 13,
843838. https://doi.org/10.3389/FMICB.2022.843838/FULL

Igarashi, S., Utiamada, C., Igarashi, L., Kazuma, A., & Lopes, R. (1986). Occurrence of Pyrcularia sp. In wheat
(Triticum aestivum L.) in the state of Parand, Brazil. Fitopatologia Brasileira, 11,351-352.

Inoue, Y., Vy, T. T. P, Yoshida, K., Asano, H., Mitsuoka, C., Asuke, S., Anh, V. L., Cumagun, C.J.R.,
Chuma, I., Terauchi, R., Kato, K., Mitchell, T., Valent, B., Farman, M., & Tosa, Y. (2017). Evolution
of the wheat blast fungus through functional losses in a host specificity determinant. Science (New
York, N.Y.), 357(6346), 80-83. https://doi.org/10.1126/science.aam9654

Islam, M. T, Croll, D., Gladieux, P., Soanes, D. M., Persoons, A., Bhattacharjee, P., Hossain, Md. S., Gupta, D.
R.,Rahman, Md. M., Mahboob, M. G., Cook, N., Salam, M. U., Surovy, M. Z., Sancho, V. B., Maciel,
J. L. N., NhaniJunior, A., Castroagudin, V. L., Reges, J. T. D. A., Ceresini, P. C., ... Kamoun, S.
(2016). Emergence of wheat blast in Bangladesh was caused by a South American lineage of
Magnaporthe oryzae. BMC Biology, 14(1), 84. https://doi.org/10.1186/s12915-016-0309-7

Izumi, Y., Ohtani, K., Miyamoto, Y., Masunaka, A., Fukumoto, T., Gomi, K., Tada, Y., Ichimura, K., Peever, T.
L., & Akimitsu, K. (2012). A Polyketide Synthase Gene, ACRTS?2 , Is Responsible for Biosynthesis of
Host-Selective ACR-Toxin in the Rough Lemon Pathotype of Alternaria alternata. Molecular Plant-
Microbe Interactions®, 25(11), 1419-1429. https://doi.org/10.1094/MPMI-06-12-0155-R

Jacob, S., Grotsch, T., Foster, A. J., Schiiffler, A., Rieger, P. H., Sandjo, L. P., Liermann, J. C., Opatz, T., &
Thines, E. (2017). Unravelling the biosynthesis of pyriculol in the rice blast fungus magnaporthe
oryzae. Microbiology (United Kingdom), 163(4), 541-553. https://doi.org/10.1099/mic.0.000396

Jeon,J.,Lee, G. W, Kim, K. T., Park, S. Y., Kim, S., Kwon, S., Huh, A., Chung, H., Lee,D. Y.,Kim,C. Y., &
Lee, Y. H. (2020). Transcriptome profiling of the rice blast fungus magnaporthe oryzae and its host
oryza sativa during infection. Molecular Plant-Microbe Interactions, 33(2), 141-144.
https://doi.org/10.1094/MPMI-07-19-0207-A

Jia, Y., McAdams, S. A., Bryan, G. T., Hershey, H. P., & Valent, B. (2000). Direct interaction of resistance gene
and avirulence gene products confers rice blast resistance. The EMBO Journal, 19(15),4004—4014.
https://doi.org/10.1093/emboj/19.15.4004

Jones, J. D. G., & Dangl, J. L. (2006). The plant immune system. 444(November), 323-329.
https://doi.org/10.1038/nature05286

Jonge, R. de, Bolton, M., Kombrink, A., Berg, G. V. D. van den, Yadeta, K. A., & Thomma, B. (2013).
Extensive chromosomal reshuffling drives evolution of virulence in an asexual pathogen. Genome
Research. https://doi.org/10.1101/GR.152660.112

Kachroo, P., Leong, S. A., & Chattoo, B. B. (1994). Pot2, an inverted repeat transposon from the rice blast
fungus Magnaporthe grisea. MGG Molecular & General Genetics, 245(3), 339-348.
https://doi.org/10.1007/BF002901 14

Kachroo, P., Leong, S. A., & Chattoo, B. B. (1995). Mg-SINE: A short interspersed nuclear element from the
rice blast fungus, Magnaporthe grisea. Proceedings of the National Academy of Sciences of the United
States of America, 92(24), 11125-11129. https://doi.org/10.1073/pnas.92.24.11125

Kall, L., Krogh, A., & Sonnhammer, E. L. L. (2004). A Combined Transmembrane Topology and Signal
Peptide Prediction Method. Journal of Molecular Biology, 338(5), 1027-1036.
https://doi.org/10.1016/j.jmb.2004.03.016

Kalyaanamoorthy, S., Minh, B. Q., Wong, T. K. F., Von Haeseler, A., & Jermiin, L. S. (2017). ModelFinder:
Fast model selection for accurate phylogenetic estimates. Nature Methods 2017 14:6, 14(6), 587-589.
https://doi.org/10.1038/nmeth.4285

161



Bibliography

Kanamori, M., Kato, H., Yasuda, N., Koizumi, S., Peever, T. L., Kamakura, T., Teraoka, T., & Arie, T. (2007).
Novel mating type-dependent transcripts at the mating type locus in Magnaporthe oryzae. Gene,
403(1-2), 6-17. https://doi.org/10.1016/j.gene.2007.06.015

Kang, S. (2001). Organization and distribution pattern of MGLR-3, a novel retrotransposon in the rice blast
fungus Magnaporthe grisea. Fungal Genetics and Biology: FG & B, 32(1), 11-19.
https://doi.org/10.1006/fgbi.2000.1246

Kang Seogchan, Sweigard, J. A., & Valent, B. (1995). The PWL host specificity gene family in the blast fungus
Magnaporthe grisea. Molecular Plant-Microbe Interactions, 8(6), 939-948.
https://doi.org/10.1094/mpmi-8-0939

Kankanala, P., Czymmek, K., & Valent, B. (2007). Roles for Rice Membrane Dynamics and Plasmodesmata
during Biotrophic Invasion by the Blast Fungus. The Plant Cell Online, 19(2), 706-724.
https://doi.org/10.1105/tpc.106.046300

Kanzaki, H., Yoshida, K., Saitoh, H., Fujisaki, K., Hirabuchi, A., Alaux, L., & Fournier, E. (2012). Arms race
co-evolution of Magnaporthe oryzae AVR-Pik and rice Pik genes driven by their physical interactions.
894-907. https://doi.org/10.1111/j.1365-313X.2012.05110.x

Katoh, K., Misawa, K., Kuma, K. I., & Miyata, T. (2002). MAFFT: a novel method for rapid multiple sequence
alignment based on fast Fourier transform. Nucleic Acids Research, 30(14), 3059-3066.
https://doi.org/10.1093/NAR/GKF436

Kautsar, S. A., Blin, K., Shaw, S., Navarro-Muiioz, J. C., Terlouw, B. R., van der Hooft, J. J. J., van Santen, J.
A., Tracanna, V., Suarez Duran, H. G., Pascal Andreu, V., Selem-Mojica, N., Alanjary, M., Robinson,
S.L.,Lund, G., Epstein, S. C., Sisto, A. C., Charkoudian, L. K., Collemare, J., Linington, R. G, ...
Medema, M. H. (2019). MIBiG 2.0: A repository for biosynthetic gene clusters of known function.
Nucleic Acids Research. https://doi.org/10.1093/nar/gkz882

