
S1 Text 
 
Table A. Essential genes for capsule production. The order corresponds to the order in 

the biosynthesis chain. The references correspond to published studies providing 

experimental evidence that these genes are essential for capsule production. ND stands for 

undetermined. 
Gene name Order  Function Reference 

galF ND UTP-glucose-1-phosphate uridylyl transferase [1–3] 

cpsACP ND Acid phosphatase homolog [2,4] 

wza 7 Outer membrane export protein [2,4–6] 

wzb 5 Protein-tyrosine phosphatase [2,4,6] 

wzc 5 Protein-tyrosine kinase [2,4,6] 

wzy 4 Capsule repeat-unit polymerase [2,4,6] 

wzx 3 Flippase [2,4,6,7] 

wzi 6 Outer membrane protein, surface assembly of capsule [2,4,6] 

wcaJ 1 Undecaprenyl-phosphate glucose phosphotransferase, initiating glycosyltransferase [2,4–6,8] 

wbaP 1 Undecaprenyl-phosphate galactose phosphotransferase, initiating glycosyltransferase [2,4–6] 

gnd ND 6-phosphogluconate dehydrogenase [1,2] 

 

  



Table B. Strains used in this study 
 

Strain 

number 

Strain name Species ST 

 

Capsule 

locus type 

Country Isolation Accession 

24 342 K. variicola ST146 KL30 USA Corn GCF_001913175.1 

26 BJ1 K. pneumoniae ST380 KL2 France Liver abscess GCF_900978065.1 
 

56 NTUH K2044 K. pneumoniae ST23 KL1 Taiwan Liver abscess GCF_000009885.1 
 

58 SB4454 – CG43 K. pneumoniae ST86 KL2 Taiwan Liver abscess 
NC_022566, NC_005249, 

SAMEA2633716 
 

63 NJST258-1 K. pneumoniae ST258 KL107 USA Urinary tract GCF_000598005.1 

208 SB32 K. pneumoniae ST20 KL111 Germany Blood SAMEA8547061 

210 CIP 52.229 - SB3260 K. pneumoniae ST59 KL24 NA NA SAMEA8547063 

212 SB5199 K. pneumoniae ST2435 KL30 France Poultry (carriage) SAMEA8547062 

213 SB5701 K. pneumoniae ST16 KL107 Cambodia  SAMEA5753389 

100 E. coli S17 MFD λpir E. coli    Laboratory strain [9] 

287 E. coli DH5⍺	λpir E. coli    Laboratory strain   

 

 

  



Table C. Plasmids used in this study 

Plasmid name Resistance Reference 

pKNG101 Tet [10] 

pZE12-CFP Km [11] 

pMEG-Mob Km This study 

 

 

 

  



Table D. Primers used for pMEG-Mob construction 
Primer name Direction Sequence 

pKNG_pCONJ-R Reverse GACGAAAGGGCCTCGTGATAGAGGCCGGGTTAAGAGTT 

pZE12_pCONJ-R Reverse ACCCAAACAGTAGAATTCCCTCCCTTAACGTGAGTTTTCGTTC 

pKNG_pCONJ-F Forward CGAAAACTCACGTTAAGGGAGGGAATTCTACTGTTTGGGTGT 

pZE12_pCONJ-F Forward CCAACTCTTAACCCGGCCTCTATCACGAGGCCCTTTCGTC 

pCONJ_verif-F Forward GATGGCTACCAAGGCGAAGAA 

pCONJ_verif-R Reverse CTCGCCGCAGCCGAACGCCTAG 
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