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Supporting Figure S1: Strategy used for PCR screening of Xoc isolates. Genes comprising the GA biosynthetic
operon are indicated in black blocks. Grey bars represent overlapping amplification products. Primers are

indicated as dashed arrows (primer sequence can be found in Table S1).

Supporting Table S1: Primers used in this study

Primer Primer sequence (5" to 3°) Product
ID Forward Reverse (SI;zpe)
Cloning Xoc genes for heterologous expression
Xoc CYP117 CACCATGGACGTGCTGCGCAACCC TCATGCGAAGCCGATATGGACGG
Xoc CYP114 CACCATGGCCGTACAAGCAGCACACAG TCAGCCATCGTGCACCGCC
Xoc Fdga TCACATCGTCCCATCGTGGCC

Xoc SDRga CACCATGGGACGATGTGAAGGCAAAGTGG TCAGCGATCCACCCCGACG
Xoc CYP112 CACCATGTCAGACGATCCGTTGCCGATGC TCACCAGCGAACCGGGAACG
Xoc CYP115 CACCATGTGGCCTGAAAGCGATCATTGTG CTAGACGGCAGAAGGGCGAAAGGTGATC

GA biosynthetic operon screening

Fragment 1 TCCGCGAGGTAATACCTAATCCAGTG CCGCTGCTGCATTTCTC 4929
Fragment 2 CTGGCTCGAACACATTGATA ACCGTACTGGGAGGATTGA 5045
Fragment 3 GCGGGGCCGAAGTCC CGCCGCTGCCTTAGATGT 4146
Fragment 4 GCGTCGGCGGCTCCTT GGTCGGGGCTAATCAGGTTCT 3001
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Supporting Figure S2: Mass spectra of peaks from GC-chromatograms. Mass spectra of peaks shown in Figure 2

and Supplemental Figure 2 were compared to the mass spectra of the corresponding authentic standards to confirm

their identity.
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Supporting Figure S3: Activity of recombinant XocCyp117, Cyp114+/-Fdgs and Cyp112. GC-MS chromatograms of

hexane extracts from E. coli cultures expressing the indicated enzymes and chromatograms of standard compounds

as a reference. Just as with B. japonicum and S. fredii (Nett et al., 2016), ent-7a-hydroxykaurenoic acid is not further

transformed by cultures co-expressing CYP114 and Fdga.
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Supporting Figure S4: Insertional sequence (IS) elements flanking the GA biosynthetic operon in Xoc the indicated

isolates.

Supporting Table S2. Isolates of X. oryzae pv. oryzicola screened for GA biosynthetic operon.

Xanthomonas XODB
Year Country Town Province Host fragments
Isolate 1 2 3 4

oryzae pv. oryzicola

MAI_03 2003 Mali O. du Niger Niono O. sativa
MAI_04 - Mali - - -

MAI_05 Mali B
MAI_06 - Mali - - - B
MAI_07 2003 Mali O. du Niger Niono o. sativa Jamajigi ||| j NI
MAI_10° 2003 Mali  O.du Niger Niono osativa || |IENIEIENGEIN
MAI_11 2003 Mali  O.du Niger Niono O.sativa B
MAI_16 2009 Mali O. du Niger Molodo O.sativa [ ] ] ]
MAI_18 2009 Mali O. du Niger Kogoni O.longistaminata ----
MAI_19 2009 Mali O. du Niger Kogoni O.longistaminata ----
MAI_20 2009 Mali O. du Niger Kogoni O.longistaminata ----
MAI_21 2009 Mali O. du Niger Kogoni O.longistaminata ----
MAI_22 2009 Mali O. du Niger Kogoni ovarthii | R
MAI_23 2009 Mali  O.du Niger Kogoni ovarthii || R
MAI_24 2009 Mali 0. du Niger Kogoni ovarthii | R
MAI_25 2009 Mali O. du Niger Kogoni O.longistaminata ----
MAI_26 2009 Mali 0. du Niger Macina O.sativa [ ] ] ]
MAI_28 2009 Mali  O.du Niger Macina O.sativa [ ] |
MAI_29 2009 Mali O. du Niger Macina O.sativa [ ] ] ]
MAI_30 2009 Mali 0. du Niger Macina O.sativa B
MAI_31 2009 Mali  O.du Niger Macina O.sativa B
MAI_32 2009 Mali  O.du Niger Macina O.sativa [ ] |
MAI_33 2009 Mali 0. du Niger Macina O.sativa B
MAI_34 2009 Mali  O.du Niger Macina O.sativa B
MAI_35 2009 Mali O. du Niger Macina O.sativa B
MAI_36 2009 Mali  O.du Niger Ndebougou ovarthii || R
MAI_37 2009 Mali O. du Niger Niono O.sativa

MAI_38 2009 Mali Koulikoro Dialakoroba O.sativa
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Thai Xoo12 - Thailand

KACC10331° Korea

PXO99A? 1980  Philipines

PX086" 1977  Philipines

PX0282" 1990  Philipines

PX083* 1976  Philipines  Nueva Ecija

AX0O1947% 2015  Cameroon

PX0602° 2006  Philipines

PX071% 1974 Philipines

PX0236" 1989  Philipines

PX0O1452 1982 Philipines

PX0211% 1989  Philipines

PX0524% 1994  Philipines

PX0563% 1998  Philipines
campestris pv. leersiae

BAI23 2009 Burkina Cascades Karfiguela Weeds | |
oryzae

US-X8-1A USA  Lousiana Rice [ ]

& Genome published
® Genome sequenced (personal communication A. Bogdanove)
°Town of collection unknown

Sinorizobium fredii NGR234

42
Cyp115 lost Mesorhizobium loti MAFF303099
100
Bradyrhizobium japonicum USDA110
Xanthomonas translucens pv. graminis ART Xtg-29
100
Xanthomonas translucens pv. translucens DSM18974
Xanthomonas oryzae pv. oryzicola BLS256
100
0.02 |-Xanthomonas oryzae pv. oryzicola BXOR1

Supporting Figure S5: Phylogeny of the GA biosynthetic operon. Unrooted Maximum likelihood phylogenetic tree
of the concatenated amino acid sequence spanning CYP112 to KS, which includes the proteins found in all examples
of the GA biosynthetic operon (the scale bar represents substitutions per site). These sequences were aligned in
MEGA 7 using the Muscle algorithm, the phylogenetic tree was constructed and tested with the bootstrap method
(1,000 replicate runs) in the same program using the Maximum likelihood algorithm with the JTT model and gamma
distribution including all sites.
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