Keller, N. P. (2019). Fungal secondary metabolism: Regulation, function and drug discovery. Nature Reviews
Microbiology, 17(3), 167-180. https://doi.org/10.1038/s41579-018-0121-1

Keller, N. P., & Hohn, T. M. (1997). Metabolic Pathway Gene Clusters in Filamentous Fungi. Fungal Genetics
and Biology, 21(1), 17-29. https://doi.org/10.1006/fgbi.1997.0970

Keller, N. P., Turner, G., & Bennett, J. W. (2005). Fungal secondary metabolism—From biochemistry to
genomics. Nature Reviews Microbiology, 3(12), 937-947. https://doi.org/10.1038/nrmicro1286

Khang, C. H., Berruyer, R., Giraldo, M. C., Kankanala, P., Park, S.-Y., Czymmek, K., Kang, S., & Valent, B.
(2010). Translocation of Magnaporthe oryzae Effectors into Rice Cells and Their Subsequent Cell-to-
Cell Movement. The Plant Cell, 22(4), 1388—1403. https://doi.org/10.1105/tpc.109.069666

Khang, C. H., Park, S.-Y., Lee, Y.-H., Valent, B., & Kang, S. (2008). Genome Organization and Evolution of
the AVR-Pita Avirulence Gene Family in the Magnaporthe grisea Species Complex. Molecular Plant-
Microbe Interactions®, 21(5), 658—670. https://doi.org/10.1094/MPMI-21-5-0658

Kihoro, J., Bosco, N. J., & Murage, H. (2013). Suitability analysis for rice growing sites using a multicriteria
evaluation and GIS approach in great Mwea region, Kenya. SpringerPlus, 2(1), 265.
https://doi.org/10.1186/2193-1801-2-265

Kito, H., Takahashi, Y., Sato, J., Fukiya, S., Sone, T., & Tomita, F. (2003). Occan, a novel transposon in the
Fotl family, is ubiquitously found in several Magnaporthe grisea isolates. Current Genetics, 42(6),
322-331. https://doi.org/10.1007/s00294-002-0365-0

Kjerbglling, 1., Vesth, T., Frisvad, J. C., Nybo, J. L., Theobald, S., Kildgaard, S., Petersen, T. I., Kuo, A., Sato,
A.,Lyhne, E. K., Kogle, M. E., Wiebenga, A., Kun, R. S., Lubbers, R. J. M., Mikeld, M. R., Barry, K.,
Chovatia, M., Clum, A., Daum, C., ... Andersen, M. R. (2020). A comparative genomics study of 23
Aspergillus species from section Flavi. Nature Communications, 11(1), 1-12.
https://doi.org/10.1038/s41467-019-14051-y

Krzywinski, M., Schein, J., Birol, I., Connors, J., Gascoyne, R., Horsman, D., Jones, S. J., & Marra, M. A.
(2009). Circos: An information aesthetic for comparative genomics. Genome Research, 19(9), 1639—
1645. https://doi.org/10.1101/gr.092759.109

Kuhnert, E., & Collemare, J. (2022). A genomic journey in the secondary metabolite diversity of fungal plant
and insect pathogens: From functional to population genomics. Current Opinion in Microbiology, 69,
102178. https://doi.org/10.1016/J. MIB.2022.102178

Kumar, S., Stecher, G., Li, M., Knyaz, C., & Tamura, K. (2018). MEGA X: Molecular evolutionary genetics
analysis across computing platforms. Molecular Biology and Evolution, 35(6), 1547—-1549.
https://doi.org/10.1093/molbev/msy096

Kurtz, S., Phillippy, A., Delcher, A. L., Smoot, M., Shumway, M., Antonescu, C., & Salzberg, S. L. (2004).
Open Access Versatile and open software for comparing large genomes. 5(2), 12.

Kwon, C., Bednarek, P., & Schulze-Lefert, P. (2008). Secretory pathways in plant immune responses. Plant
Physiology, 147(4), 1575-1583. https://doi.org/10.1104/pp.108.121566

162



Bibliography

Lanfear, R., Calcott, B., Kainer, D., Mayer, C., & Stamatakis, A. (2014). Selecting optimal partitioning schemes
for phylogenomic datasets. BMC Evolutionary Biology, 14(1), 1-14. https://doi.org/10.1186/1471-
2148-14-82

Langner, T., Biatas, A., & Kamoun, S. (2018). The blast fungus decoded: Genomes in flux. mBio, 9(2), 1-4.
https://doi.org/10.1128/mBi0.00571-18

Langner, T., Harant, A., Gomez-Luciano, L. B., Shrestha, R. K., Malmgren, A., Latorre, S. M., Burbano, H. A.,
Win, J., & Kamoun, S. (2021). Genomic rearrangements generate hypervariable mini-chromosomes in
host-specific isolates of the blast fungus. In PLoS Genetics (Vol. 17, Issue 2).
https://doi.org/10.1371/JOURNAL.PGEN.1009386

Latorre, S. M., Reyes-Avila, C. S., Malmgren, A., Win, J., Kamoun, S., & Burbano, H. A. (2020). Differential
loss of effector genes in three recently expanded pandemic clonal lineages of the rice blast fungus.
BMC Biology, 18(1), 88. https://doi.org/10.1186/s12915-020-00818-z

Letunic, I., & Bork, P. (2021). Interactive Tree Of Life (iTOL) v5: An online tool for phylogenetic tree display
and annotation. Nucleic Acids Research,49(W1), W293-W296.
https://doi.org/10.1093/NAR/GKAB301

Li, H., & Durbin, R. (2009). Fast and accurate short read alignment with Burrows-Wheeler transform.
Bioinformatics (Oxford, England), 25(14), 1754—1760. https://doi.org/10.1093/bioinformatics/btp324

Li, H., Handsaker, B., Wysoker, A., Fennell, T., Ruan, J., Homer, N., Marth, G., Abecasis, G., & Durbin, R.
(2009). The Sequence Alignment/Map format and SAMtools. Bioinformatics, 25(16), 2078-2079.
https://doi.org/10.1093/bioinformatics/btp352

Li,J.,Lu,L.,Li, C.-Y., Wang, Q., & Shi, Z.-F. (2022). Insertion of transposable elements in AVR-Pib of
Magnaporthe oryzae [Preprint]. In Review. https://doi.org/10.21203/rs.3.rs-1440283/v1

Li, W.,Wang, B., Wu,J., Lu, G.,Hu, Y., Zhang, X., Zhang, Z., Zhao, Q., Feng, Q., Zhang, H., Wang, Z., Wang,
G.,Han, B., Wang, Z., & Zhou, B. (2009). The Magnaporthe oryzae avirulence gene AvrPiz-t encodes
a predicted secreted protein that triggers the immunity in rice mediated by the blast resistance gene Piz-
t. Molecular Plant-Microbe Interactions : MPMI, 22(4), 411-420. https://doi.org/10.1094/MPMI-22-4-
0411

