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Table S1: Primer sequences and expected product sizes of SSR and STS markers used for screening 10 rice cultivars for Xa-R
gene allelic state

Gene  Linked Primer Forward (5'~3') Primer Reverse (5'~3") Expected Reference

Marker Product size
Xa2 RM-317 (SSR) CATACTTACCAGTTCACCGCC CTGGAGAGTGTCAGCTAGTTGA 154 (Singh et al., 2015a)
Xad RM-224 (SSR) ATCGATCGATCTTCACGAGG TGCTATAAAAGGCATTCGGG 160 (Singh et al., 2015a)
xab RM-13 (SSR) TCCAACATGGCAAGAGAGAG GGTGGCATTCGATTCCAG 139 (Singh et al., 2015a)
xal3  xa-13-prom (SSR) GGCCATGGCTCAGTGTTTAT GAGCTCCAGCTCTCCAAATG 498 (Singh et al., 2015a)
Xa2l pTA248 (STS) AGACGCGGAAGGGTGGTTCCCGGA AGACGCGGTAATCGAAGATGAAA 982 (Singh et al., 2015a)




Table S2: Information on primer sequences of the genes used for quantitative real-time
PCR analysis of resistant and susceptible rice cultivars

Gene Primer Forward (5'~3") Primer Reverse (5'~3") Expected  Product
size

OsUBI GACGGACGCACCCTGGCTGA TGCTGCCAATTACCATATAC 395

OsJAZ8 GTTACCCACCTCAGCCTCAC TTTATACGGCGAAACCGAAC 100

OsPRla AGTTCGTCGAGCAGGTTATC AGATTGGCCGACGAAGTTG 200

OsPR10b  TGTGGAAGGTCTGCTTGGA CACTCGTGAAGCAAAAACAC 133

OsWRKY4  GGACCAGGGCGATGTCACGT TGTCCATCCATGATTCTTCG 117
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Fig. S1: 16srRNA alignment of sequencing results confirming the K1 strain of Xoo

Xanthomonas oryzas strain LME 5047 165 ribosomal RMA gene,
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Fig. S2: STS/SSR marker analysis of 10 rice cultivars. A 3% agarose gel was used to
visualize absence or presence of selected markers. If a marker was visible, the exact size of
the band was marked as present, and if not then absent. (A) Xa2 BLB resistant marker is
present if above 154 bp. (B) Xa4 present above 160 bp (C) xa5 present above 139 bp, (D)
xal3 present above 498bp and (E) Xa21 present above 982bp.
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Fig. S3: Phenotypic evaluation of symptoms of different cultivars after inoculation with
Xoo



