Supplementary Table 3: Other mutated Protein-Ligand interaction details.
	1FCE

	Mutation
	Ligand
	Swiss Param Score
	AC score
	Cavity 
volume (Å3)
	Center
(x, y, z)
	Docking size
(x, y, z)
	Contact Residues

	Asn178Lys

	Cellulose
	-7.3989
	118.825092
	9302
	68, 85, 53
	35, 35, 35
	Chain A: ALA45 PRO46 GLU55 ALA109 THR110 TYR111 ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 LEU125 TRP154 LYS178 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 GLN194 PHE212 THR213 GLN222 LYS224 TYR225 THR226 ASN227 ALA228 PRO229 ASP230 LYS274 TYR275 TRP298 TYR299 ALA301 TRP302 TRP310 TRP312 ILE314 HIS318 TYR323 THR375 SER377 TRP378 ASN379 GLY380 ARG381 TYR397 VAL398 GLU399 ASN400 PRO401 VAL402 TYR403 ALA404 TRP411 MET414 TRP417

	Asn227Arg

	
	-7.3950
	110.087207
	9352
	68, 85, 53
	35, 35, 35
	Chain A: PRO108 ALA109 THR110 TYR111 ALA112 PRO113 GLU114 PHE115 TYR121 SER123 LEU125 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 GLN194 PHE212 THR213 ASP215 GLN222 LYS224 TYR225 THR226 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 HIS318 VAL402 TYR403

	Asp230Glu
	
	-7.2366
	119.908183
	9352
	68, 85, 53
	35, 35, 35
	Chain A: THR110 ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 LEU125 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLN185 GLU186 GLN194 PHE212 THR213 GLN222 LYS224 TYR225 THR226 LYS274 TYR275 TRP298 TYR299 ALA301 TRP312 ILE314 HIS318 THR375 SER377 TRP378 ASN379 GLY380 TYR397 VAL398 GLU399 ASN400 PRO401 VAL402 TYR403

	Gln181Leu
	
	-7.2944
	113.896107
	9361
	68, 85, 53
	35, 35, 35
	Chain A: GLU44 ALA45 PRO46 GLU55 ALA109 THR110 TYR111 ALA112 PRO113 GLU114 PHE115 TYR121 SER123 LEU125 TRP154 ASN178 PHE180 LEU181 ARG182 GLY183 GLU184 GLU186 SER187 THR188 PHE212 THR213 GLN222 LYS224 TYR225 THR226 ASN227 ALA228 PRO229 ASP230 ALA231 ARG234 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 HIS318 TYR323 VAL402 TYR403 ALA404 ASP405 PRO406 GLY407 SER408 TRP411 MET414 TRP417

	His318Arg
	
	-7.4900
	109.866193
	6531
	68, 85, 53
	35, 35, 35
	Chain A: ALA109 THR110 TYR111 ALA112 PRO113 GLU114 PHE115 TYR121 SER123 LEU125 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLN185 GLU186 LEU209 PHE212 THR213 GLN222 PHE223 LYS224 TYR225 THR226 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 SER316 ARG318 VAL402 TYR403

	Phe180Trp
	
	-7.5984
	115.441646
	9701
	68, 85, 53
	35, 35, 35
	Chain A: GLU44 ALA45 PRO46 THR53 GLU55 ALA109 THR110 TYR111 ALA112 PRO113 GLU114 PHE115 TYR121 SER123 LEU125 TRP154 ASN178 THR179 TRP180 GLN181 ARG182 GLY183 GLU184 GLN185 GLU186 SER187 THR188 TRP189 THR191 GLN194 LEU209 PHE212 THR213 GLN222 PHE223 LYS224 TYR225 THR226 ALA228 ASP230 LYS274 TYR275 TRP298 TYR299 ALA301 TRP312 ILE314 TYR323 TYR403 ASP405 PRO406 GLY407 SER408 ASN409 THR410 TRP411 MET414 TRP417

	Pro229Ala
	
	-7.2391
	117.778879
	9352
	68, 85, 53
	35, 35, 35
	Chain A: THR110 ALA112 PRO113 GLU114 TYR121 SER123 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 GLN185 GLU186 PHE212 THR213 LYS224 TYR225 THR226 LYS274 TYR275 TRP298 TYR299 ALA301 TRP302 TRP312 ILE314 HIS318 VAL402 TYR403

	Trp154Ala
	
	-7.4772
	115.130056
	9095
	68, 85, 53
	35, 35, 35
	Chain A: HIS36 ALA45 PRO46 THR53 SER54 GLU55 ALA56 PRO108 ALA109 THR110 TYR111 ALA112 PRO113 GLU114 TYR121 SER123 LEU125 HIS153 ALA154 ILE155 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 PHE212 THR213 ASP215 ALA220 GLN222 LYS224 TYR225 THR226 ASN227 ALA228 PRO229 ASP230 ALA231 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 SER316 HIS318 TYR323 VAL402 TYR403 MET414 TRP417

	Trp298Tyr
	
	-7.4998
	113.066022
	9352
	68, 85, 53
	35, 35, 35
	Chain A: ALA109 THR110 TYR111 ALA112 PRO113 GLU114 PHE115 TYR121 SER123 LEU125 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 PHE212 THR213 GLN222 LYS224 TYR225 THR226 LYS274 TYR275 TYR298 TYR299 ALA301 TRP302 TRP310 TRP312 ILE314 HIS318 VAL402 TYR403