Lim, S. M., & Hooker, A. L. (1971). Southern Corn Leaf Blight: Genetic Control of Pathogenicity and Toxin
Production in Race T and Race O of Cochliobolus heterostrophus. Genetics, 69(1), 115-117.
https://doi.org/10.1093/genetics/69.1.115

Lind, A. L., Wisecaver, J. H., Lameiras, C., Wiemann, P., Palmer, J. M., Keller, N. P., Rodrigues, F., Goldman,
G. H., & Rokas, A. (2017). Drivers of genetic diversity in secondary metabolic gene clusters within a
fungal species. PLoS Biology, 15(11), 1-26. https://doi.org/10.1371/journal .pbio.2003583

Lo Presti, L., Lanver, D., Schweizer, G., Tanaka, S., Liang, L., Tollot, M., Zuccaro, A., Reissmann, S., &
Kahmann, R. (2015). Fungal Effectors and Plant Susceptibility. Annual Review of Plant Biology, 66(1),
513-545. https://doi.org/10.1146/annurev-arplant-043014-114623

Macheleidt, J., Mattern, D. J., Fischer, J., Netzker, T., Weber, J., Schroeckh, V., Valiante, V., & Brakhage, A.
A. (2016). Regulation and Role of Fungal Secondary Metabolites. Annual Review of Genetics, 50(1),
371-392. https://doi.org/10.1146/annurev-genet-120215-035203

Maciel, J. L. N., Ceresini, P. C., Castroagudin, V. L., Zala, M., Kema, G. H. J., & McDonald, B. A. (2014).
Population structure and pathotype diversity of the wheat blast pathogen Magnaporthe oryzae 25 years
after its emergence in Brazil. Phytopathology, 104(1), 95-107. https://doi.org/10.1094/PHYTO-11-12-
0294-R

Malaker, P. K., Barma, N. C. D., Tiwari, T. P., Collis, W. J., Duveiller, E., Singh, P. K., Joshi, A. K., Singh, R.
P., Braun, H.-J., Peterson, G. L., Pedley, K. F., Farman, M. L., & Valent, B. (2016). First Report of
Wheat Blast Caused by Magnaporthe oryzae Pathotype triticum in Bangladesh. Plant Disease,
100(11), 2330-2330. https://doi.org/10.1094/PDIS-05-16-0666-PDN

Magbool, A., Saitoh, H., Franceschetti, M., Stevenson, C., Uemura, A., Kanzaki, H., Kamoun, S., Terauchi, R.,
& Banfield, M. (2015). Structural basis of pathogen recognition by an integrated HMA domain in a
plant NLR immune receptor. eLife, 4, e08709. https://doi.org/10.7554/eLife 08709

Marecel, S., Sawers, R., Oakeley, E., Angliker, H., & Paszkowski, U. (2010). Tissue-adapted invasion strategies
of the rice blast fungus Magnaporthe oryzae. The Plant Cell, 22(9),3177-3187.
https://doi.org/10.1105/tpc.110.078048

McGary, K. L., Slot, J. C., & Rokas, A. (2013). Physical linkage of metabolic genes in fungi is an adaptation
against the accumulation of toxic intermediate compounds. Proceedings of the National Academy of
Sciences of the United States of America, 110(28), 11481-11486.
https://doi.org/10.1073/pnas.1304461110

Mentlak, T. A., Kombrink, A., Shinya, T., Ryder, L. S., Otomo, I., Saitoh, H., Terauchi, R., Nishizawa, Y.,
Shibuya, N., Thomma, B. P. H. J., & Talbot, N. J. (2012). Effector-Mediated Suppression of Chitin-

163



Bibliography

Triggered Immunity by Magnaporthe oryzae Is Necessary for Rice Blast Disease. The Plant Cell,
24(1), 322-335. https://doi.org/10.1105/tpc.111.092957

Miki, S., Matsui, K., Kito, H., Otsuka, K., Ashizawa, T., Yasuda, N., Fukiya, S., Sato, J., Hirayae, K., Fujita, Y.,
Nakajima, T., Tomita, F., Sone, T., & To, H. 1. D. E. K. I. K. I. (2009). Molecular cloning and
characterization of the AVR-Pia locus from a Japanese field isolate of Magnaporthe oryzae. Molecular
Plant Pathology, 10(3),361-374. https://doi.org/10.1111/j.1364-3703.2009.00534 x

Minh, B. Q., Schmidt, H. A., Chernomor, O., Schrempf, D., Woodhams, M. D., Von Haeseler, A., Lanfear, R.,
& Teeling, E. (2020). IQ-TREE 2: New Models and Efficient Methods for Phylogenetic Inference in
the Genomic Era. Molecular Biology and Evolution, 37(5), 1530-1534.
https://doi.org/10.1093/molbev/msaa015

Mogga, V., Delventhal, R., Weidenbach, D., Langer, S., Bertram, P. M., Andresen, K., Thines, E., Kroj, T., &
Schaffrath, U. (2016). Magnaporthe oryzae effectors MOHEG13 and MoHEG16 interfere with host
infection and MoHEG13 counteracts cell death caused by Magnaporthe-NLPs in tobacco. Plant Cell
Reports, 35(5), 1169-1185. https://doi.org/10.1007/s00299-016-1943-9

Monroy, A. A., Stappler, E., Schuster, A., Sulyok, M., & Schmoll, M. (2017). A CRE1- regulated cluster is
responsible for light dependent production of dihydrotrichotetronin in Trichoderma reesei. PLOS ONE,
12(8),e0182530. https://doi.org/10.1371/journal.pone.0182530

Mosquera, G., Giraldo, M. C., Khang, C. H., Coughlan, S., & Valent, B. (2009). Interaction transcriptome
analysis identifies magnaporthe oryzae BAS1-4 as biotrophy-associated secreted proteins in rice blast
disease. Plant Cell, 21(4), 1273—-1290. https://doi.org/10.1105/tpc.107.055228

Motoyama, T., Nogawa, T., Hayashi, T., Hirota, H., & Osada, H. (2019). Induction of Nectriapyrone
Biosynthesis in the Rice Blast Fungus Pyricularia oryzae by Disturbance of the Two-Component
Signal Transduction System. ChemBioChem, 20(5), 693—-700. https://doi.org/10.1002/cbic.201800620

Nakayashiki, H., Matsuo, H., Chuma, 1., Ikeda, K., Betsuyaku, S., Kusaba, M., Tosa, Y., & Mayama, S. (2001).
Pyret, a Ty3/Gypsy retrotransposon in Magnaporthe grisea contains an extra domain between the
nucleocapsid and protease domains. Nucleic Acids Research, 29(20),4106—4113.
https://doi.org/10.1093/nar/29.20.4106

Navarro-Mufioz, J. C., Selem-Mojica, N., Mullowney, M. W, Kautsar, S. A., Tryon, J. H., Parkinson, E. 1., De
Los Santos, E. L. C., Yeong, M., Cruz-Morales, P., Abubucker, S., Roeters, A., Lokhorst, W.,
Fernandez-Guerra, A., Cappelini, L. T. D., Goering, A. W., Thomson, R. J., Metcalf, W. W, Kelleher,
N.L., Barona-Gomez, F., & Medema, M. H. (2019). A computational framework to explore large-scale
biosynthetic diversity. Nature Chemical Biology, 1-9. https://doi.org/10.1038/s41589-019-0400-9

