Vector: PNC5 (MOLab modified piggyBac vector with CMV promoter)
Antibiotic Selection: Spectinomycin-resistant
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¥ho 1 9491

Esp | 9004 Spl 151

BstE Il 5355

Avr 1913

AT 363

SpnR JPB-TR Mar [ 1103

Pzwd0
Bsp1286 11412
Ahd | 7360 neo/iG418

BstB 1173
Hot | 1890

BspH | 7GET
2vd0Pa 1

Ple | 7346

Scal 2488
BamH | 2492

Asc 2499

ESQ 16517 SPBE-TR
Clal 3379
Sac Il 3393
Pac | 3400
Afe 1 3406

Sac | 6030

ava0Pa
EcoR % 5339 ~
A | 9592

Swa | 5209
¥bhal 5188

EcoR 14285

Sal 14291
BsrG | 4297
Miu 14303



PNC5 Vector Sequence
(Spectinomycin-resistant)

CTGCAGAACACGCAGCTAGATT

TGTTTTATCGGTCTGTATATCGAGGTTTATTTATTAATTTGAATAGATATTAAGTTTTATTATATTTACACTTACATACTAATAATA
AATTCAACAAACAATTTATTTATGTTTATTTATTTATTAAAAAAAAACAAAAACTCAAAATTTCTTCTATAAAGTAACAAAACTERER
BBGAGGGACAGCCCCCCCCCAAAGCCCCCAGGGATGTAATTACGTCCCTCCCCCGCTAGGGGGCAGCAGCGAGCCGCCCGGGGCTCC
GCTCCGGTCCGGCGCTCCCCCCGCATCCCCGAGCCGGCAGCGTGCGGGGACAGCCCGGGCACGGGGAAGGTGGCACGGGATCGCTTT
CCTCTGAACGCTTCTCGCTGCTCTTTGAGCCTGCAGACACCTGGGGGGATACGGGGAAAAGGCCTCCACGGCCAGACTAGAgcgcag
caccatggcctgaaataacctctgaaagaggaacttggttaggtaccttctgaggcggaaagaaccagctgtggaatgtgtgtcagt
tagggtgtggaaagtccccaggctccccagcaggcagaagtatgcaaagcatgcatctcaattagtcagcaaccaggtgtggaaagt
ccccaggctccccagcaggcagaagtatgcaaagcatgcatctcaattagtcagcaaccatagtcccgeccctaactccgeccatcec
cgcccctaactccgeccagttccgceccattctccgecccatggectgactaattttttttatttatgcagaggccgaggecgectcegg
cctctgagctattccagaagtagtgaggaggcttttttggaggcctaggcttttgcaaaaagcttgattcttctgacacaacagtct
cgaacttaaggctagagccaccTTGAACAAGATGGATTGCACGCAGGTTCTCCGGCCGCTTGGGTGGAGAGGCTATTCGGCTA
TGACTGGGCACAACAGACAATCGGCTGCTCTGATGCCGCCGTGTTCCGGCTGTCAGCGCAGGGGCGCCCGGTTCTTTTTGTCAAGAC
CGACCTGTCCGGTGCCCTGAATGAACTGCAGGACGAGGCAGCGCGGCTATCGTGGCTGGCCACGACGGGCGTTCCTTGCGCAGCTGT
GCTCGACGTTGTCACTGAAGCGGGAAGGGACTGGCTGCTATTGGGCGAAGTGCCGGGGCAGGATCTCCTGTCATCTCACCTTGCTCC
TGCCGAGAAAGTATCCATCATGGCTGATGCAATGCGGCGGCTGCATACGCTTGATCCGGCTACCTGCCCATTCGACCACCAAGCGAA
ACATCGCATCGAGCGAGCACGTACTCGGATGGAAGCCGGTCTTGTCGATCAGGATGATCTGGACGAAGAGCATCAGGGGCTCGCGCC
AGCCGAACTGTTCGCCAGGCTCAAGGCGCGCATGCCCGCACGGCGAGGATCTCGTCGTGACCCATGGCGATGCCTGCTTGCCGAATAT
CATGGTGGAAAATGGCCGCTTTTCTGGATTCATCGACTGTGGCCGGCTGGGTGTGGCGGACCGCTATCAGGACATAGCGTTGGCTAC
CCGTGATATTGCTGAAGAGCTTGGCGGCGAATGGGCTGACCGCTTCCTCGTGCTTTACGGTATCGCCGCTCCCGATTCGCAGCGCAT
CGCCTTCTATCGCCTTCTTGACGAGTTCTTCgcgggactctggggttcgaaatgaccgaccaagcgacgcccaacctgccatca
cgatggccgcaataaaatatctttattttcattacatctgtgtgttggttttttgtgtgalGCGGCCGCTAATAGTAATCAATTACGG
GGTCATTAGTTCATAGCCCATATATGGAGTTCCGCGTTACATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGACCCCC
GCCCATTGACGTCAATAATGACGTATGTTCCCATAGTAACGCCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTTACGGT
AAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGCCTGGC
ATTATGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGATGCGGT
TTTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAATGGGAGTTTGT
TTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACGCAAATGGGCGGTAGGCGTGTACGGTGGG
AGGTCTATATAAGCAGAGCTGGTTTAGTGAACCGTCAGATCCGTACTGGATCCGGCGCGCC-GGCCGCTAAACCCGCT
GATCAGCCTCGACTGTGCCTTCTAGTTGCCAGCCATCTGTTGTTTGCCCCTCCCCCGTGCCTTCCTTGACCCTGGAAGGTGCCACTC
CCACTGTCCTTTCCTAATAAAATGAGGAAATTGCATCGCATTGTCTGAGTAGGTGTCATTCTATTCTGGGGGGTGGGGTGGGGCAGG
ACAGCAAGGGGGAGGATTGGGAAGACAATAGCAGGCATGCTGGGGATGCGGTGGGCTCTATGGCTTCTGAGGCGGAAAGAACCAGGA
TCTGCTAGNTAATAGTAATCAATTACGGGGTCATTAGTTCATAGCCCATATATGGAGTTCCGCGTTACATAACTTACGGTAAATGGC
CCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAATGACGTATGTTCCCATAGTAACGCCAATAGGGACTTTCCAT
TGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGAC
GTCAATGACGGTAAATGGCCCGCCTGGCATTATGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTA
GTCATCGCTATTACCATGGTGATGCGGTTTTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTC
CACCCCATTGACGTCAATGGGAGTTTGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACG
CAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTGGTTTAGTGAACCGTCAGATCC-AAGCTTCCGCG
GTTAATTAAAGCGCT_@GGCCGCTAAACCCGCTGATCAGCCTCGACTGTGCCTTCTAGTTGCCAGCCATCTGTTGTTTGCCCC
TCCCCCGTGCCTTCCTTGACCCTGGAAGGTGCCACTCCCACTGTCCTTTCCTAATAAAATGAGGAAATTGCATCGCATTGTCTGAGT
AGGTGTCATTCTATTCTGGGGGGTGGGGTGGGGCAGGACAGCAAGGGGGAGGATTGGGAAGACAATAGCAGGCATGCTGGGGATGCG
GTGGGCTCTATGGCTTCTGAGGCGGAAAGAACCAGGATCTGCTAGNTAATAGTAATCAATTACGGGGTCATTAGTTCATAGCCCATA
TATGGAGTTCCGCGTTACATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAATGAC
GTATGTTCCCATAGTAACGCCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACA
TCAAGTGTATCATATGCCAAGTACGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGCCTGGCATTATGCCCAGTACATGACCTT
ATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGATGCGGTTTTGGCAGTACATCAATGGGCG
TGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAATGGGAGTTTGTTTTGGCACCAAAATCAACGGGA
CTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACGCAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTGG
TTTAGTGAACCGTCAGATCCIBAATTCIGTCGACTGTACAACGCGTBTTTIGGCCGCTAAACCCGCTGATCAGCCTCGACTGTGCCTTCT
AGTTGCCAGCCATCTGTTGTTTGCCCCTCCCCCGTGCCTTCCTTGACCCTGGAAGGTGCCACTCCCACTGTCCTTTCCTAATAAAAT
GAGGAAATTGCATCGCATTGTCTGAGTAGGTGTCATTCTATTCTGGGGGGTGCGGGTGGGGCAGGCACAGCAAGGGGCAGGATTGGGAA
GACAATAGCAGGCATGCTGGGGATGCGGTGGGCTCTATGGCTTCTGAGGCGGAAAGAACCAGGATCTGCTAGNTAATAGTAATCAAT
TACGGGGTCATTAGTTCATAGCCCATATATGGAGTTCCGCGTTACATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGA
CCCCCGCCCATTGACGTCAATAATGACGTATGTTCCCATAGTAACGCCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTT
ACGGTAAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGC
CTGGCATTATGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGAT
GCGGTTTTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAATGGGAG




TTTGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACGCAAATGGGCGGTAGGCGTGTACG
GTGGGAGGTCTATATAAGCAGAGCTGGTTTAGTGAACCGTCAGATCCATCGAATCTAGATACGTACATATGATTTAAATEATEGHAAC
TAACTAAACTTGTTTATTGCANCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTTTCACTG
CATTCTAGTIIBHBEN T TGTCCAAACTCATCAATGTATCTTATCATGTCTGGAATGACTCAAATGATGTCAATTAGTCTATCAGAAGC
TCATCTGGTCTCCCTTCCGGGGGACAAGACATCCCTGTTTAATATTTAAACAGCAGTGTTCCCAAACTGGGTTCTTATATCCCTTGC
TCTGGTCAACCAGGTTGCAGGGTTTCCTGTCCTCACAGGAACGAAGTCCCTAAAGAAACAGTGGCAGCCAGGTTTAGCCCCGGAATT
GACTGGATTCCTTTTTTAGGGCCCATTGGTATGGCTTTTTCCCCGTATCCCCCCAGGTGTCTGCAGGCTCAAAGAGCAGCGAGAAGC
GTTCAGAGGAAAGCGATCCCGTGCCACCTTCCCCGTGCCCGGGCTGTCCCCGCACGCTGCCGGCTCGGGGATGCGGGGGGAGCGCCG
GACCGGAGCGGAGCCCCGGGCGGCTCGCTGCTGCCCCCTAGCGGGGGAGGGACGTAATTACATCCCTGGGGGCTTTGGGGGGGGGCT
GTCCCIGAIANE TATAACAAGAAAATATATATATAATAAGT TATCACGTAAGTAGAACATGAAATAACAATATAATTATCGTATGAG
TTAAATCTTAAAAGTCACGTAAAAGATAATCATGCGTCATTTTGACTCACGCGGTCGTTATAGTTCAAAATCAGTGACACTTACCGC
ATTGACAAGCACGCCTCACGGGAGCTCCAAGCGGCGACTGAGATGTCCTAAATGCACAGCGACGGATTCGCGCTATTTAGAAAGAGA
GAGCAATATTTCAAGAATGCATGCGTCAATTTTACGCAGACTATCTTTCTAGGGT TAATCTAGCTGCATCAGGATCATATCGTCGGG
TCTTTTTTCATCGCCCAAGCTGGCGCTATCTGGGCATCGGGGAGGAAGAAGCCCGTGCCTTTTCCCGCGAGGTTGAAGCGGCATGGA
AAGAGTTTGCCGAGGATGACTGCTGCTGCATTGACGTTGAGCGAAAACGCACGTTTACCATGATGATTCGGGAAGGTGTGGCCATGC
ACGCCTTTAACGGTGAACTGTTCGTTCAGGCCACCTGGGATACCAGTTCGTCGCGGCTTTTCCGGACACAGTTCCGGATGGTCAGCC
CGAAGCGCATCAGCAACCCGAACAATACCGGCGACAGCCGGAACTGCCGTGCCGGTGTGCAGATTAATGACAGCGGTGCGGCGCTGE
GATATTACGTCAGCGAGGACGGGTATCCTGGCTGGATGCCGCAGAAATGGACATGGATACCCCGTGAGTTACCCGGCGGGCGCGCTT
GGCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACAACATACGAGCCGGAAGCATAAAGTG
TAAAGCCTGGGGTGCCTAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCCGCTTTCCAGTCGGGAAACCTGTCGTG
CCAGCTGCATTAATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTCCGCTTCCTCGCTCACTGACTCGCT
GCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGG
AAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCC
TGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAG
CTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCA
TAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCG
CTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGAT
TAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGGACAGTATTTGGTAT
CTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTT
TTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTG
GAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTTT
TAAATCAATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTCT
ATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAAT
GATACCGCGAGACCCACGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGC
AACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGT
TGCCATTGCTACAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTAC
ATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCACT
CATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGABIIGTACCAGCCAGGA
CAGAAATGCCTCGACTTCGCTGCTACCCAAGGTTGCCGGGTGACGCACACCGTGGAAACGGATGAAGGCACGAACCCAGTGGACATA
AGCCTGTTCGGTTCGTAAGCTGTAATGCAAGTAGCGTIRTGCGCTCACGCAACTGGTCCAGAACCTTGACCGAACGCAGCGGTGGTAA
CGGCGCAGTGGCGGTTTTCATGGCTTGTTATGACTGTTTTTTTGGGGTACAGTCTATGCCTCGGGCATCCAAGCAGCAAGCGCGTTA
CGCCGTGGGTCGATGTTTGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTAAACATTATGAG
GGAAGCGGTGATCGCCGAAGTATCGACTCAACTATCAGAGGTAGTTGGCGTCATCGAGCGCCATCTCGAACCGACGTTGCTGGCCGT
ACATTTGTACGGCTCCGCAGTGGATGGCGGCCTGAAGCCACACAGTGATATTGATTTGCTGGTTACGGTGACCGTAAGGCTTGATGA
AACAACGCGGCGAGCTTTGATCAACGACCTTTTGGAAACTTCGGCTTCCCCTGGAGAGAGCGAGATTCTCCGCGCTGTAGAAGTCAC
CATTGTTGTGCACGACGACATCATTCCGTGGCGTTATCCAGCTAAGCGCGAACTGCAATTTGGAGAATGGCAGCGCAATGACATTCT
TGCAGGTATCTTCGAGCCAGCCACGATCGACATTGATCTGGCTATCTTGCTGACAAAAGCAAGAGAACATAGCGTTGCCTTGGTAGG
TCCAGCGGCGGAGGAACTCTTTGATCCGGTTCCTGAACAGGATCTATTTGAGGCGCTAAATGAAACCTTAACGCTATGGAACTCGCC
GCCCGACTGGGCTGGCGATGAGCGAAATGTAGTGCTTACGTTGTCCCGCATTTGGTACAGCGCAGTAACCGGCAAAATCGCGCCGAA
GGATGTCGCTGCCGACTGGGCAATGGAGCGCCTGCCGGCCCAGTATCAGCCCGTCATACTTGAAGCTAGACAGGCTTATCTTGGACA
AGAAGAAGATCGCTTGGCCTCGCGCGCAGATCAGTTGGAAGAATTTGTCCACTACGTGAAAGGCGAGATCACCAAGGTAGTCGGCAA
ATAACCCTCGAGCCACCCAIIBBICCAAAATCCCTTAACGTGAGTTA