	Tyr299Glu
	
	-7.1151
	116.495848
	9749
	68, 85, 53
	35, 35, 35
	Chain A: ALA109 THR110 TYR111 ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 LEU125 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 PHE212 THR213 GLN222 THR226 LYS274 TYR275 TRP298 GLU299 ALA301 TRP310 TRP312 ILE314 GLY315 SER316 HIS318 THR375 SER377 TRP378 ASN379 GLY380 TYR397 VAL398 GLU399 ASN400 PRO401 VAL402 TYR403 ALA404

	Tyr323Trp
	
	-7.0998
	118.831384
	9352
	68, 85, 53
	35, 35, 35
	Chain A: ALA109 THR110 TYR111 ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 LEU125 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 PHE212 THR213 GLN222 LYS224 TYR225 THR226 LYS274 TYR275 TRP298 TYR299 ALA301 TRP312 ILE314 HIS318 THR375 SER377 TRP378 ASN379 GLY380 TYR397 VAL398 GLU399 ASN400 PRO401 VAL402 TYR403

	Tyr403Phe
	
	-7.2312
	109.155685
	9345
	68, 85, 53
	35, 35, 35
	Chain A: THR110 ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 LEU125 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 GLN194 LEU209 PHE212 THR213 GLN222 LYS224 TYR225 THR226 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 HIS318 THR375 SER377 TRP378 ASN379 GLY380 TYR397 VAL398 GLU399 ASN400 PRO401 VAL402 PHE403


	Val402Leu
	
	-7.1293
	118.772740
	9336
	68, 85, 53
	35, 35, 35
	Chain A: ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 PHE212 THR213 LYS224 TYR225 THR226 LYS274 TYR275 TRP298 TYR299 ALA301 TRP302 TRP312 ILE314 HIS318 THR375 SER377 TRP378 ASN379 GLY380 TYR397 VAL398 GLU399 ASN400 PRO401 LEU402 TYR403

	Arg167Lys
	AVICEL
	-8.3468
	140.704834
	9352
	68, 85, 53
	35, 35, 35
	Chain A: HIS36 VAL43 GLU44 ALA45 PRO46 THR53 SER54 GLU55 ALA109 THR110 ALA112 PRO113 GLU114 TYR121 SER123 LEU125 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 SER187 THR188 TRP189 LEU209 PHE212 THR213 GLN222 LYS224 TYR225 THR226 ALA228 ASP230 ALA231 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 HIS318 TYR323 VAL402 TYR403 ASP405 PRO406 GLY407 SER408 THR410 TRP411 MET414 ARG549

	Asp94Glu
	
	-8.5543
	133.854994
	9352
	68, 85, 53
	35, 35, 35
	Chain A: HIS36 VAL43 GLU44 ALA45 PRO46 GLU55 ALA109 THR110 ALA112 PRO113 GLU114 TYR121 SER123 LEU125 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 SER187 THR188 TRP189 LEU209 PHE212 THR213 GLN222 LYS224 TYR225 THR226 ASP230 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 TYR323 VAL402 TYR403 ASP405 PRO406 GLY407 SER408 THR410 TRP411 MET414 ARG549 TRP611

	Gln86Ala
	
	-8.7295
	131.044562
	9352
	68, 85, 53
	35, 35, 35
	Chain A: HIS36 VAL43 GLU44 ALA45 PRO46 THR53 SER54 GLU55 ALA109 THR110 ALA112 PRO113 GLU114 TYR121 SER123 LEU125 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 SER187 THR188 TRP189 LEU209 PHE212 THR213 GLN222 LYS224 TYR225 THR226 ASN227 ALA228 ASP230 ALA231 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 HIS318 TYR323 VAL402 TYR403 ASP405 PRO406 GLY407 SER408 ASN409 THR410 TRP411 MET414 ARG549 TRP611

	Leu156Ala
	
	-8.5311
	136.412932
	9352
	68, 85, 53
	35, 35, 35
	Chain A: HIS36 VAL43 GLU44 ALA45 PRO46 THR53 SER54 GLU55 LYS107 PRO108 ALA109 THR110 ALA112 PRO113 GLU114 TYR121 SER123 LEU125 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 SER187 THR188 TRP189 LEU209 PHE212 THR213 ASP215 GLY217 THR218 PRO219 ALA220 GLN222 LYS224 TYR225 THR226 ASN227 ALA228 PRO229 ASP230 ALA231 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 SER311 TRP312 ILE314 HIS318 TYR323 VAL402 TYR403 ASP405 PRO406 GLY407 SER408 TRP411 MET414 ARG549

	Lys93Arg
	
	-8.4290
	121.313645
	9352
	68, 85, 53
	35, 35, 35
	Chain A: HIS36 VAL43 GLU44 ALA45 PRO46 GLU55 ALA109 THR110 ALA112 PRO113 GLU114 TYR121 SER123 LEU125 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 SER187 THR188 TRP189 LEU209 PHE212 THR213 GLN222 LYS224 TYR225 THR226 ALA228 ASP230 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 HIS318 TYR323 VAL402 TYR403 ASP405 PRO406 GLY407 SER408 THR410 TRP411 MET414 ARG549