Nei, M., & Li, W. H. (1979). Mathematical model for studying genetic variation in terms of restriction
endonucleases. Proceedings of the National Academy of Sciences, 76(10), 5269-5273.
https://doi.org/10.1073/pnas.76.10.5269

Nguyen, J. V., Soto, I., Kim, K., Bushong, E. A., Oglesby, E., Valiente-soriano, F. J., Zack, D. J., Vidal-sanz,
M., Ellisman, M. H., & Marsh-armstrong, N. (2011). Myelination transition zone astrocytes are
constitutively phagocytic and have synuclein dependent reactivity in glaucoma. PNAS, 108(3), 1176—
1181. https://doi.org/10.1073/pnas.1013965108/-

/DCSupplemental . www pnas.org/cgi/doi/10.1073/pnas.1013965108

Nielsen, M. E., Feechan, A., Bohlenius, H., Ueda, T., & Thordal-Christensen, H. (2012). Arabidopsis ARF-GTP
exchange factor, GNOM, mediates transport required for innate immunity and focal accumulation of
syntaxin PEN1. Proceedings of the National Academy of Sciences of the United States of America,
109(28), 11443-11448. https://doi.org/10.1073/pnas.1117596109

Ninomiya, A., Urayama, S., Suo, R., Itoi, S., Fuji, S., Moriyama, H., & Hagiwara, D. (2020). Mycovirus-
Induced Tenuazonic Acid Production in a Rice Blast Fungus Magnaporthe oryzae. Frontiers in
Microbiology, 11, 1641. https://doi.org/10.3389/fmicb.2020.01641

Noguchi, M. T., Yasuda, N., & Fujita, Y. (2006). Evidence of Genetic Exchange by Parasexual Recombination
and Genetic Analysis of Pathogenicity and Mating Type of Parasexual Recombinants in Rice Blast
Fungus, Magnaporthe oryzae. Phytopathology, 96(7), 746-750. https://doi.org/10.1094/PHYTO-96-
0746

Notteghem, J. L., & Silue, D. (1992). Distribution of the Mating Type Alleles in Magnaporthe grisea
Populations Pathogenic on Rice. In Phytopathology (Vol. 82).

Niirnberger, T., & Kemmerling, B. (2018). Pathogen-Associated Molecular Patterns ( PAMP ) and PAMP -
Triggered Immunity. In J. A. Roberts (Ed.), Annual Plant Reviews online (1st ed., pp. 16-47). Wiley.
https://doi.org/10.1002/9781119312994.apr0362

Nyarko, A., Singarapu, K. K., Figueroa, M., Manning, V. A., Pandelova, 1., Wolpert, T. J., Ciuffetti, L. M., &
Barbar, E. (2014). Solution NMR Structures of Pyrenophora tritici-repentis ToxB and Its Inactive
Homolog Reveal Potential Determinants of Toxin Activity. Journal of Biological Chemistry, 289(37),
25946-25956. https://doi.org/10.1074/jbc.M114.569103

164



Bibliography

Orbach, M. J., Farrall, L., Sweigard, J. A., Chumley, F. G., & Valent, B. (2000). A telomeric avirulence gene
determines efficacy for the rice blast resistance gene Pi-ta. The Plant Cell, 12(11), 2019-2032.
https://doi.org/10.1105/tpc.12.11.2019

Ose, T., Oikawa, A., Nakamura, Y., Maenaka, K., Higuchi, Y., Satoh, Y., Fujiwara, S., Demura, M., Sone, T., &
Kamiya, M. (2015). Solution structure of an avirulence protein, AVR-Pia, from Magnaporthe oryzae.
Journal of Biomolecular NMR, 63(2), 229-235. https://doi.org/10.1007/s10858-015-9979-7

Padmanabhan, S. Y. (1965). Studies on forecasting outbreaks of blast disease of rice: I. Influence of
meteorological factors on blast incidence at cuttack. Proceedings / Indian Academy of Sciences, 62(3),
117-129. https://doi.org/10.1007/BF03051084

Palanna, K. B., Vinaykumar, H. D., Prasanna, S. Koti., Rajashekara, H., Devanna, B. N., Anilkumar, C., Jeevan,
B.,Raveendra, H. R., Khan, F., Bhavana, C. H. S., Upadhyay, V., Patro, T. S. S. K., Rawat, L., Rajesh,
M., Saravanan, P. T., Netam, P., Rajesha, G., Das, I. K., Patil, H. E., ... Nagaraja, T. E. (2023).
Exploring the diversity of virulence genes in the Magnaporthe population infecting millets and rice in
India. Frontiers in Plant Science, 14, 1131315. https://doi.org/10.3389/fpls.2023.1131315

Palma-Guerrero, J., Ma, X., Torriani, S. F. F., Zala, M., Francisco, C. S., Hartmann, F. E., Croll, D., &
McDonald, B. A. (2017). Comparative Transcriptome Analyses in Zymoseptoria tritici Reveal
Significant Differences in Gene Expression Among Strains During Plant Infection. Molecular Plant-
Microbe Interactions: MPMI, 30(3), 231-244. https://doi.org/10.1094/MPMI-07-16-0146-R

Park, C.-H., Chen, S., Shirsekar, G., Zhou, B., Khang, C. H., Songkumarn, P., Afzal, A.J., Ning, Y., Wang,R.,
Bellizzi, M., Valent, B., & Wang, G.-L. (2012). The Magnaporthe oryzae Effector AvrPiz-t Targets the
RING E3 Ubiquitin Ligase APIP6 to Suppress Pathogen-Associated Molecular Pattern—Triggered
Immunity in Rice. The Plant Cell, 24(11),4748-4762. https://doi.org/10.1105/tpc.112.105429

Patkar, R. N., Benke, P. 1., Qu, Z., Constance Chen, Y. Y., Yang, F., Swarup, S., & Naqvi, N. 1. (2015). A
fungal monooxygenase-derived jasmonate attenuates host innate immunity. Nature Chemical Biology,
11(9), 733-740. https://doi.org/10.1038/nchembio.1885

Patkar, R. N., Benke, P.1.,Qu,Z., Yi, Y., Chen, C., Yang, F., & Naqvi, N. I. (1885). Supplementary
Information A fungal monooxygenase-derived jasmonate attenuates host innate immunity
Supplementary Results Supplementary Table. List of oligonucleotide primers used in this study.
Restriction enzyme sites introduced for cloning are shown i. https://doi.org/10.1038/nchembio.1885

Patkar, R. N., & Naqvi, N.I. (2017). Fungal manipulation of hormone-regulated plant defense. PLoS Pathogens,
13(6), 10-14. https://doi.org/10.1371/journal .ppat.1006334

