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9% (PAM1) 1 -3
95%(PADMYD) 1 —2
75%(PAM30) 1 —1

0, if a="h,

1, otherwise.

States DJ, Gish W, and Altschul SF (1991) Improved sensitivity of nucleotide acid database searches using
application-specific scoring matrices. METHODS: A companion to Methods in Enzymology 3:66-70.
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Needleman-Wunsch Algorithm: Smith-Waterman Algorithm:

Default Initialization: Default Initialization:

F(0,0) = 0. F(0,0) = 0.

Recurrence relation: Recurrence relation:
F(i—1,5 —1) + s(x,y;) 0,

Fli,j)=max{ F(i—1,j)—d, L F(i—1,7—-1)+ s(z;,y:),

( J) ( _ -J) d F('L.j):n'la){ ( J ) ( 1-JJ)

F(i,j—1)—d. F(i—1,7)—d,

F(i,j—1)—d.

Final score is F'(m,n).

Final score 18 Fl, 4.
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CTCAAGRARAGTGAAGCCATCAGAGATGCAA T AAGGACGTATATAACCGAGTACAGGTGECT TGAGAGCGRAAA A AGEGEAGATTGTGGGCGTTICTIGTGET G

>r2.1
CTTIGACGAGATAATCGACAGACTCGCRAAGCTTGEGGCTGGCGGAGRAAGGRARGEGEGGACGTTTACAGAATTGATTTGGCGGAACTTGGCTACAGCAAGCTTC

http://blast.ncbi.nlm.nih.gov/Blast.cgi
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E:=-“hlast“hin*makeblastdh.exe —in E:“example“nucleotide_example.fa —dbtype nucl -
out nucl_example

Building a new DB, current time: 12,18-2815 B82:59:87
v DB name: nucl_example
w DB title: E:sexamplewnucleotide_example.fa

Seguence type: Nucleotide

Keep Linkouts: T

Keep MBits: T

Maximum file size: 1000UBOBE0RB

Adding sequences from FASTA; added 1 sequences in B.8301377 seconds.
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E:=“blast™bin*blastn.exe —query E:sexamplesguery_nucl.fa —db nucl_example —evalue
B.1 —outfmt ¥ —out E:examplesnucl_example.dat
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alignment view options:
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pairwise.

guery—anchored showing identities.
guery—anchored no identities.

flat gquery—anchored,. show identities.
flat gquery—anchored. no identities.
HML Blast output.

tabular.

tabular with comment lines,
Text ASH.1.

Binary ASH.1.
Comma—separated values.
BLAST archive format CASM.1>»
JSON Segalign output
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