	Ser175Leu
	
	-8.4394
	123.509970
	9352
	68, 85, 53
	35, 35, 35
	Chain A: HIS36 VAL43 GLU44 ALA45 PRO46 THR53 GLU55 ALA109 THR110 ALA112 PRO113 GLU114 TYR121 SER123 LEU125 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 SER187 THR188 TRP189 LEU209 PHE212 THR213 GLN222 LYS224 TYR225 THR226 ALA228 ASP230 ALA231 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 TYR323 VAL402 TYR403 ASP405 PRO406 GLY407 SER408 THR410 TRP411 MET414 ARG549

	Thr91Gln
	
	-8.8050
	139.346420
	9352
	68, 85, 53
	35, 35, 35
	Chain A: HIS36 VAL43 GLU44 ALA45 PRO46 THR53 SER54 GLU55 ALA109 THR110 ALA112 PRO113 GLU114 TYR121 SER123 LEU125 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 SER187 THR188 TRP189 LEU209 PHE212 THR213 ASP215 PRO219 ALA220 GLN222 LYS224 TYR225 THR226 ASN227 ALA228 ASP230 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 SER311 TRP312 ILE314 HIS318 TYR323 VAL402 TYR403 ASP405 PRO406 GLY407 SER408 THR410 TRP411 MET414 ARG549

	Tyr87Gln
	
	-8.3463
	126.706132
	9352
	68, 85, 53
	35, 35, 35
	Chain A: HIS36 VAL43 GLU44 ALA45 PRO46 GLU55 ALA109 THR110 ALA112 PRO113 GLU114 TYR121 SER123 LEU125 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 SER187 THR188 TRP189 GLN194 LEU209 PHE212 THR213 GLN222 LYS224 TYR225 THR226 ALA228 ASP230 LYS274 TYR275 TRP298 TYR299 ALA301 TRP310 TRP312 ILE314 TYR323 VAL402 TYR403 ASP405 PRO406 GLY407 SER408 THR410 TRP411 MET414

	Tyr176Trp
	
	-8.3085
	142.910131
	9352
	68, 85, 53
	35, 35, 35
	Chain A: HIS36 VAL43 GLU44 ALA45 PRO46 THR53 SER54 GLU55 ALA109 THR110 ALA112 PRO113 GLU114 TYR121 SER123 LEU125 TRP154 ASN178 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 SER187 THR188 TRP189 LEU209 PHE212 THR213 GLN222 LYS224 TYR225 THR226 ALA228 ASP230 ALA231 LYS274 TYR275 TRP298 TYR299 ALA301 TRP312 ILE314 HIS318 TYR323 VAL402 TYR403 ASP405 PRO406 GLY407 SER408 THR410 TRP411 MET414

	Arg167Lys
	CMC
	-6.1729
	44.866932
	9352
	68, 85, 53
	35, 35, 35
	Chain A: ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 THR213 THR226 LYS274 TYR275 TRP298 TYR299 HIS318 THR375 SER377 TRP378 ASN379 GLY380 ARG381 VAL398 GLU399 ASN400 PRO401 VAL402 TYR403 ALA404

	Gln86Asp
	
	-6.2536
	42.349621
	9352
	68, 85, 53
	35, 35, 35
	Chain A: ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 THR213 THR226 LYS274 TYR275 TRP298 TYR299 HIS318 THR375 SER377 TRP378 ASN379 GLY380 VAL398 ASN400 PRO401 VAL402 TYR403

	Leu88Ala
	
	-6.1845
	42.995944
	9352
	68, 85, 53
	35, 35, 35
	Chain A: ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLN185 THR213 TYR225 THR226 ASN227 ALA228 LYS274 TYR275 TRP298 TYR299 ALA301 ILE314 SER316 HIS318 THR375 SER377 TRP378 ASN379 GLY380 ARG381 VAL398 ASN400 PRO401 VAL402 TYR403

	Leu156Met
	
	-6.1574
	45.165818
	9352
	68, 85, 53
	35, 35, 35
	Chain A: ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 THR213 THR226 ASN227 ALA228 PRO229 ASP230 LYS274 TYR275 TRP298 TYR299 HIS318 TYR323 THR375 SER377 TRP378 ASN379 GLY380 VAL398 ASN400 PRO401 VAL402 TYR403

	Lys93arg
	
	-6.0597
	44.531544
	9352
	68, 85, 53
	35, 35, 35
	Chain A: GLU55 GLU114 PHE115 GLN116 TYR121 TRP154 ASN178 THR179 PHE180 GLN181 GLY183 GLU184 THR226 ASN227 ALA228 PRO229 ASP230 TRP298 TYR299 HIS318 TYR323 THR375 SER377 TRP378 ASN379 GLY380 TYR397 VAL398 GLU399 ASN400 PRO401 VAL402 TYR403 ALA404

	Pro174Trp
	
	-6.2089
	47.003373
	166
	80, 82, 68
	18, 18, 18
	Chain A: GLN31 GLN86 TYR87 THR91 LYS93 ASP94 LEU156 GLY165 ALA166 ARG167 SER172 LYS173 TRP174 SER175 TYR176