Pedroso, M. M., Watanabe, A. M., Roque-Barreira, M. C., Bueno, P. R., & Faria, R. C. (2008). Quartz Crystal
Microbalance monitoring the real-time binding of lectin with carbohydrate with high and low
molecular mass. Microchemical Journal, 89(2), 153—158. https://doi.org/10.1016/j.microc.2008.02.001

Peng,Z., Garcia, E. O., Lin, G., Hu, Y., Dalby, M., Migeon, P., Tang, H., Farman, M., Cook, D., White, F.,
Valent, B., & Liu, S. (2018). Effector Gene Reshuffling Involves Dispensable Mini-chromosomes in
the Wheat Blast Fungus. bioRxiv, 359455. https://doi.org/10.1101/359455

Peng,Z.,Li,L., Wu, S., Chen, X., Shi, Y., He, Q., Shu, F., Zhang, W., Sun, P., Deng, H., & Xing,J. (2021).
Frequencies and Variations of Magnaporthe oryzae Avirulence Genes in Hunan Province, China. Plant
Disease, 105(12), 3829-3834. https://doi.org/10.1094/PDIS-01-21-0008-RE

Pennisi, E. (2010). Armed and dangerous. Science (New York, N.Y.), 327(5967), 804—805.
https://doi.org/10.1126/science.327.5967.804

Pieterse, C. M. J., Leon-Reyes, A., Van der Ent, S., & Van Wees, S. C. M. (2009). Networking by small-
molecule hormones in plant immunity. Nature Chemical Biology, 5(5), 308-316.
https://doi.org/10.1038/nchembio.164

Plissonneau, C., Benevenuto, J., Mohd-Assaad, N., Fouché, S., Hartmann, F. E., & Croll, D. (2017). Using
Population and Comparative Genomics to Understand the Genetic Basis of Effector-Driven Fungal
Pathogen Evolution. Frontiers in Plant Science, 8(January). https://doi.org/10.3389/fpls.2017.00119

Poppe, S., Dorsheimer, L., Happel, P., & Stukenbrock, E. H. (2015). Rapidly Evolving Genes Are Key Players
in Host Specialization and Virulence of the Fungal Wheat Pathogen Zymoseptoria tritici
(Mycosphaerella graminicola). PLOS Pathogens, 11(7),e1005055.
https://doi.org/10.1371/journal .ppat.1005055

Proctor, R. H., Hohn, T. M., McCormick, S. P., & Desjardins, A. E. (1995). Tri6 encodes an unusual zinc finger
protein involved in regulation of trichothecene biosynthesis in Fusarium sporotrichioides. Applied and
Environmental Microbiology, 61(5), 1923-1930. https://doi.org/10.1128/aem.61.5.1923-1930.1995

Quinlan, A. R., & Hall, I. M. (2010). BEDTools: A flexible suite of utilities for comparing genomic features.
Bioinformatics (Oxford, England), 26(6), 841-842. https://doi.org/10.1093/bioinformatics/btq033

Raffaele, S., Farrer, R. A., Cano, L. M., Studholme, D. J., MacLean, D., Thines, M., Jiang, R. H. Y., Zody, M.
C., Kunjeti, S. G., Donofrio, N. M., Meyers, B. C., Nusbaum, C., & Kamoun, S. (2010). Genome

165



Bibliography

evolution following host jumps in the Irish potato famine pathogen lineage. Science (New York, N.Y.),
330(6010), 1540-1543. https://doi.org/10.1126/science.1193070

Raffaele, S., & Kamoun, S. (2012). Genome evolution in filamentous plant pathogens: Why bigger can be
better. Nature Reviews Microbiology, 10(6),417-430. https://doi.org/10.1038/nrmicro2790

Rahnama, M., Novikova, O., Starnes, J. H., Zhang, S., Chen, L., & Farman, M. L. (2020). Transposon-mediated
telomere destabilization: A driver of genome evolution in the blast fungus. Nucleic Acids Research,
gkaa287. https://doi.org/10.1093/nar/gkaa287

Rahnama, M., Wang, B., Dostart, J., Novikova, O., Yackzan, D., Yackzan, A., Bruss, H., Baker, M., Jacob, H.,
Zhang, X., Lamb, A., Stewart, A., Heist, M., Hoover, J., Calie, P., Chen, L., Liu, J., & Farman, M. L.
(2021). Telomere Roles in Fungal Genome Evolution and Adaptation. Frontiers in Genetics, 12,
676751. https://doi.org/10.3389/fgene.2021.676751

Rao, ANN.S. (1990). Estimates of losses in finger millet (Eleusine coracana) due to blast disease (Pyricularia
grisea). Journal of Agricultural Sciences 24: 57-60.

Ray, S., Singh, P. K., Gupta, D. K., Mahato, A. K., Sarkar, C., Rathour, R., Singh, N. K., & Sharma, T. R.
(2016). Analysis of Magnaporthe oryzaec Genome Reveals a Fungal Effector, Which Is Able to Induce
Resistance Response in Transgenic Rice Line Containing Resistance Gene, Pi54. Frontiers in Plant
Science, 7(August), 1-16. https://doi.org/10.3389/fpls.2016.01140

Ribot, C., Césari, S., Abidi, I., Chalvon, V., Bournaud, C., Vallet, J., Lebrun, M. H., Morel, J. B., & Kroj, T.
(2013). The Magnaporthe oryzae effector AVR1-CO39 is translocated into rice cells independently of a
fungal-derived machinery. Plant Journal, 74(1), 1-12. https://doi.org/10.1111/tpj.12099

Ristaino, J. B., Anderson, P. K., Bebber, D. P., Brauman, K. A., Cunniffe, N. J., Fedoroff, N. V., Finegold, C.,
Garrett, K. A., Gilligan, C. A., Jones, C. M., Martin, M. D., MacDonald, G. K., Neenan, P., Records,
A., Schmale, D. G., Tateosian, L., & Wei, Q. (2021). The persistent threat of emerging plant disease
pandemics to global food security. Proceedings of the National Academy of Sciences, 118(23),
€2022239118. https://doi.org/10.1073/pnas.2022239118

Rizzo, D. M., Lichtveld, M., Mazet, J. A. K., Togami, E., & Miller, S. A. (2021). Plant health and its effects on
food safety and security in a One Health framework: Four case studies. One Health Outlook, 3(1), 6.
https://doi.org/10.1186/542522-021-00038-7

Rudd, J. J., Kanyuka, K., Hassani-Pak, K., Derbyshire, M., Andongabo, A., Devonshire, J., Lysenko, A., Saqi,
M., Desai, N. M., Powers, S. J., Hooper, J., Ambroso, L., Bharti, A., Farmer, A., Hammond-Kosack, K.
E., Dietrich, R. A., & Courbot, M. (2015). Transcriptome and metabolite profiling of the infection
cycle of Zymoseptoria tritici on wheat reveals a biphasic interaction with plant immunity involving
differential pathogen chromosomal contributions and a variation on the hemibiotrophic lifestyle
definition. Plant Physiology, 167(3), 1158—1185. https://doi.org/10.1104/pp.114.255927

Saha, D.,Rana,R. S., Arya, L., Verma, M., Gowda, M. V. C., & Upadhyaya, H. D. (2016). Genetic
polymorphisms among and between blast disease resistant and susceptible finger millet, Eleusine
coracana (L.) Gaertn. Plant Genetic Resources, 1-11. https://doi.org/10.1017/S1479262116000010

