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>1 1 741 490
GGGAGTTGCGCACTGGCAGTGAGAATCTCAC
>1 1 507 124
GAACTTAAAGTATAATAAAAAAGATTTCCAC
>1 1 732 887
GATTTTCATGTATTGACCTCGTATTCTTCTT
>1 1 543 127
GTTATTTTCCATTCTGGCTGATGGGACCAAC
>1 1 827 385
GAAATGGTTCAGCACTTTCAATTAATTTTAA
>1 1 698 158
GGGTTTGTTTGAGAGAGATAAAAATATGTTT
>1 1 617 120

GAAAATACCTATGACCAAGGCGGGTTTATAT
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1 1 741 490 GGGAGTTGCGCACTGGCAGTGAGAATCTCAC
1 1 507 124 GAACTTAAAGTATAATAAAAAAGATTTCCAC
1 1 732 887 GATTTTCATGTATTGACCTCGTATTCTTCTT
1 1 543 127 GTTATTTTCCATTCTGGCTGATGGGACCAAC
1 1 827 385 GAAATGGTTCAGCACTTTCAATTAATTTTAA
1 1 698 158 GGGTTTGTTTGAGAGAGATAAAAATATGTTT
1 1 617 120 GAAAATACCTATGACCAAGGCGGGTTTATAT

6 ! 1

# SXOligoSearch

# Fri Mar 23 17:04:30 2007

# $ld: SXOligoSearch.cpp,v 1.10 2007/03/22 13:58:39 colin Exp $

# SXOligoSearch -x 30 -g 10 -n 2 -r 10 h_sapiens-ncbi36-sb233-b10
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# Total Oligos 21771

#

# 1 Alignment 14301, 65.7
#

# Total Aligned 17913, 82.3
#

# Gapped 703, 3.2

# CPU time 144814 msecs.
# Elapsed time 145439 msecs.
#Done.
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GTGTGATGGGGTGCAGGATGAAAAGATATGCY

8 1 alignment at threshold of -309
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8 >gi|89161205|ref[INC_000003.10|NC_000003 Homo sapiens chromosome 39
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>fasthdr
GGGAGTTGCGCACTGGCAGTGAGAATCTCAC
A + - H#$
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1
>1 1 741 490 GGGAGTTGCGCACTGGCAGTGAGAATCTCAC
GGGAGTTGCGCACTGGCAGTGAGAATCTCAC
& 1 H#$ 1
o - ! 1
>prb record # 3
GATTTTCATGTATTGACCTCGTATTCTTCTT
- o+ - ! 10 [
! 00 O A & 10
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1 + - 6
& .1 "D ! 1 0 /i 1 6
1
>prb record # 216
GNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
# Specificity (1 letters) of the query is below the threshold (20 letters).
- 4+ 6 !
orro 1
z LI 1 1
>Query 123

GGGAGTTGCGCACTGGCAGTGAGAATCTCAC
0 alignments at threshold of -30
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>Query 345
GTGTGATGGGGTGCAGGATGAAAAGATATGC
1 alignment at threshold of -30

>gi|89161205|refNC_000003.10|NC_000003 Homo sapiens chromosome 3,
Score =-30

Query: 1 GTGTGATGGGGTGCA-GGAT-GAAAAGATATGC 31
IR R+t it

Sbjct: 140328117 GTGTGATGGGGTGCAGGGATGGAAAACATATGC 140328149

>query 5
AACTTAAAGTATAATAAAAAAGATTTCCAC
4 alignments at threshold of 0

>gi|89161216|ref[NC_000009.10|NC_000009 Homo sapiens chromosome 9,
Score =0

Query: 1 GAACTTAAAGTATAATAAAAAAGATTTCCAC 31

LELLREEERE e e
Shjct: 42212187 GAACTTAAAGTATAATAAAAAAGATTTCCAC 42212217

>gi|89161216|ref[NC_000009.10|NC_000009 Homo sapiens chromosome 9,
Score =0

Query: 1 GAACTTAAAGTATAATAAAAAAGATTTCCAC 31

TEELEREEE R el
Sbjct: 67758710 GAACTTAAAGTATAATAAAAAAGATTTCCAC 67758740

>gi|89161216|ref[NC_000009.10|NC_000009 Homo sapiens chromosome 9,
Score =0
Query: 1 GAACTTAAAGTATAATAAAAAAGATTTCCAC 31

. TRELEREER Rl
Shjct: 69856847 GAACTTAAAGTATAATAAAAAAGATTTCCAC 69856877

>gi|89161216|ref[NC_000009.10|NC_000009 Homo sapiens chromosome 9,
Score =0

Query: 31 GTGGAAATCTTTTTTATTATACTTTAAGTTC 1

. IRELEEERR R e nnrnnl
Shjct: 45361310 GTGGAAATCTTTTTTATTATACTTTAAGTTC 45361340

>1 1 285 169 GTGTCCATATGTTCTCATGGTTCAATTCCCA
GTGTCCATATGTTCTCATGGTTCAATTCCCA

6 alignments at threshold of -10

# -r 5 report limit reached.

>gi|no_gi-chr22| Homo sapiens chr22
Score =-5

Query: 1 GTGTCCATATGTTCTCATGGTTCAATTCCCA 31

LELLREEESELRRLEE 20l
Shjct: 33466381 GTGTCCATGTGTTCTCATTGTTCAATTCCCA 33466411
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6 6
>gi|no_gi-chr22| Homo sapiens chr22
Score =-40
Query: 31 GTGGAAATCTTTTTTATTATACTTTAAGTTC 1
L =000
Sbjct: 26218205 GAGGACA-CTTTTTTATTATACTTTAAGTTC 26218234
6 6
>gi|no_gi-chr22| Homo sapiens chr22
Score =-30
Query: 1 GTATTAGTCAGGGTTCTCCAGA-AGACAGAAC 31

IRLERRR LR+l
Sbjct: 34841251 GTATTAGTCAGGGTTCTCCAGAGAGACAGAGC 34841282

>1 1 929 531 GAATATGCAAGAGGACATTTGGAGAGATTTG
GAATATGCAAGAGGACATTTGGAGAGATTTG

5 alignments at threshold of d

# -r 4 report limit reached.

>gi|51511735|ref[NC_000018.8|NC_000018 Homo sapiens chromosome 18,
Score =-20

Query: 1 GAATATGCAAGAGGACATTTGGAGAGATTTG 31

LELRERRERRL PR 1t
Sbjct: 15379307 GAATATGCAAGTGGACATTTGGAGAGCTTTG 15379337

>gi|51511735|ref[NC_000018.8|NC_000018 Homo sapiens chromosome 18,
Score =-20

Query: 1 GAATATGCAAGAGGACATTTGGAGAGATTTG 31

TREL DERRELRR et 1l
Shjct: 15385143 GAATCTGCAAGAGGACATTTGGAGAGCTTTG 15385173

>gi|89161199|ref[NC_000002.10|NC_000002 Homo sapiens chromosome 2,
Score =-20
Query: 1 GAATATGCAAGAGGACATTTGGAGAGATTTG 31
TEEE DRRREE Dl
Sbjct: 132691420 GAATCTGCAAGTGGACATTTGGAGAGATTTG 132691450

>gi|89161216|ref[NC_000009.10|NC_000009 Homo sapiens chromosome 9,
Score =-20

Query: 1 GAATATGCAAGAGGACATTTGGAGAGATTTG 31

LTREL DELREL TRRRE Rl
Shjct: 66510394 GAATCTGCAAGTGGACATTTGGAGAGATTTG 66510424



