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Figure S8 Amino acid sequence alignments for Egl and comparison with same gene in different strains. In which Egl stand for endoglucanase in this study; JTYP2 for endoglucanase gene of Bacillus velezensis JTYP2 (CP020375.1) (complete gene); AS43.3 for Bacillus velezensis AS43.3 (CP003838.1), and 168 for Bacillus subtlis 168 (AL009126.3). 
Protein secondary structure of Egl was predicted by PSIPRED. Helix, strand and coil was showed on top of aa sequence.
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Egl MKRSISIFITCLLIAVLTMGGLLPSPTSAARTKTPVAKNGQLS IKGTQLVNRDGKAVQLK 60
JTYP2 MKRSIS IF ITCLLIAVLTVGGLLPSPASAGTKTPVAKNGQLS IKGTQLVNADGKAVALK 60
AS43.3 MKRSISIFITCLLIAVLTVGGLLSPASAAGTKTPVAKNGALSLKGTALVNRDGKAVALK 60
168 MKRSIS I 1TCLLITLL VGGl PASAGTKTPVAKNGQLS IKGTQLVNRDGKAVALK 60
s + ks ohk :
gl GISSHGLAWYGDEVNKDSLKVLRDDHG ITVFRAAMYTADGGY IDNPSVKNKVKEAVEAAK 120
JTYP2 GISSHGLAWYGDEVNKDSLKVLRDDHG ITVFRAAMYTADGGY IDNPSVKNKVKEAVEAAK 120
AS43.3  GISSIIGLQWYGDFVNKDSLKWLRDDVG ITVFRAAMYTADGGYIDNPSVKNKVKEAVEAAK 120
168 GISSHGLAWYGENVNKDSLKVLRDDHG ITVFRAAMYTADGGY IDNPSVKNKVKEAVEARK 120
gl LG LYV LLDVLLNDGNPNQNKEKAKEFTKEMSSLYGNTPNVI YE LANGPNGDVNWRD T 150
JTYP2 LG LYV LLDVLLNDGNPNQNKEKAKEFTKEMSSLYGNTPNVI YE LANGPNGDVNWRD T 180
AS43.3  ELGIYVIIDVIILNDGNPNGNKEKAKEFFKEVSSLYGNTPNVLYE IANEPNGDVNVKRDL 150
168 LG LYV LLDVLLNDGNPNQNKEKAKEFTKEMSSLYGNTPNVI YE LANGPNGDVNWRD T 150
gl KPYAEEVISVIRKNDPDNI 11VGTGTHSQDVNDAADDQLKDANVMYALIFY AGTIIGQFLR 210
JTYP2 kevasevisviropofLIveTeTisapvNpaspbaLKDANWYALIFY AGTHG LR 210
AS43.3  KPYAEEVISVIRKNDPDNILIVGTGTHSQDVNDJADDQLKDANVY ALIFYAGTIGQFLR 210
168 KPYAEEVISVIRKNDPDNI 11VGTGTHSQDVNDAADDQLKDANVMYALIFY AGTIGQFLR 210
Kok
Egl DKANYALSKGAPIFVTEVGTSDASGNGGVELDQSRENLNYLDSKN ISWVNWNLSDKQESS 300
JTYP2 DKANYALSKGAPIFVTENGTSDASGNGGVELDQSRENLNYLDSKELSWVNWNL SDK 300
AS43.3  DKANYALSKGAPIFVTENGTSDASGNGGVFLDQSREVLNYLDSKESWVNWNLSDK 300
168 DKANYALSKGAPIFVTEVGTSDASGNGGVELDQSRENLRYLDSKLswNwaL spkaEss 300
Egl SALKPGASKTGGNPLTDLTASGTFVRENIRGTKDLTKDGPETPAQDNPTQEKGVSVQYKA 360
JTYP2 saLkpeaskToanpLSDLTASGTEVREN RERkos TkoffPETPAQDNPTQEKGVSVQYKA 360
AS43.3  STLKPGASKTGGWPLTDLTASGTRVRENLRGTKDS TGP TP AGDNPTQEKGVSVQYKA 360
168 sakpcaskroonflLsoLSaseeveen florkos troffpeTeSKDke TG 1sverRA 360
EH Kok ok ok Tk Tk Tk
gl GDGRVNSNQIRPQLILKNGNATVDLKDVT ARV NaKNKGovcovaauccosL ik 120
JTYP2 oclvsNQIRPQLITKNGNFTVDLKDVTARYIY NAKNKGONEDCDY AQEGCRNL TIK 120
AS43.3 GDGRVNSNQIRFJLILLKNNGNATVDLKDVTARYWYNAKNKGONFDCDY AQUGCGNLTIIKE 120
168 oG JBNSNQIRPQLQTKNGNETVDLKDVTARYIY KAKNKGONFDCDY AQLGCGNVTIKE 420
ok £ : B . sdok, kK
gl VILUKPKAGADTYLELGFKTGTLSPGASTGNL QLRLINDDWSNYAQSGDYSFTQSNTFKT 180
JTYP2 VILUKPKAGADTYLELGFKGTLSPGASTGN L QLRLINDDWSNYAQSGDYSFTQSNTRKT 180
S43.3  VILIKPKQGADTYLELGFKTGTLSPGASTGNIELRLINDDNSNYAQSGDYSFFQSNTFKT 180
168 VILIKPKAGADTYLELGFKTLAPGASTGN L QLRLINDDWSNYAQSGDYST 180
- dokok

il TRK ITLYIQGKLIWGTEPN 199

168 ik TLyfockLINGTERN 199

TYP2 TRK ITLYIQGKLIWGTEPN 199

S43.3  TRKITLVIQGKLIWGSEPN 199
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