Supplementary Figure S3
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Query_ON462269 (+)
mod_pdb-7D88-A +)
mod_sp-A3DHO7.1+)
mod_sp-P10478.3(+)
mod_sp-Q12603.1(+)
mod_sp-069230.1(+)
mod_sp-P45703.1(+)
mod_sp-P49942.1(+)
mod_sp-Q60041.1(+)
mod_sp-BAXVNT.1+)
mod_sp-P26514.2(+)
mod_sp-P07986.1(+)
mod_sp-069231.1(+)
mod_sp-Q60042.1(+)
mod_sp-P23030.2(+)
mod_sp-P07528.1(+)
mod_sp-P48789.1(+)
mod_sp-P40944.1(+)
mod_sp-P40943.1(+)
mod_sp-DSEY13.14)
mod_sp-Q60037.1(+)
mod_sp-C6CRVO.1+)

Aminoacid sequence alignment of BsXyn10 with other bacterial GH10 endo-xylanases, using NCBI Multiple Sequence Alignment Viewer Version 1.22.0.
Used sequences were obtained from PDB and UniprotKB/Swiss-Prot databases based on maximum sequence identity with BsXyn10. Identical aminoacids
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are depicted in grey bars.

379

| End \Organism \ Identity \ Coverage
379 100.00 100.00
397  Bacillus sp. (in: Bacteria) 89.18 100.00
373 Acetivibrio thermocellus... 47.86 98.42
240  Acetivibrio thermocellus... 31.40 63.32
262  Dictyoglomus thermophil... 30.71 69.13
220  Paenibacillus barcinone... 30.36 57.78
211 Geobacillus stearother... 30.28 55.67
230  Bacteroides ovatus 30.04 59.89
248 Thermotoga neapolitana 29.80 64.38
260  Streptomyces sp. 29.39 68.60
256 Streptomyces lividans 29.28 67.55
260  Cellulomonas fimi 28.14 68.60
232 Paenibacillus barcinone... 27.69 59.89
268  Thermotoga neapolitana 27.68 70.71
227  Cellvibrio japonicus Ued... 27.00 59.89
218 Halalkalibacterium halod... 26.91 56.73
200  Prevotella ruminicola 26.73 52.77
281 Caldicellulosiruptor sp. R... 26.39 74.14
245 Geobacillus stearother... 26.32 64.84
210 Prevotella ruminicola 23 286.27 55.41
306  Thermotoga maritima M... 25.57 80.74
306  Paenibacillus sp. JDR-2 24.68 80.74