Unique enzymes in PNC5: BstB | TT"CG,AA 1791

Not 1 GC~GGCC,GC 1890
BsiW 1 C GTAC,G 51 Sca | AGT|ACT 2488
Spl 1 C GTAC,G 51 BamH 1 G‘QATC,C 2492
BseR | GAGGAG 16/14 911 Asc 1 GG~CGCG, CC 2499
Avr 11 C~CTAG,G 915 Cla 1 AT"CG,AT 3379
AFIL 11 C TTAA,G 963 Sac 11 CC,GC"GG 3393
Kas 1 G GCGC,C 1108 Pac I TTA,AT TAA 3400
Nar | GG™CG,CC 1109 Afe | AGC|GCT 3406
Ehe I GGC|GCC 1110 Eco47 111 AGC|GCT 3406
Bbe 1 G,GCGC™C 1112 EcoR 1 G~ AATT,C 4285
Tth11l 1 GACN™N,NGTC 1227 Sal 1 G"TCGA,C 4291
Bsp1286 I  G,DGCH™C 1412 Acc | GT™MK,AC 4292

BsiC 1 TT°CG,AA 1791 BsrG 1 T GTAC,A 4297



MIu 1 A~CGCG,T

Xba 1 T CTAG,A

Swa 1 ATTT|AAAT
EcoN 1 CCTNN™N,NNAGG
Eco0109 1 RG™GNC,CY
Bsp120 1 G GGCC,C

Apa 1 G,GGCC™C

EcoR V GAT]ATC

Sac 1 G,AGCT"C

Bsg 1 GTGCAG 22/20
Ple 1 GAGTC 9710
BspH 1 T CATG,A

Ahd 1 GACNN,N NNGTC
Psp1406 1 AA~CG,TT

BstE 11 G GTNAC,C

Blp 1 GC™TNA,GC

Esp 1 GC~TNA,GC
PaeR7 1 C TCGA,G

Xho 1 C~TCGA,G

Number of enzymes = 45

The following enzymes do not cut in PNC5:

Age 1 Bgl
Bsu36 |

Nhe 1 Nru 1
PpuM 1 Spe 1

PNC5: sites sorted by name:

Aat 11

Acc 1 [¢D)
Acc65 1 )
Aci 1

Afe | (€
AFL 11 @)
AFL 111 )

Aha 11 (19)

Ahd 1 ()

Alu 1 (30)

Alw 1 e

(125)

Eco72 1

(16) 2014

2912
3819
4716
4292
565

315

393

784

863

1239
1623
1720
1893
2001
2396
2746
2885
3190

BsaB 1
Fse 1
PFIM 1
Xca 1

2067
2965
3872
4769

2480
336

578

796

1018
1340
1628
1776
1947
2168
2417
2770
2899
3294

6967
1811
2333
3231
4138
5035

591

1673
4260
6154
6791
7271
8212
9375
1287
2488
3406
5172
7615

BsmB 1
Hpa |
Pme 1
Xcem |

2150
3048
3955
4852

2011
2909
3816
4713
8749

879

2455
5157
6197
6909
7528
8459

1354
2499
3697
5666
7615

Bst1107 1
Mun 1

Pml
Xmn 1

2336
3234
4141
5038

2064
2962
3869
4766

933

3353
5394
6632
7135
8049
8889

1533
2790
4275
6170
7712

AlwN 1

Apa

ApaL 1

Apo

Asc
Ase

Asp718

Ava

Ava

Avr

BamH 1

Ban

Ban

Bbe
Bbs
Bbv

Bbv
Bcl
Bcn

Bfa

Bgl

Blp
Bpm
Bsa

BsaA 1

BsaH 1

BsaJd 1

BsaW 1

BseR 1

Bsg

BsiC 1
BsiE 1

BsiHKA

BsiWw 1

Bsm

BsmA 1

BsmF 1

BsoF 1

3)

®

(€D
a9

)
)
(16)

22)

(44)

(66)

