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Figure S1. "H NMR spectrum of Chloramphenicol-borate ester (2) in CD;CN, in 600 MHz.
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Figure S2. 3C NMR spectrum of Chloramphenicol-borate ester (2) in CD;CN, in 150 MHz.
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Figure S3. 'H NMR spectrum of Chloramphenicol-phenyl boronate ester (3) in CD;CN, in 600 MHz.
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Figure S4. 3C NMR spectrum of Chloramphenicol-phenyl boronate ester (3) in CD;CN, in 150 MHz.
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Forward primer based sequencing data of chloramphenicol acetyl transferase obtained from P.

Ss.
aeruginosa SS3.
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Figure S6. Reverse primer based sequencing data of chloramphenicol acetyl transferase obtained from P.

aeruginosa SS3.
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Contig result of obtained sequences from Pseudomonas aeruginosa strain SS3,
Chloramphenicol acetyl transferase

ATGGGCAACTATTTCGAGAGCCCATTCAGGGGCAAGCTGCTCTCGGAACAGGTCAGCAACCCGAACAT
ACGGGTGGGGCGCTACAGCTACTACTCCGGCTACTATCACGGGCATTCCTTCGACGACTGCGCCCGCT
ACCTGATGCCGGACCGCGACGACGTGGACAAGCTGGTCATCGGCAGTTTCTGCTCGATCGGCAGTGGC
GCCGCCTTCATCATGGCCGGCAACCAGGGACACCGCGCCGAATGGGCGTCGACCTTCCCCTTCCACTT
CATGCACGAAGAGCCTGCCTTCGCCGGCGCCGTGAACGGCTATCAGCCAGCGGGCGACACGCTGATCG
GCCATGACGTCTGGATCGGTACCGAGGCGATGTTCATGCCCGGCGTACGGGTCGGCCACGGAGCCATC
ATCGGCAGCCGCGCGCTGGTGACCGGCGATGTCGAGCCCTATGCCATCGTCGGCGGTAACCCGGCCCG
GACCATTCGTAAGCGCTTTTCCGATGGCGATATCCAGAACCTGCTGGAAATGGCCTGGTGGGACTGGC
CACTGGCCGATATCGAGGCAGCCATGCCACTGCTGTGTACTGGGGATATCCCCGCTCTTGTACCAGGC
ACTGGAAACAGCGCCAGGCCTCGGCCTGA

Figure S7. Homology analysis of the obtained sequence of catB gene from P. aeruginosa EXRI1.

’ & NCBI BlastNucleotide Sec X Y

€ 9 C # [ blastnchinim.nih.gov/Blastcgi#alnHdr 1013864167 ok =
{5 Alignments B

BiDownload + GenBank Graphics ¥ Next 4 Descriptions

Pseudomonas aeruginosa strain N17-1, complete genome

Sequence ID: CP014948 1 Length: 6370730 Number of Matches: 1

Related Information

Rangal 4837043 to 4837681 GenBank a_raM

Score Expect Tdentities Gaps Strand

1166 bits(631) 0o £38/641(99%) 2/641{0%) Plug/Plus

Features: Chloramphenicol acetyltransferase

Query 18 ATGGGCAACTATTTCGAGAGCCCATTCAGGGGLAAGCTGCTCTCOGAACAGATCAGCAAC 69

Sesct a3 KMGSHMCHATHUGAAMALHELMTALTEL Bt assraen

Query 78 CCGAACATACGGGTERGGCOCTACAGCTACTACTCCGGCTACTATCACGGGCATTCCTTC 129

Seict 267100 CAATACKACT AR A Ao ARG sz

Query 139 GACGACTOCGCCCACTACCTAATACCAGACCOLGACGACGTOOACARGCTGATCATCGOL 189

sesct amnes Gieamthiescttb eI HEEMCGIA sssrre

Query 198 AGTTTCTGCTCRATCGGECAGTRGCGCCGCCTTCATCATOGCCAGCAACCAGGOACACCGE 249

Sefct 437225 MOHHCHACHCOATLAMA GG A R LORUMCAGGAALRL ass7282

Query 259 GCCGAATGEGCGTCEACCTTCCCCTTCCACTTCATGCACGAAGAGCCTRCCTTCOCCGRL 389

suict 43285 GLEOMHsaeatAHUHUAHEROUERE A sss7see

Query 319 GCCATEAACGECTATCAGCCAGCGGGCGACACOCTGATCOOCCATGACGTCTARATCGOT 369

sesct ams GLEaHMcao A et AL ARG I assrae

Query 370 ACCGAGGLGATATTCATGCCCGGCATACGGATCGRCCACGOAGCCATCATCGOCAGCCGE 429

oo s, WD e

Query 432 GCOCTOaTEACCOACAATATCGAGCCCTATACCATCGTCOACAATARCCCOACCCGOACE 489

Seict a3 GLRLHEBTOACCRAUACH Ghace LSttt assrsze

Query 498 ATTCOTAAGCGCTTTTCCGATOACGATATCCAGRACCTGLTGRARATGGCCTOGTGEGAC 549

sesct amszs MRCbtakscoc UGS et el assrses .
| Contig fungal seque..TXT 7| || contig sequences _ch..txt |~ ¥ Showall downloads.. X
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http://www.rcsb.org/pdb/search/smartSubquery.do?smartSearchSubtype=StructureKeywordsQuery&display=true&struct_keywords.pdbx_keywords.value=ACETYLTRANSFERASE&struct_keywords.pdbx_keywords.comparator=contains