	Thr91Ser
	
	-6.1711
	43.847642
	9352
	68, 85, 53
	35, 35, 35
	Chain A: ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 THR213 THR226 ASN227 ALA228 LYS274 TYR275 TRP298 TYR299 ILE314 HIS318 TYR323 THR375 SER377 TRP378 ASN379 GLY380 ARG381 VAL398 ASN400 PRO401 VAL402 TYR403

	Tyr87Gln
	
	-6.1843
	44.057066
	9352
	68, 85, 53
	35, 35, 35
	Chain A: ALA112 PRO113 GLU114 PHE115 TYR121 SER123 TRP154 ASN178 THR179 PHE180 GLN181 ARG182 GLY183 GLU184 GLU186 THR213 THR226 ASN227 ALA228 LYS274 TYR275 TRP298 TYR299 ILE314 HIS318 TYR323 VAL402 TYR403

	Tyr176Gln
	
	-6.1534
	42.985528
	9352
	68, 85, 53
	35, 35, 35
	Chain A: ALA112 PRO113 GLU114 PHE115 GLN116 TYR121 SER123 PHE180 GLN181 ARG182 GLY183 GLU184 PHE212 THR213 LYS274 TYR275 TYR299 ILE314 HIS318 THR375 SER377 TRP378 ASN379 GLY380 TYR397 VAL398 GLU399 ASN400 PRO401 VAL402 TYR403 ALA404

	1AVA

	Arg128Lys
	Starch
	-6.9824
	112.450543
	918
	42, 70, 113
	17, 17, 25
	Chain A: GLN226 VAL229 ASN230 ASP233 TRP276 TRP277
Chain B: HIS14 ASN15 GLY16 GLY17 TRP18 ASN20 MET23 ASP60 SER62 LYS63 TYR64 GLY65 ASN66 ALA68 GLN69 SER72

	Asp127Glu
	
	-6.9350
	110.991219
	918
	42, 70, 113
	17, 17, 25
	Chain A: GLN223 GLN226 VAL229 ASN230 ASP233 TRP276 TRP277
Chain B: TRP12 HIS14 ASN15 GLY16 GLY17 ASN20 MET23 ASP60 SER62 LYS63 TYR64 GLY65 ASN66 ALA68 GLN69 SER72

	Asp138Glu
	
	-7.3058
	127.048844
	918
	42, 70, 113
	17, 17, 25
	Chain A: GLN226 VAL229 ASN230 ASP233 TRP276 TRP277
Chain B: TRP12 HIS14 ASN15 GLY16 GLY17 ASN20 MET23 ASP60 SER62 LYS63 TYR64 GLY65 ASN66 ALA68 GLN69 SER72

	Cys124Arg
	
	-7.2821
	128.739122
	918
	42, 70, 113
	17, 17, 25
	Chain A: GLN226 VAL229 ASN230 ASP233 TRP276 TRP277
Chain B: TRP12 HIS14 ASN15 GLY16 GLY17 TRP18 ASN20 MET23 ASP60 SER62 LYS63 TYR64 GLY65 ASN66 ALA68 GLN69 SER72

	Glu129Asp
	
	-7.4209
	123.682462
	918
	42, 70, 113
	17, 17, 25
	Chain A: GLN223 GLN226 VAL229 ASN230 ASP233 TRP276
Chain B: HIS14 ASN15 GLY16 GLY17 ASN20 MET23 ASP60 SER62 LYS63 TYR64 GLY65 ASN66 ALA68 GLN69 SER72

	Pro137Ala
	
	-7.4437
	131.482060
	918
	42, 70, 113
	17, 17, 25
	Chain A: GLN226 VAL229 ASN230 ASP233 TRP276 TRP277
Chain B: HIS14 ASN15 GLY16 GLY17 TRP18 ASN20 MET23 ASP60 SER62 LYS63 TYR64 GLY65 ASN66 ALA68 GLN69 SER72

	Lys130Arg
	
	-7.0250
	131.865374
	918
	42, 70, 113
	17, 17, 25
	Chain A: GLN226 VAL229 ASN230 ASP233 TRP276 TRP277
Chain B: HIS14 ASN15 GLY16 GLY17 ASN20 MET23 ASP60 SER62 LYS63 TYR64 GLY65 ASN66 ALA68 GLN69 SER72

	Gly133Ala
	
	-7.4054
	126.631982
	918
	42, 70, 113
	17, 17, 25
	Chain A: GLN226 VAL229 ASN230 ASP233 TRP276 TRP277
Chain B: HIS14 ASN15 GLY16 GLY17 ASN20 MET23 ASP60 SER62 LYS63 TYR64 GLY65 ASN66 ALA68 GLN69 SER72

	Ser132Thr
	
	-7.4704
	122.877014
	918
	42, 70, 113
	17, 17, 25
	Chain A: GLN226 VAL229 ASN230 ASP233 TRP276 TRP277
Chain B: HIS14 ASN15 GLY16 GLY17 ASN20 MET23 ASP60 SER62 LYS63 TYR64 GLY65 ASN66 ALA68 GLN69 SER72

