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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 EBLOSUMG62
-gapopen 10.0
-gapextend 0.5
-endopen 10.0
-endextend 0.5
-aformat3 pair
-sproteinl
-sprotein?2
Align format: pair
Report file: stdout
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#
# Aligned sequences: 2
# 1: 1inB
# 2: MAE 40040
# Matrix: EBLOSUMG62
# 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
#
#
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1inB 1 MSLGAKPFGEKKF-IEIKGRRMAYIDEGTGDPI LFQHGNPTSSY LWRNIM
0 T T I R O o O I R I R I R
MAE_ 40040 1 ————- MLTNFRKFQLEVNGI TINGVKGGRGFPLLLLHG YPQTHOMWHKI V
1inB 50 PHCAGLGRLIACDLIGMGDSDK---LDPSGPERYAYAEHRDYLDALWEAL
[P NI I R [:.]. .. Sl
MAE_4004O 46 PRLGANFTVIATDLRGYGDSDKPLPLEDSS————NYCKRVMALDQVLLME
1inB 97 DLG- DRVVLVVHDWGSALGFDWARRHRERVQGIAYMEAIAMPIEWADFPE
J I I - B I I P o I A A S I [
MAE_4004O 92 KLGYQEFYLIGHDRGARVSHRLALDFPEKVKKLVLLD IAPTL—-AMYEA
1inB 146 QDRDLFQAFRSQAGEELVLODNVEVEQVL---PGLI LRPLSEA---EMAA
I P |2 R I I [P IR HE
MAE_4004O 139 TDKTFATAYYHWF———FLIQPSPFPETLIAANPDYYLQHCLQSWGRDFSA
1inB 190 YREPFLAAGEARRPTLSWPRQI PIAGTPADVVAIA————————RDYAGW
LR N Sl l.: el tl.
MAE_4004O 186 FTEE——ALGEYQRCF————RDLRTITATCADYRAAATIDLEHDRQDLDRK
1inB 231 LSESPIPKLFINAEPGALTTGRMRDEFCRTW---PNQ-TEITVAGAHFIQE
. [ A I I N O R S I O I I B
MAE_4004O 230 ISS---PLLVLWGEKGFI--ARQYDVIALWQQORANQVTGQAIASGHFLPE
1inB 277 DSPDEIGAAIAAFVRRLRPA 296
S I O I I I
MAE_4004O 275 EAPEETGQAIEDFLR-—-—-— 289
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