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+ Gap Open Penalty: - (0.0-100.0)
* Gap Extension Penalty: (0.0-10.0

o Select Weight Matrix: | SOMNET for PROTEIN) (v

Pairwise Alignment:
.

:
s Number of Best Diagonals:
+ Scoring Me1hod:

‘aste yOUr sequences here @ (EXAMPLE)

Enter your sequences:

(at least 2 sequences)

Suppoit Formats: FASTA (Pearson), NBRF/PIR, EMBL/Swiss Prot, GDE, CLUSTAL, and GCG/MSF

Gap Open Penalty: b |
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Enter your sequences:

(at least 2 sequences)
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Gap Open Penalty: o
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» Scoring Method:
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(GFREMAFF SGRVEGCMVQVTCGTTTLNGLWLDDTVYCFRAV ICTAEDMLNFNYEDLLIRRSNHIFLVQ 4
VOLRY I GHEMONCLLELEVD TSNFEKTFRYKF VR IQPGQTE SVLACTNGEF SGVYQUAMRFNHT IKGRF
LNGECGEVGEN | DYDCYSFCYMHEMELF TGVHAGTDLEGKF YGPFVDRQTAQAAGTDTT I TLNVLAWLY A
W I NGDRWFLNREF TTTLNDFNLVAMKYNYEPLTQDHYD I LGPLEAQTG I AVLDMC AALKELLONGMNGRT
LGSTILEDEFTRFDVVROCSGYTF(|
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+ Euple(word) size: D

Pairwise Alignment:

O SLOW / ACCURATE 4

s Gap Open Penalty: (0.0-100.00
o Gap Extension Penalty: (0.0-10.0%
o Select Weight Matrix: W

Enter your sequences:

(at least 2 sequences)
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s Number of Best Diagonals:

« Scoring Method:
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=34RS_coronavirus(3CL-PRO)

SOFREMAFP SCKVEGCMVOVTCGTTTLNGLNLDD TV CPREV [ CTAEDMLNPNYEDLL I RKSNHEFLWQA
GNVQLEVIGHSMQNCLLRLEVD TANPKTPEYKFVRIQPGOTE SVLACYNGSP SOV CAMEPNHT IRGEF
LNGRCGSVEEN [ DYDCYSFCYMHRMELF TGVHAGTDLEGKF YGPF VDRO TAQAAGTDTT I TLNVLAWLYA
AV INGDREWFLNRF TTTLNDFNLVAMKYNYEPLTQDHEVD ILGPLEAQTG I AVLDMC AALKEL LONGMHGRT
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=Murine_hepatltis_virus({3CL-PRO)

86 IVKMVEP TEKVEPC IVEVTYGNMTLNGLWLDDEVYCPRHV ICE SADMTDPDYPNLLCRVT S SDFCWME
GRMELTVME FOMQGCQLYL TVTLONPNTPRY SFGYVEPGETF TVLAAYNGRPQGAFHVTLES SHT IRGEF
LCGRCGSVEYVLTGD S VRFVYMHGLELS TGCHTGTDF SGNF YGP VRDAQ VWOLP QDY TO TV VALY A

Support Formats: FASTA (Pearson), NBRF/PIR, EMBL/Swiss Prot, GDE, CLUSTAL, and GCG/MSF

Gap Open Penalty:
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SO IVEMVSF TREVERC IVSVTVGNMTLNGLYLDDEVYCFREV IC S SADMT

Kk KK K. KR KK KK K RKERKEREE  KEREEREAR. . KK

NPNYEDLL IRKSNHEFLVQAGNVOLEV IGHEMONCLLR KVDTSNFETFE
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YKFVRIQPGQTF SVLACYNGSP SGVTQCAMRPNHT IKGSFLNGSCGEVGE
TSFGVVKPGETF TVLAAYNGRPOGAFHVTLR S SHT IKGEFLLGRCGRVEY

NIDYDCVSFCYMHHMELF TGWHAGTDLEGKF YOFFVDROTAQAAGTDTTI
VLTGD SVEFVYMHQLELS TGCHTGTDR SGNF YGPYRDAQVVQLPVQDVTQ
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