	6M4K

	Trp348Tyr
	Starch
	-6.5788
	114.228643
	236
	-12,41,3
	17,17,17
	Chain A: TYR23 ASP30 ARG268 PHE296 GLY297 GLU298 GLY299 LEU303 SER304 GLY305 PHE306 ALA308 TYR348 ASP349 TYR350 GLY351 HIS352 VAL353 HIS411 ILE415 GLY416 VAL419 ARG434

	Asp349Glu
	
	-6.7334
	113.715284
	230
	-12,41,4
	17,17,17
	Chain A: TYR23 ASP30 ARG268 GLY305 PHE306 ALA308 TRP348 GLU349 TYR350 GLY351 HIS352 VAL353 HIS411 ILE415 GLY416 ARG434


	Tyr350Gln
	
	-6.4385
	117.262970
	237
	-12,41,3
	17,17,17
	Chain A: TYR23 ASP30 ARG268 ASN295 PHE296 GLY297 GLU298 GLY299 LEU303 SER304 GLY305 PHE306 ALA308 TRP348 ASP349 GLN350 GLY351 HIS352 HIS411 ILE415 GLY416 ARG434

	His352Arg
	
	-6.7703
	118.611369
	240
	-12,41,4
	17,17,17
	Chain A: TYR23 ASP30 ARG268 PHE296 GLY297 GLU298 GLY299 LEU303 SER304 GLY305 PHE306 ALA308 TRP348 ASP349 GLN350 GLY351 ARG352 HIS411 ILE415 GLY416 ARG434

	His411Arg
	
	-6.5593
	115.656721
	356
	-13,43,2
	17,17,17
	Chain A: TYR23 ASP30 ARG268 VAL294 ASN295 PHE296 GLY297 GLU298 GLY299 GLY305 PHE306 ALA308 TRP348 ASP349 TYR350 GLY351 HIS352 ARG411 ILE415 GLY416 VAL419 ARG434

	Gly416Ala
	
	-6.8090
	120.955112
	249
	-12,41,3
	17,17,17
	Chain A: TYR23 ASP30 ARG268 ASN295 PHE296 GLY297 GLU298 GLY299 GLY305 PHE306 ALA308 TRP348 ASP349 TYR350 GLY351 HIS352 VAL353 HIS411 ILE415 ALA416 ASN417 VAL419 ARG434

	Val419Leu
	
	-6.6547
	110.701384
	237
	-12,41,3
	17,17,17
	Chain A: TYR23 ASP30 ARG268 ASN295 PHE296 GLY297 GLU298 GLY299 SER304 GLY305 PHE306 ALA308 TRP348 ASP349 TYR350 GLY351 HIS352 HIS411 ILE415 GLY416 LEU419 ARG434












Supplementary Table 4: Identity results of 1FCE and top mutated-proteins.


	1Fce
	100%

	1Fce_Arg167Lys_Avicel
	100%
	100%

	1Fce_Asp94Glu_Avicel
	99.68%
	99.68%
	100%

	1Fce_Gln86Ala_Avicel
	99.68%
	99.68%
	99.68%
	100%

	1Fce_Leu156Ala_Avicel
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	1Fce_Lys93Arg_Avicel
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	1Fce_Pro174Ala_Avicel
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	1Fce_Ser175Leu_Avicel
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	1Fce_Thr91Gln_Avicel
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	1Fce_ArgA167Lys_CMC
	100%
	100%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	1Fce_Asp94Glu_CMC
	99.68%
	99.68%
	100%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	1Fce_GlnA86Asp_CMC
	99.68%
	99.68%
	99.68%
	99.84%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	1Fce_ProA174Trp_CMC
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.84%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	1Fce_Typ323Trp_Cellulose
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	1Fce_Tyr403Phe_Cellulose
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	99.68%
	100%

	
	1Fce
	1Fce_Arg167Lys_Avicel
	1Fce_Asp94Glu_Avicel
	1Fce_Gln86Ala_Avicel
	1Fce_Leu156Ala_Avicel
	1Fce_Lys93Arg_Avicel
	1Fce_Pro174Ala_Avicel
	1Fce_Ser175Leu_Avicel
	1Fce_Thr91Gln_Avicel
	1Fce_ArgA167Lys_CMC
	1Fce_Asp94Glu_CMC
	1Fce_GlnA86Asp_CMC
	1Fce_ProA174Trp_CMC
	1Fce_Typ323Trp_Cellulose
	1Fce_Tyr403Phe_Cellulose

	
	
		IDENTITY STATS

	min      = 99.68
max      = 100
mean     = 99.6952380952383
stddev   = 0.0644699300611222













[bookmark: similarity]Supplementary Table 5: Similarity results of 1FCE and top mutated-proteins


	1Fce
	100%

	1Fce_Arg167Lys_Avicel
	100%
	100%

	1Fce_Asp94Glu_Avicel
	100%
	100%
	100%

	1Fce_Gln86Ala_Avicel
	99.84%
	99.84%
	99.84%
	100%

	1Fce_Leu156Ala_Avicel
	99.84%
	99.84%
	99.84%
	99.68%
	100%

	1Fce_Lys93Arg_Avicel
	100%
	100%
	100%
	99.84%
	99.84%
	100%

	1Fce_Pro174Ala_Avicel
	99.84%
	99.84%
	99.84%
	99.68%
	99.68%
	99.84%
	100%

	1Fce_Ser175Leu_Avicel
	99.84%
	99.84%
	99.84%
	99.68%
	99.68%
	99.84%
	99.68%
	100%

