
Unique Cutters Bold
Sequence:  InSeqLibraryExample.dna  (Linear / 129 bp)
Enzymes:  Unique 6+ Cutters  (7 of 678 total)
Features:  11 total
Primers:  7 total
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From gDNA

transposon

P7 flow cell attachment site MmeI IR_R

Added
MmeI site gDNA sequence

G->T

C A A G C A G A A G A C G G C A T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T

P649 original LIB_PCR_5

C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T

LIB_PCR_5_v2

A A G A C G G C A T A C G A G A T T A C G A A G A C C

BioSamA_v2

G C C C C T G A A T A G T A G G T T G G A C A AA T A T
KROL521 Tn_lnSeqB_R

G A A T A G T A G G T T G G A C A A T

KROL517 Tn_lnSeqA_F

C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A   

G T T C G T C T T C T G C C G T A T G C T C T A A T G C T T C T G G C C C C T G A A T A G T A G G T T G G A C A A T   

C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A

1 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A       A G A T A

2 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A T A T A A  A G A − C

3 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A       G G − − −

4 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A T C A    G G G G C

5 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A       C − A T T

6 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G − A C T T A T C A T C C A A C C T G T T A A A T A A A − − − − −

7 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A N N N N N C A A C C T G T T A C      A G C T A

8 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A       G − − − −

9 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A       − − − − −

10 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A       − − A T −

11 C A A G C A G A A G A C G G C A T A C G A G A T T A C G A A G A C C G G G G A C T T A T C A T C C A A C C T G T T A C      − − − − −



InSeqLibraryExample.dna  (Linear / 129 bp)

Printed from SnapGene®:  Feb 8, 2023  10:05 AM Page 2

60 70 80 90 100 110

BspQI
SapI
EarI

MmeIBamHI
BstYI
MflI*

From gDNA Index From linker
P5 capture site

gDNA sequence

C CA T G G T A T A

KROL517 Tn_lnSeqA_F

T C T A G C C T T C T C G C A G C A C A T C C C T T T C T C A C A

Illumina Multiplexing Read 1 Sequencing Primer

T C T A G C C T T C T C G C A G C A C A T C C C T T T C T C A C A A G C C

LIB_PCR_3

    G G A T C C T A A T T G G T  A A A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G

    C C T A G G A T T A A C C A  T T T T T C T A G C C T T C T C G C A G C A C A T C C C T T T C T C A C A A G C C

G T T A G G A T C C T A A T T G G T A A A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G

1G T T A       A G A T A T T C T T T A N A C N A A A A G A T C G G A A G A G C G T C N T G T A G G G A A A G A N G G T T C C G T G G T C G C C G

2G T T A T A T A A  A G A − C C − A A C C A A −  − A A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G T G G T C G C C G

3G T T A       G G − − − − T A C C − − − −  A A A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G T G G T C G C C G

4G T T A T C A    G G G G C − T A A T − − G C  A A A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G T G G T C G C − G

5G T T A       C − A T T C A A A − − − − −  − − A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G T G G T C G C C G

6G T T A A A T A A A − − − − − − − − − − − − − −  A A A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G T G G T C G C C G

7G T T A C      A G C T A T G A C T T T C T  A A A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G T G G T C G C C G

8G T T A       G − − − − − T T A T C G − −  A A A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G T G G T C G C C G

9G T T A       − − − − − C − A A − − − G T  A A A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G T G        

10G T T A       − − A T − − − A A T − − G T  A A A A A G A T C G G A A G A G C G T C G A G T A G G G A A A G A G T G T T C G G T G G T C G C C G

11G T T A C      − − − − − − − − A T T G T G  A A A A A G A T C G G A A G A G C G T C G T G T A G G G A A A G A G T G T T C G G T G G T C G C C G
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110 120

End  (129)

3 ʹ

5 ʹ

P5 capture site

A C C A G C G G C A T A G T A A

LIB_PCR_3

T G G T C G C C G T A T C A T T

A C C A G C G G C A T A G T A A

G T T C G G T G G T C G C C G T A T C A T T

1G T T C C G T G G T C G C C G T A G C A T T

2G T T C G G T G G T C G C C G T A T C A T T

3G T T C G G T G G T C G C C G T A T C A T T

4G T T C G G T G G T C G C − G T A T C A T T

5G T T C G G T G G T C G C C G T A T C A T T

6G T T C G G T G G T C G C C G T A T C A T T

7G T T C G G T G G T C G C C G T A T C A T T

8G T T C G G T G G T C G C C G T A T C A T T

9G T T C G G T G               

10G T T C G G T G G T C G C C G − A T C A T T

11G T T C G G T G G T C G C C G T A T C A T T
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Original Sequence:  InSeqLibraryExample.dna

1:  AM01_230207 ▬ !!
1206 bases / Feb 7, 2023
45 .. 174  (14 mismatches, 1 gap)

2:  AM02_230207 ▬ !!
1143 bases / Feb 7, 2023
45 .. 174  (5 mismatches, 4 gaps)

3:  AM03_230207 !!▬
1138 bases / Feb 7, 2023
43 .. 163  (2 mismatches, 2 gaps)

4:  AM04_230207 ▬ !!
1157 bases / Feb 7, 2023
44 .. 171  (3 mismatches, 4 gaps)

5:  AM05_230207 ▬ !!
1144 bases / Feb 7, 2023
43 .. 163  (3 mismatches, 2 gaps)

6:  AM06_230207 ▬ !!
1156 bases / Feb 7, 2023
45 .. 164  (2 gaps)

7:  AM07_230207 ▬ !!
1156 bases / Feb 7, 2023
45 .. 174  (13 mismatches, 1 gap)

8:  AM09_230207 ▬ !!
1140 bases / Feb 7, 2023
46 .. 167  (2 mismatches, 2 gaps)

9:  AM10_230207 ▬ !!
1122 bases / Feb 7, 2023
46 .. 151  (3 gaps)

10:  AM11_230207 ▬ !!
1176 bases / Feb 7, 2023
42 .. 162  (1 mismatch, 4 gaps)

11:  AM12_230207 ▬ !!
1166 bases / Feb 7, 2023
41 .. 162  (2 mismatches, 1 gap)