Saitoh, H., Fujisawa, S., Mitsuoka, C., Ito, A., Hirabuchi, A., Ikeda, K., Irieda, H., Yoshino, K., Yoshida, K.,
Matsumura, H., Tosa, Y., Win, J., Kamoun, S., Takano, Y., & Terauchi, R. (2012). Large-Scale Gene
Disruption in Magnaporthe oryzae Identifies MC69, a Secreted Protein Required for Infection by
Monocot and Dicot Fungal Pathogens. PLoS Pathogens, 8(5),e1002711.
https://doi.org/10.1371/journal .ppat.1002711

Saleh, D., Milazzo, J., Adreit, H., Fournier, E., & Tharreau, D. (2014). South-East Asia is the center of origin,
diversity and dispersion of the rice blast fungus, Magnaporthe oryzae. New Phytologist, 201(4), 1440-
1456. https://doi.org/10.1111/nph.12627

Saleh, D., Milazzo, J., Adreit, H., Tharreau, D., & Fournier, E. (2012). Asexual reproduction induces a rapid and
permanent loss of sexual reproduction capacity in the rice fungal pathogen Magnaporthe oryzae:
Results of in vitro experimental evolution assays. BMC Evolutionary Biology, 12(1),42.
https://doi.org/10.1186/1471-2148-12-42

Saleh, D., Xu, P., Shen, Y., Li, C., Adreit, H., Milazzo, J., RavignE, V.,Bazin, E., NottEghem, J. L., Fournier,
E., & Tharreau, D. (2012). Sex at the origin: An Asian population of the rice blast fungus Magnaporthe
oryzae reproduces sexually. Molecular Ecology, 21(6), 1330-1344. https://doi.org/10.1111/j.1365-
294X.2012.05469 x

Sanchez-Vallet, A., Fouché, S., Fudal, I., Hartmann, F. E., Soyer, J. L., Tellier, A., & Croll, D. (2018). The
Genome Biology of Effector Gene Evolution in Filamentous Plant Pathogens. Annual Review of
Phytopathology, 56(1), 21-40. https://doi.org/10.1146/annurev-phyto-080516-035303

Sesma, A., & Osbourn, A. E. (2004). The rice leaf blast pathogen undergoes developmental processes typical of
root-infecting fungi. Nature, 431(7008), 582-586. https://doi.org/10.1038/nature02880

166



Bibliography

Shannon, P., Markiel, A., Ozier, O., Baliga, N. S., Wang, J. T., Ramage, D., Amin, N., Schwikowski, B., &
Ideker, T. (2003). Cytoscape: A Software Environment for Integrated Models of Biomolecular
Interaction Networks. Genome Research, 13(11),2498-2504. https://doi.org/10.1101/GR.1239303

Sharpee, W.,Oh, Y., Yi, M., Franck, W., Eyre, A., Okagaki, L. H., Valent, B., & Dean, R. A. (2017).
Identification and characterization of suppressors of plant cell death (SPD) effectors from
Magnaporthe oryzae: 1dentification and characterization of SPD effectors. Molecular Plant Pathology,
18(6), 850-863. https://doi.org/10.1111/mpp.12449

Shen, Q., Liu, Y., & Naqvi, N. I. (2018). Fungal effectors at the crossroads of phytohormone signaling. Current
Opinion in Microbiology, 46, 1-6. https://doi.org/10.1016/J.MIB.2018.01.006

Shi, X.,Long, Y., He, F., Zhang, C., Wang, R., Zhang, T., Wu, W., Hao, Z., Wang, Y., Wang, G.-L., & Ning,
Y. (2018). The fungal pathogen Magnaporthe oryzae suppresses innate immunity by modulating a host
potassium channel. PLoS Pathogens, 14(1), e1006878. https://doi.org/10.1371/journal .ppat.1006878

Shirke, M. D., Mahesh, H. B., & Gowda, M. (2016). Genome-Wide Comparison of Magnaporthe Species
Reveals a Host-Specific Pattern of Secretory Proteins and Transposable Elements. 1-19.
https://doi.org/10.1371/journal .pone.0162458

Simio, F. A., Waterhouse, R. M., Ioannidis, P., Kriventseva, E. V., & Zdobnov, E. M. (2015). BUSCO:
assessing genome assembly and annotation completeness with single-copy orthologs. Bioinformatics,
31(19), 3210-3212. https://doi.org/10.1093/BIOINFORMATICS/BTV351

Singh, D. P., Saudemont, B., Guglielmi, G., Arnaiz, O., Goit, J.-F., Prajer, M., Potekhin, A., Przybos, E.,
Aubusson-Fleury, A., Bhullar, S., Bouhouche, K., Lhuillier-Akakpo, M., Tanty, V., Blugeon, C.,
Alberti, A., Labadie, K., Aury, J.-M., Sperling, L., Duharcourt, S., & Meyer, E. (2014). Genome-
defence small RNAs exapted for epigenetic mating-type inheritance. Nature, 509(7501), 447-452.
https://doi.org/10.1038/nature13318

Skamnioti, P., & Gurr, S. J. (2009). Against the grain: Safeguarding rice from rice blast disease. Trends in
Biotechnology, 27(3), 141-150. https://doi.org/10.1016/].tibtech.2008.12.002

Skellam, E. (2017). The biosynthesis of cytochalasans. Natural Product Reports, 34(11), 1252—-1263.
https://doi.org/10.1039/c7np00036g

Smit, A., & Hubley, R. (n.d.). RepeatModeler Open-1.0.

Smit, A., Hubley, R., & Green, P. (2015). RepeatMasker Open-4.0. 2013-2015. http://www repeatmasker.org

Sperschneider, J., & Dodds, P. N. (2022). EffectorP 3.0: Prediction of Apoplastic and Cytoplasmic Effectors in
Fungi and Oomycetes. Molecular Plant-Microbe Interactions®, 35(2), 146-156.
https://doi.org/10.1094/MPMI-08-21-0201-R

Stanke, M., Schoffmann, O., Morgenstern, B., & Waack, S. (2006). Gene prediction in eukaryotes with a
generalized hidden Markov model that uses hints from external sources. BMC Bioinformatics, 7(1), 1—
11. https://doi.org/10.1186/1471-2105-7-62/TABLES/2

Starnes, J. H., Thornbury, D. W., Novikova, O. S., Rehmeyer, C. J., & Farman, M. L. (2012). Telomere-
Targeted Retrotransposons in the Rice Blast Fungus Magnaporthe oryzae: Agents of Telomere
Instability. Genetics, 191(2), 389-406. https://doi.org/10.1534/genetics.111.137950

Stokstad, E. (2019). Banana fungus puts Latin America on alert. Science, 365(6450), 207-208.
https://doi.org/10.1126/science.365.6450.207

Strange, R. N., & Scott, P. R. (2005). Plant Disease: A Threat to Global Food Security. Annual Review of
Phytopathology, 43(1), 83—-116. https://doi.org/10.1146/annurev.phyto.43.113004.133839