	1Fce_Thr91Gln_Avicel
	99.84%
	99.84%
	99.84%
	99.68%
	99.68%
	99.84%
	99.68%
	99.68%
	100%

	1Fce_ArgA167Lys_CMC
	100%
	100%
	100%
	99.84%
	99.84%
	100%
	99.84%
	99.84%
	99.84%
	100%

	1Fce_Asp94Glu_CMC
	100%
	100%
	100%
	99.84%
	99.84%
	100%
	99.84%
	99.84%
	99.84%
	100%
	100%

	1Fce_GlnA86Asp_CMC
	99.84%
	99.84%
	99.84%
	99.84%
	99.68%
	99.84%
	99.68%
	99.68%
	99.68%
	99.84%
	99.84%
	100%

	1Fce_ProA174Trp_CMC
	99.84%
	99.84%
	99.84%
	99.68%
	99.68%
	99.84%
	99.84%
	99.68%
	99.68%
	99.84%
	99.84%
	99.68%
	100%

	1Fce_Typ323Trp_Cellulose
	100%
	100%
	100%
	99.84%
	99.84%
	100%
	99.84%
	99.84%
	99.84%
	100%
	100%
	99.84%
	99.84%
	100%

	1Fce_Tyr403Phe_Cellulose
	100%
	100%
	100%
	99.84%
	99.84%
	100%
	99.84%
	99.84%
	99.84%
	100%
	100%
	99.84%
	99.84%
	100%
	100%

	
	1Fce
	1Fce_Arg167Lys_Avicel
	1Fce_Asp94Glu_Avicel
	1Fce_Gln86Ala_Avicel
	1Fce_Leu156Ala_Avicel
	1Fce_Lys93Arg_Avicel
	1Fce_Pro174Ala_Avicel
	1Fce_Ser175Leu_Avicel
	1Fce_Thr91Gln_Avicel
	1Fce_ArgA167Lys_CMC
	1Fce_Asp94Glu_CMC
	1Fce_GlnA86Asp_CMC
	1Fce_ProA174Trp_CMC
	1Fce_Typ323Trp_Cellulose
	1Fce_Tyr403Phe_Cellulose

	
	
		SIMILARITY STATS

	min      = 99.68
max      = 100
mean     = 99.8634666666667
stddev   = 0.108862727015875


















Supplementary Table 6: Global similarity results of 1FCE and top mutated-proteins




	
	1Fce
	1Fce_Arg167Lys_Avicel
	1Fce_Asp94Glu_Avicel
	1Fce_Gln86Ala_Avicel
	1Fce_Leu156Ala_Avicel
	1Fce_Lys93Arg_Avicel
	1Fce_Pro174Ala_Avicel
	1Fce_Ser175Leu_Avicel
	1Fce_Thr91Gln_Avicel
	1Fce_ArgA167Lys_CMC
	1Fce_Asp94Glu_CMC
	1Fce_GlnA86Asp_CMC
	1Fce_ProA174Trp_CMC
	1Fce_Typ323Trp_Cellulose
	1Fce_Tyr403Phe_Cellulose

	1Fce
	1
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	1Fce_Arg167Lys_Avicel
	1
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	1Fce_Asp94Glu_Avicel
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99

	1Fce_Gln86Ala_Avicel
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	1Fce_Leu156Ala_Avicel
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	1Fce_Lys93Arg_Avicel
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	1Fce_Pro174Ala_Avicel
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	1Fce_Ser175Leu_Avicel
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	1Fce_Thr91Gln_Avicel
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	1Fce_ArgA167Lys_CMC
	1
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99

	1Fce_Asp94Glu_CMC
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99

	1Fce_GlnA86Asp_CMC
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99

	1Fce_ProA174Trp_CMC
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99

	1Fce_Typ323Trp_Cellulose
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99

	1Fce_Tyr403Phe_Cellulose
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1

	
	
		GLOBAL SIMILARITY STATS

	min      = 0.99
max      = 1
mean     = 0.990285714285716
stddev   = 0.00166598625567009







	











Supplementary Table 7: Identity results of 1AVA and top mutated-proteins.


	1AVA
	100%

	1Ava_Arg128Lys_Starch
	99.87%
	100%

	1Ava_Asp126Arg_Starch
	99.87%
	99.75%
	100%

	1Ava_Asp127Glu_Starch
	99.87%
	99.75%
	99.75%
	100%

	1Ava_Lys130Arg_Starch
	100%
	99.87%
	99.87%
	99.87%
	100%

	1Ava_Pro137Ala_Starch
	99.87%
	99.75%
	99.75%
	99.75%
	99.87%
	100%

	
	1AVA
	1Ava_Arg128Lys_Starch
	1Ava_Asp126Arg_Starch
	1Ava_Asp127Glu_Starch
	1Ava_Lys130Arg_Starch
	1Ava_Pro137Ala_Starch

	
	
