
 

FIG S1 Sequence alignment of the PDH (WP_011668081) from L. brevis ATCC367, 

PDH (YP_004889896) from L. plantarum WCFS1, PDH (WP_045807982) from L. 

buchneri CD034 and PDH (WP_014939653) from L. spicheri DSM 15429. The PDH 

of L. brevis ATCC367 shared 93.26%, 72.12% and 63.98% identities to the PDHs of L. 

spicheri DSM 15429, L. buchneri CD034 and L. plantarum WCFS1 



 



 



 

FIG S2 Sequence alignment of the POX (WP_011667107) from L. brevis ATCC367, 

POX1 (YP_004888816), POX2 (YP_004888818), POX3 (YP_004890281), POX4 

(YP_004891062), POX5 (YP_004891064) from L. plantarum WCFS1, POX 

(WP_056963531) from L. spicheri DSM 15429, POX1 (WP_014939235), POX2 

(WP_014939725), POX3 (WP_014940497), POX4 (WP_014940827) from L. 

buchneri CD034. Among these sequences, the POX of L. brevis ATCC367 was closed 



to the POX2 of L. plantarum WCFS1, POX1 of L. buchneri CD034 and POX from L. 

spicheri DSM 15429, with 86.2%, 75.43% and 73.08% identities. 