Sweigard, J. A., Carroll, A. M., Kang Seogchan, Farrall, L., Chumley, F. G., & Valent, B. (1995). Identification,
cloning, and characterization of PWL2, a gene for host species specificity in the rice blast fungus. Plant
Cell, 7(8), 1221-1233. https://doi.org/10.1105/tpc.7.8.1221

Talbot, N. J. (2003). On the Trail of a Cereal Killer: Exploring the Biology of Magnaporthe grisea. Annual
Review of Microbiology, 57(1), 177-202. https://doi.org/10.1146/annurev.micro.57.030502.090957

Talbot, N. J., Ebbole, D. J., & Hamer, J. E. (1993). Identification and characterization of MPG1, a gene involved
in pathogenicity from the rice blast fungus Magnaporthe grisea. The Plant Cell, 5(11), 1575-1590.
https://doi.org/10.1105/tpc.5.11.1575

Taylor, J. W., & Fisher, M. C. (2003). Fungal multilocus sequence typing—It’s not just for bacteria. Current
Opinion in Microbiology, 6(4), 351-356. https://doi.org/10.1016/s1369-5274(03)00088-2

Thaker, A., Mehta, K., & Patkar, R. (2022). Feruloyl esterase Fael is required specifically for host colonisation
by the rice-blast fungus Magnaporthe oryzae. Current Genetics, 68(1), 97-113.
https://doi.org/10.1007/s00294-021-01213-z

Theobald, S., Vesth, T. C., Rendsvig, J. K., Nielsen, K. F., Riley, R., de Abreu, L. M., Salamov, A., Frisvad, J.
C.,Larsen, T. O., Andersen, M. R., & Hoof, J. B. (2018). Uncovering secondary metabolite evolution
and biosynthesis using gene cluster networks and genetic dereplication. Scientific Reports, 8(1), 1-12.
https://doi.org/10.1038/s41598-018-36561-3

167



Bibliography

Thomma, B. P. H. J., Seidl, M. F., Shi-Kunne, X., Cook, D. E., Bolton, M. D., Van Kan, J. A. L., & Faino, L.
(2016). Mind the gap; seven reasons to close fragmented genome assemblies. Fungal Genetics and
Biology, 90, 24-30. https://doi.org/10.1016/j.fgb.2015.08.010

Tilburn, J., Sarkar, S., Widdick, D. A., Espeso, E. A., Orejas, M., Mungroo, J., Penalva, M. A., & Arst, H. N.
(1995). The Aspergillus PacC zinc finger transcription factor mediates regulation of both acid- and
alkaline-expressed genes by ambient pH. The EMBO Journal, 14(4), 779-790.
https://doi.org/10.1002/j.1460-2075.1995 .tb07056 .x

Torres, D. E., Oggenfuss, U., Croll, D., & Seidl, M. F. (2020). Genome evolution in fungal plant pathogens:
Looking beyond the two-speed genome model. Fungal Biology Reviews, 34(3), 136—143.
https://doi.org/10.1016/j.fbr.2020.07.001

Tralamazza, S. M., Rocha, L. O., Oggenfuss, U., Corréa, B., & Croll, D. (2019). Complex Evolutionary Origins
of Specialized Metabolite Gene Cluster Diversity among the Plant Pathogenic Fungi of the Fusarium
graminearum Species Complex. Genome Biology and Evolution, 11(11),3106-3122.
https://doi.org/10.1093/gbe/evz225

Tsuge, T., Harimoto, Y., Akimitsu, K., Ohtani, K., Kodama, M., Akagi, Y., Egusa, M., Yamamoto, M., & Otani,
H. (2013). Host-selective toxins produced by the plant pathogenic fungus Alternaria alternata. FEMS
Microbiology Reviews, 37(1),44-66. https://doi.org/10.1111/j.1574-6976.2012.00350.x

Tsurushima, T., Don, L. D., Kawashima, K., Murakami, J., Nakayashiki, H., Tosa, Y., & Mayama, S. (2005).
Pyrichalasin H production and pathogenicity of Digitaria-specific isolates of Pyricularia grisea.
Molecular Plant Pathology, 6(6), 605—613. https://doi.org/10.1111/j.1364-3703.2005.00309 x

Tudzynski, B., Homann, V., Feng, B., & Marzluf, G. A. (1999). Isolation, characterization and disruption of the
areA nitrogen regulatory gene of Gibberella fujikuroi. Molecular and General Genetics MGG, 261(1),
106-114. https://doi.org/10.1007/s004380050947

Valent, B., Farrall, L., & Chumley, F. G. (1991). Magnaporthe grisea genes for pathogenicity and virulence
identified through a series of backcrosses. Genetics, 127(1), 87-101.

Valent, B., & Khang, C. H. (2010). Recent advances in rice blast effector research. Current Opinion in Plant
Biology, 13(4),434-441. https://doi.org/10.1016/j.pbi.2010.04.012

Van Vu, B., Itoh, K., Nguyen, Q. B., Tosa, Y., & Nakayashiki, H. (2012). Cellulases belonging to glycoside
hydrolase families 6 and 7 contribute to the virulence of Magnaporthe oryzae. Molecular Plant-
Microbe Interactions: MPMI, 25(9), 1135-1141. https://doi.org/10.1094/MPMI-02-12-0043-R

Varden, F. A., De La Concepcion, J. C., Maidment, J. H., & Banfield, M. J. (2017). Taking the stage: Effectors
in the spotlight. Current Opinion in Plant Biology, 38,25-33. https://doi.org/10.1016/j.pbi.2017.04.013

Vesth, T. C., Nybo, J. L., Theobald, S., Frisvad, J. C., Larsen, T. O., Nielsen, K. F., Hoof, J. B., Brandl, J.,
Salamov, A., Riley, R., Gladden, J. M., Phatale, P., Nielsen, M. T., Lyhne, E. K., Kogle, M. E.,
Strasser, K., McDonnell, E., Barry, K., Clum, A., ... Andersen, M. R. (2018). Investigation of inter-
and intraspecies variation through genome sequencing of Aspergillus section Nigri. Nature Genetics,
50(12), 1688-1695. https://doi.org/10.1038/s41588-018-0246-1

Villani, A., Proctor, R. H., Kim, H.-S., Brown, D. W., Logrieco, A. F., Amatulli, M. T., Moretti, A., & Susca, A.
(2019). Variation in secondary metabolite production potential in the Fusarium incarnatum-equiseti
species complex revealed by comparative analysis of 13 genomes. BMC Genomics, 20(1), 314.
https://doi.org/10.1186/s12864-019-5567-7

Walton, J. D. (2006). HC-toxin. Phytochemistry, 67(14), 1406-1413.
https://doi.org/10.1016/j.phytochem.2006.05.033

Wang, J., Huang, Y., Fang, M., Zhang, Y., Zheng, Z., Zhao, Y ., & Su, W. (2002). Brefeldin A, a cytotoxin
produced by Paecilomyces sp. And Aspergillus clavatus isolated from Taxus mairei and Torreya
grandis. FEMS Immunology & Medical Microbiology, 34(1), 51-57. https://doi.org/10.1111/j.1574-
695X.2002.tb00602.x