		IDENTITY STATS

	min      = 99.75
max      = 100
mean     = 99.8306666666666
stddev   = 0.07307226255944















Supplementary Table 8: Similarity results of 1AVA and top mutated-proteins:


	1AVA
	100%

	1Ava_Arg128Lys_Starch
	100%
	100%

	1Ava_Asp126Arg_Starch
	99.87%
	99.87%
	100%

	1Ava_Asp127Glu_Starch
	100%
	100%
	99.87%
	100%

	1Ava_Lys130Arg_Starch
	100%
	100%
	99.87%
	100%
	100%

	1Ava_Pro137Ala_Starch
	99.87%
	99.87%
	99.75%
	99.87%
	99.87%
	100%

	
	1AVA
	1Ava_Arg128Lys_Starch
	1Ava_Asp126Arg_Starch
	1Ava_Asp127Glu_Starch
	1Ava_Lys130Arg_Starch
	1Ava_Pro137Ala_Starch

	
		SIMILARITY STATS

	min      = 99.75
max      = 100
mean     = 99.9283333333333
stddev   = 0.0764671316463615
















Supplementary Table 9: Global similarity results of 1AVA and top mutated-proteins:


	
	1AVA
	1Ava_Arg128Lys_Starch
	1Ava_Asp126Arg_Starch
	1Ava_Asp127Glu_Starch
	1Ava_Lys130Arg_Starch
	1Ava_Pro137Ala_Starch

	1AVA
	1
	0.99
	0.99
	0.99
	1
	0.99

	1Ava_Arg128Lys_Starch
	0.99
	1
	0.99
	0.99
	0.99
	0.99

	1Ava_Asp126Arg_Starch
	0.99
	0.99
	1
	0.99
	0.99
	0.99

	1Ava_Asp127Glu_Starch
	0.99
	0.99
	0.99
	1
	0.99
	0.99

	1Ava_Lys130Arg_Starch
	1
	0.99
	0.99
	0.99
	1
	0.99

	1Ava_Pro137Ala_Starch
	0.99
	0.99
	0.99
	0.99
	0.99
	1

	
		GLOBAL SIMILARITY STATS

	min      = 0.99
max      = 1
mean     = 0.990666666666666
stddev   = 0.0024944382578493














[bookmark: _Hlk180826177]Supplementary Table 10: Identity results of 6M4K and top mutated-proteins.

	6M4K
	100%

	6m4k_Tyr23Gln
	99.79%
	100%

	6m4k_Asp30Glu
	99.79%
	100%
	100%

	6m4k_Arg268Lys
	99.79%
	99.59%
	99.59%
	100%

	6m4k_Asn295Lys
	99.79%
	99.59%
	99.59%
	99.59%
	100%

	6m4k_Glu298Asp
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	100%

	6m4k_Gly299Ala
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	100%

	6m4k_Leu303Met
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	100%

	6m4k_Gly305Ala
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	100%

	6m4k_Phe306Trp
	13.81%
	13.6%
	13.6%
	13.81%
	13.81%
	13.81%
	13.6%
	13.6%
	13.81%
	100%

	6m4k_Trp348Tyr
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	13.81%
	100%

	6m4k_Asp349Glu
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	13.81%
	99.59%
	100%

	6m4k_Tyr350Gln
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	13.6%
	99.59%
	99.59%
	100%

	6m4k_His352Arg
	99.59%
	99.39%
	99.39%
	99.39%
	99.39%
	99.39%
	99.39%
	99.39%
	99.39%
	13.6%
	99.39%
	99.39%
	99.79%
	100%

	6m4k_His411Arg
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	13.81%
	99.59%
	99.59%
	99.59%
	99.39%
	100%

	6m4k_Gly416Ala
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	13.6%
	99.59%
	99.59%
	99.59%
	99.39%
	99.59%
	100%

	6m4k_Val419Leu
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	13.81%
	99.59%
	99.59%
	99.59%
	99.39%
	99.59%
	99.59%
	100%

	6m4k_Arg434Lys
	99.79%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	99.59%
	13.81%
	99.59%
	99.59%
	99.59%
	99.39%
	99.59%
	99.59%
	99.59%
	100%

	
	6N4K
	6m4k_Tyr23Gln
	6m4k_Asp30Glu
	6m4k_Arg268Lys
	6m4k_Asn295Lys
	6m4k_Glu298Asp
	6m4k_Gly299Ala
	6m4k_Leu303Met
	6m4k_Gly305Ala
	6m4k_Phe306Trp
	6m4k_Trp348Tyr
	6m4k_Asp349Glu
	6m4k_Tyr350Gln
	6m4k_His352Arg
	6m4k_His411Arg
	6m4k_Gly416Ala
	6m4k_Val419Leu
	6m4k_Arg434Lys

	
	
		IDENTITY STATS

	min      = 13.6
max      = 100
mean     = 90.0545751633989
stddev   = 26.9872871060134









Supplementary Table 11: Similarity results of 6M4K and top mutated-proteins.

