Supplementary Fig. S1 Schematic diagram of transposon (Ac-Ds) based activation tagging mechanism in rice
Supplementary Fig. S2 Phenotypic variation observed in Ds stable T3 transgenic lines obtained from pSQ5 transformants compared with BPT 5204 (WT). i) Increased in tiller numbers (M-Ds-1); ii) Difference in flowering time (M-Ds-2); iii) Increased in plant height (M-Ds-3); iv) Increased in leaf length (M-Ds-4); v) Increase in Flag leaf length (M-Ds-5). b) Graphical representation of phenotypic variation in Ds stable transgenic plants compared with WT.
Supplementary Fig. S3 Evaluation of Ds lines for ShB infection with detached leaf and typha bit inoculum assay. a) Ds stable plants observed with WT was infected with mycelia agar disc. i) Mycelia agar plate with R.solani; ii) Initial stage of detached leaf assay; iii- v) : Ds lines with WT respective plant’s percentage of disease index (PDI) at 48 hpi (hours of post infection); b) The picture is showing ShB infection and disease lesions in Ds stable transgenic plants and WT in typha bit assay. i) Multiplication of R. solani on typha bits; ii) Inoculation of typha bit to rice plants; iii) Maintenance of infected plants in humid chamber
Supplementary Fig. S4 TAIL-PCR to identify the T-DNA integration locus in Ds stable lines. a) Schematic representation of TAIL-PCR. b) Products generated for Ds stable transformants with arbitrary degenerate primers (AD3) and 5ˈDs nested primers; i: Primary PCR products; ii: Secondary PCR products; iii: Tertiary PCR products. M: 1 kb ladder; (1-9) numerals indicate Ds stable transformants.
[bookmark: _Hlk128137094]Supplementary Fig. S5 Genome browsing of stable Ds plant for analysis of flanking sequence. a) In-silico analysis of TAIL-PCR sequenced data in NCBI-BLAST. b&c) in-silico analysis of TAIL-PCR sequenced data in RAP-DB genome browser of M-Ds-3 and M-Ds-5 mutants
Supplementary Fig. S6 Phylogenetic tree of various homologous genes related to LOC_Os08g40680 (OsGH)
Supplementary Fig. S7 Phylogenetic tree of various homologous genes related to LOC_Os01g55000
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