Wang, R., Ning, Y., Shi, X., He, F., Zhang, C., Fan, J., Jiang, N., Zhang, Y., Zhang, T., Hu, Y., Bellizzi, M., &
Wang, G.-L. (2016). Immunity to Rice Blast Disease by Suppression of Effector-Triggered Necrosis.
Current Biology: CB, 26(18),2399-2411. https://doi.org/10.1016/j.cub.2016.06.072

Wang, X., Lee, S., Wang, J., Ma, J., Bianco, T., & Jia, Y. (2014). Current Advances on Genetic Resistance to
Rice Blast Disease. Rice- Germplasm, Genetics and Improvement, 1-28. https://doi.org/10.5772/51100

Wang, Y., Wu, J.,Kim, S. G, Tsuda, K., Gupta, R., Park, S.-Y.,Kim, S. T., & Kang, K. Y. (2016).
Magnaporthe oryzae -Secreted Protein MSP1 Induces Cell Death and Elicits Defense Responses in
Rice. Molecular Plant-Microbe Interactions®, 29(4), 299-312. https://doi.org/10.1094/MPMI-12-15-
0266-R

Wicklow, D. T., Jordan, A. M., & Gloer, J. B. (2009). Antifungal metabolites (monorden, monocillins I, IT, IITI)
from Colletotrichum graminicola, a systemic vascular pathogen of maize. Mycological Research,
113(Pt 12), 1433-1442. https://doi.org/10.1016/j.mycres.2009.10.001

168



Bibliography

Wight, W. D., Kim, K.-H., Lawrence, C. B., & Walton, J. D. (2009). Biosynthesis and role in virulence of the
histone deacetylase inhibitor depudecin from Alternaria brassicicola. Molecular Plant-Microbe
Interactions: MPMI, 22(10), 1258—1267. https://doi.org/10.1094/MPMI-22-10-1258

Wilson, R. A. (2021). Magnaporthe oryzae. Trends in Microbiology, 29(7), 663—-664.
https://doi.org/10.1016/j.tim.2021.03.019

Win, J., Chaparro-Garcia, A., Belhaj, K., Saunders, D. G. O., Yoshida, K., Dong, S., Schornack, S., Zipfel, C.,
Robatzek, S., Hogenhout, S. A., & Kamoun, S. (2012). Effector Biology of Plant-Associated
Organisms: Concepts and Perspectives. Cold Spring Harbor Symposia on Quantitative Biology, 77(0),
235-247. https://doi.org/10.1101/sqb.2012.77.015933

Wu,J.,Kou, Y.,Bao,J.,Li, Y., Tang, M., Zhu, X., Ponaya, A., Xiao, G., Li, J., Li, C., Song, M. Y., Cumagun,
C.J.R.,Deng, Q.,Lu, G.,Jeon,J. S.,Naqvi, N. L., & Zhou, B. (2015). Comparative genomics
identifies the Magnaporthe oryzae avirulence effector AvrPi9 that triggers Pi9-mediated blast
resistance in rice. New Phytologist, 206(4), 1463—1475. https://doi.org/10.1111/nph.13310

Xue,M., Yang,J.,Li, Z., Hu, S., Yao, N., Dean, R. a, Zhao, W., Shen, M., Zhang, H., Li, C., Liu, L., Cao, L.,
Xu, X., Xing, Y., Hsiang, T., Zhang, Z., Xu, J.-R., & Peng, Y .-L. (2012). Comparative analysis of the
genomes of two field isolates of the rice blast fungus Magnaporthe oryzae. PLoS Genetics, 8(8),
€1002869. https://doi.org/10.1371/journal .pgen.1002869

Yan, X., Tang, B., Ryder, L. S., MacLean, D., Were, V. M., Eseola, A. B., Cruz-Mireles, N., Ma, W, Foster, A.
J., Osés-Ruiz, M., & Talbot, N. J. (2023). The transcriptional landscape of plant infection by the rice
blast fungus Magnaporthe oryzae reveals distinct families of temporally co-regulated and structurally
conserved effectors. The Plant Cell, koad036. https://doi.org/10.1093/plcell/koad036

Yasuda, N., Tsujimoto Noguchi, M., & Fujita, Y. (2006). Partial mapping of avirulence genes AVR-Pii and
AVR-Pia in the rice blast fungus Magnaporthe oryzae. Canadian Journal of Plant Pathology, 28(3),
494-498. https://doi.org/10.1080/07060660609507325

Yoshida, K., Saitoh, H., Fujisawa, S., Kanzaki, H., Matsumura, H., Yoshida, K., Tosa, Y., Chuma, I., Takano,
Y., Win, J., Kamoun, S., & Terauchi, R. (2009). Association genetics reveals three novel avirulence
genes from the rice blast fungal pathogen Magnaporthe oryzae. Plant Cell, 21(5), 1573-1591.
https://doi.org/10.1105/tpc.109.066324

Yoshida, K., Saunders, D. G. O., Mitsuoka, C., Natsume, S., Kosugi, S., Saitoh, H., Inoue, Y., Chuma, I., Tosa,
Y., Cano, L. M., Kamoun, S., & Terauchi, R. (2016). Host specialization of the blast fungus
Magnaporthe oryzae is associated with dynamic gain and loss of genes linked to transposable elements.
BMC Genomics, 17(1), 370. https://doi.org/10.1186/s12864-016-2690-6

Zhang, S., Wang, L., Wu, W., He, L., Yang, X., & Pan, Q. (2015). Function and evolution of Magnaporthe
oryzae avirulence gene AvrPib responding to the rice blast resistance gene Pib. Scientific Reports, 5(1),
11642. https://doi.org/10.1038/srep11642

Zhang,Z.-M., Zhang, X., Zhou, Z.-R., Hu, H.-Y ., Liu, M., Zhou, B., & Zhou, J. (2013). Solution structure of the
Magnaporthe oryzae avirulence protein AvrPiz-t. Journal of Biomolecular NMR, 55(2),219-223.
https://doi.org/10.1007/s10858-012-9695-5

Zhong,Z., Chen, M., Lin, L., Han, Y., Bao, J., Tang, W., Lin, L., Lin, Y., Somai, R., Lu, L., Zhang, W., Chen,
J.,Hong, Y., Chen, X., Wang, B., Shen, W.-C., Lu, G., Norvienyeku, J., Ebbole, D. J., & Wang, Z.
(2018). Population genomic analysis of the rice blast fungus reveals specific events associated with
expansion of three main clades. The ISME Journal, 12(8), 1867-1878. https://doi.org/10.1038/s41396-
018-0100-6

Zhong, Z., Norvienyeku, J., Chen, M., Bao, J., Lin, L., Chen, L., Lin, Y., Wu, X., Cai, Z., Zhang, Q., Lin, X,
Hong, Y., Huang, J., Xu, L., Zhang, H., Chen, L., Tang, W., Zheng, H., Chen, X., ... Nielsen, R.
(2016). Directional Selection from Host Plants Is a Major Force Driving Host Specificity in
Magnaporthe Species. Scientific Reports, 6,25591. https://doi.org/10.1038/srep25591

169