	6M4K
	100%

	6m4k_Tyr23Gln
	99.79%
	100%

	6m4k_Asp30Glu
	99.79%
	100%
	100%

	6m4k_Arg268Lys
	100%
	99.79%
	99.79%
	100%

	6m4k_Asn295Lys
	99.79%
	99.59%
	99.59%
	99.79%
	100%

	6m4k_Glu298Asp
	100%
	99.79%
	99.79%
	100%
	99.79%
	100%

	6m4k_Gly299Ala
	99.79%
	99.59%
	99.59%
	99.79%
	99.59%
	99.79%
	100%

	6m4k_Leu303Met
	99.79%
	99.59%
	99.59%
	99.79%
	99.59%
	99.79%
	99.59%
	100%

	6m4k_Gly305Ala
	99.79%
	99.59%
	99.59%
	99.79%
	99.59%
	99.79%
	99.59%
	99.59%
	100%

	6m4k_Phe306Trp
	16.49%
	16.28%
	16.28%
	16.49%
	16.49%
	16.49%
	16.28%
	16.28%
	16.49%
	100%

	6m4k_Trp348Tyr
	100%
	99.79%
	99.79%
	100%
	99.79%
	100%
	99.79%
	99.79%
	99.79%
	16.49%
	100%

	6m4k_Asp349Glu
	100%
	99.79%
	99.79%
	100%
	99.79%
	100%
	99.79%
	99.79%
	99.79%
	16.49%
	100%
	100%

	6m4k_Tyr350Gln
	99.79%
	99.59%
	99.59%
	99.79%
	99.59%
	99.79%
	99.59%
	99.59%
	99.59%
	16.28%
	99.79%
	99.79%
	100%

	6m4k_His352Arg
	99.79%
	99.59%
	99.59%
	99.79%
	99.59%
	99.79%
	99.59%
	99.59%
	99.59%
	16.28%
	99.79%
	99.79%
	100%
	100%

	6m4k_His411Arg
	100%
	99.79%
	99.79%
	100%
	99.79%
	100%
	99.79%
	99.79%
	99.79%
	16.49%
	100%
	100%
	99.79%
	99.79%
	100%

	6m4k_Gly416Ala
	99.79%
	99.59%
	99.59%
	99.79%
	99.59%
	99.79%
	99.59%
	99.59%
	99.59%
	16.28%
	99.79%
	99.79%
	99.59%
	99.59%
	99.79%
	100%

	6m4k_Val419Leu
	100%
	99.79%
	99.79%
	100%
	99.79%
	100%
	99.79%
	99.79%
	99.79%
	16.49%
	100%
	100%
	99.79%
	99.79%
	100%
	99.79%
	100%

	6m4k_Arg434Lys
	100%
	99.79%
	99.79%
	100%
	99.79%
	100%
	99.79%
	99.79%
	99.79%
	16.49%
	100%
	100%
	99.79%
	99.79%
	100%
	99.79%
	100%
	100%

	
	6N4K
	6m4k_Tyr23Gln
	6m4k_Asp30Glu
	6m4k_Arg268Lys
	6m4k_Asn295Lys
	6m4k_Glu298Asp
	6m4k_Gly299Ala
	6m4k_Leu303Met
	6m4k_Gly305Ala
	6m4k_Phe306Trp
	6m4k_Trp348Tyr
	6m4k_Asp349Glu
	6m4k_Tyr350Gln
	6m4k_His352Arg
	6m4k_His411Arg
	6m4k_Gly416Ala
	6m4k_Val419Leu
	6m4k_Arg434Lys

	
	
		SIMILARITY STATS

	min      = 16.28
max      = 100
mean     = 91.0481481481485
stddev   = 25.5591042034294







Supplementary Table 12: Global similarity results of 6M4K and top mutated-proteins.

	
	6N4K
	6m4k_Tyr23Gln
	6m4k_Asp30Glu
	6m4k_Arg268Lys
	6m4k_Asn295Lys
	6m4k_Glu298Asp
	6m4k_Gly299Ala
	6m4k_Leu303Met
	6m4k_Gly305Ala
	6m4k_Phe306Trp
	6m4k_Trp348Tyr
	6m4k_Asp349Glu
	6m4k_Tyr350Gln
	6m4k_His352Arg
	6m4k_His411Arg
	6m4k_Gly416Ala
	6m4k_Val419Leu
	6m4k_Arg434Lys

	6M4K
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Tyr23Gln
	0.99
	1
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Asp30Glu
	0.99
	1
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Arg268Lys
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Asn295Lys
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Glu298Asp
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Gly299Ala
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Leu303Met
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Gly305Ala
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Phe306Trp
	-0.09
	-0.09
	-0.09
	-0.09
	-0.09
	-0.09
	-0.09
	-0.09
	-0.08
	1
	-0.09
	-0.09
	-0.09
	-0.09
	-0.09
	-0.09
	-0.09
	-0.09

	6m4k_Trp348Tyr
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Asp349Glu
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_Tyr350Gln
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99
	0.99

	6m4k_His352Arg
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99
	0.99

	6m4k_His411Arg
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99
	0.99

	6m4k_Gly416Ala
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99
	0.99

	6m4k_Val419Leu
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1
	0.99

	6m4k_Arg434Lys
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	-0.09
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	0.99
	1

	
	
		GLOBAL SIMILARITY STATS

	min      = -0.09
max      = 1
mean     = 0.870098039215689
stddev   = 0.339343354078047






