
######################################## 
# Program: needle 
# Rundate: Sun  6 Jun 2021 17:45:46 
# Commandline: needle 
#    -auto 
#    -stdout 
#    -asequence emboss_needle-I20210606-174544-0877-89569905-p2m.asequence 
#    -bsequence emboss_needle-I20210606-174544-0877-89569905-p2m.bsequence 
#    -datafile EBLOSUM62 
#    -gapopen 10.0 
#    -gapextend 0.5 
#    -endopen 10.0 
#    -endextend 0.5 
#    -aformat3 pair 
#    -sprotein1 
#    -sprotein2 
# Align_format: pair 
# Report_file: stdout 
######################################## 
 
#======================================= 
# 
# Aligned_sequences: 2 
# 1: linB 
# 2: MAE_40040 
# Matrix: EBLOSUM62 
# Gap_penalty: 10.0 
# Extend_penalty: 0.5 
# 
# Length: 320 
# Identity:      84/320 (26.2%) 
# Similarity:   132/320 (41.2%) 
# Gaps:          55/320 (17.2%) 
# Score: 171.0 
#  
# 
#======================================= 
 
linB               1 MSLGAKPFGEKKF-IEIKGRRMAYIDEGTGDPILFQHGNPTSSYLWRNIM     49 
                          .....:|| :|:.|..:..:..|.|.|:|..||.|.:..:|..|: 
MAE_40040          1 -----MLTNFRKFQLEVNGITINGVKGGRGFPLLLLHGYPQTHQMWHKIV     45 
 
linB              50 PHCAGLGRLIACDLIGMGDSDK---LDPSGPERYAYAEHRDYLDALWEAL     96 
                     |.......:||.||.|.|||||   |:.|.    .|.:....||.:.... 
MAE_40040         46 PRLGANFTVIATDLRGYGDSDKPLPLEDSS----NYCKRVMALDQVLLME     91 
 
linB              97 DLG-DRVVLVVHDWGSALGFDWARRHRERVQGIAYMEAIAMPIEWADFPE    145 
                     .|| ....|:.||.|:.:....|....|:|:.:..:: ||..:  |.:.. 
MAE_40040         92 KLGYQEFYLIGHDRGARVSHRLALDFPEKVKKLVLLD-IAPTL--AMYEA    138 
 
linB             146 QDRDLFQAFRSQAGEELVLQDNVFVEQVL---PGLILRPLSEA---EMAA    189 
                     .|:....|:....   .::|.:.|.|.::   |...|:...::   :.:| 
MAE_40040        139 TDKTFATAYYHWF---FLIQPSPFPETLIAANPDYYLQHCLQSWGRDFSA    185 
 
linB             190 YREPFLAAGEARRPTLSWPRQI-PIAGTPADVVAIA--------RDYAGW    230 
                     :.|.  |.||.:|..    |.: .|..|.||..|.|        :|.... 
MAE_40040        186 FTEE--ALGEYQRCF----RDLRTITATCADYRAAATIDLEHDRQDLDRK    229 
 
linB             231 LSESPIPKLFINAEPGALTTGRMRDFCRTW---PNQ-TEITVAGAHFIQE    276 
                     :|.   |.|.:..|.|.:  .|..|....|   .|| |...:|..||:.| 
MAE_40040        230 ISS---PLLVLWGEKGFI--ARQYDVIALWQQRANQVTGQAIASGHFLPE    274 
 
linB             277 DSPDEIGAAIAAFVRRLRPA    296 
                     ::|:|.|.||..|:|      
MAE_40040        275 EAPEETGQAIEDFLR-----    289 
 
 
#--------------------------------------- 
#--------------------------------------- 
 
  