8177
3693

8970
233

9154
4590

4285

6738

403

8587
5743
9135

1143
3252
5056

2755
5758

4530
340

1224
7386
8527
9044
4529
4328
405

5414
5760
8044
318

2546
3697
5313
7462

1979
2999
3977
7980

3127
5877

2011
2909
3816
4713
8749
339

502

822

1272
3147
4398
5621
5807
6706
8586
9127
2477
7173

3220
7922
410

1260
2383
3869
4917
5687

329
521

9183
7383

5278

6797

5694
9491
7998

2354
3509
6711

3662
6030

398

1745
7389
8612

8893
406

5563
5761
8391
513

2790
4350
5781
7715

2101
3070
4681
9327

4034
5935

2064
2962
3869
4766

340

526

857

1541
3390
4951
5694
5808
7127
8617
9469
5745
7320

4127

609

1792
2962
4020
5085
5806

336
863



Bsp120 1
Bsp1286 |
BspH 1
BspM 1
BspM 11
Bsr 1

BsrB 1
BsrD 1

BsrG 1
BssH 1
BssS 1
BstB 1
BstE 1
BstN 1

BstuU 1

BstX
BstY

Cac8 1

Cfrio 1

Cla 1
Csp6 |

Dde 1

Dpn 1

(1) 5588
) 1412
(1) 7687
(4) 9%

(25) 801

@7 1175

(2) 1830
(16) 1280

(61) 333

(9 382

(1) 3379
(36) 52

@4) 573

7817
(40) 429

1377
6425
1052
2493
5465
7374
8025
8495

1722
6659
7921

2499
7140

1827

1253
3083
5575
7387
8068
9233

1776

6900
8095

6606

9042

2185
3990
6396
7501
8335
9329

1889

9044

9419

Dpnil

Dra 1
Dra 111
Drd 1
Dsa 1

Eae 1

Eag |

Ear 1
Eco47 111
Eco57 1
EcoN 1
Eco0109 1
EcoR 1
EcoR 11

EcoR V
Ehe 1
Esp I
Fnu4H 1

Fok 1

Fsp 1
Gdi 11

Gsu 1
Hae 1

Hae 11

Hae 111

(40)

*
(©)
)
a2

a4

(O
)
(€]
4)
(€]
(€]
€Y}
(€2)

@1

@
(15)

(@)
a0

aan

(€2))

475

1494
2779
3686
4583
5549
6552
7127

627

1977
2875
3782
4679
5621
6705
8347

3408
6845
9341
531

914

1609
2166
3417
4675
6382
7011

8840

682

2170
3068
3975
4872
5807
6993
8924



Hoa 1

HgiA |

HgiE 11
Hha 1

HinC 11
Hind 11
HinD 111
Hinf 1

Hinl 1

HinP 1

Hpa 11

Hph 1

Kas 1
Kpn 1
Mae 1

Mae 11

Mae 111

Mbo 1

a2

®)

(©)
44)

@
@
@
(&Y

19

(44)

(42)

a4

(€D
@
22)

(42)

(36)

(40)

8784

3312
6104
8739
7285

7546
1111
1508
2503
6203
6610
6877
7488
8482
8949
9285
9423

Mbo

Mlu
Mme
Mnl

Msc
Mse

Msl

Msp

MspAl 1

Nae
Nar
Nci

Nco

Nde

NgoM 1

Nla 111

Nla

Not
Nsi

Nsp7524 1

NspB 11

1v

(16)

(€D
©)
(63)

(@)
28)

an

(42)

a2
4)

(16)

)
®

*
(39

(26)

(6D
(¢
®

2

6112
4537
2522

6512
8518

4825

9344
663

1328
2193
3151
4541
5891
6327
6971
8270

705

2482
3511
5590
7038
8156

1510
6110

3392
6791
9141



NspH |

Pac 1
PaeR7 1
Pal 1

Ple 1
Psp1406 1
PspA 1
Pst 1
Pvu 1
Pvu 11
Rsa 1

Rsr 11
Sac 1
Sac 11
Sal 1
Sap 1
Sau3A 1

Sau96 1

Sca 1
ScrF 1

Sec 1

SfaN 1

Sfc 1
Sfi |
Sma 1
SnaB |

Sph 1

®

(€]
(€D
G99

@
(€D
*
*
@
(©)
(36)

(©))
(€]
(€]
(6D
(©))
(40)

(20)

(€]
“48)

44

(29

®
@
*
®

)

663
3644

507

871

1582
1973
3064
4314
6346
6993
7983
9348

403

471

9076
1215
567

2188
2482
3086
3913
4077
4835
5131
8788
1625

735
4541

531

914

1609
2166
3417
4675
6382
7011
8250
9414

5694
1162

6791
1415
2221
2488
3119
3938
4234
4890
5198
8796
5743

1514
6114

856

1017
1834
2510
3778
4868
6808
7445
8784

5758
5634

2108
2272
3006
3170
3993
4299
4923
8342
9279

Spl
Srf
Ssp
Stu
Sty

Swa 1|
Taq 1

TFi |

Tsp45 |

Tth1il 1
Tth1il 11

vsp |
Xba 1

Xho 1
Xho 11

Xma 1
Xma 111

Site usage in PNC5:

Aat 11
Acc65 |
Afe 1
AFL 111
Aha 11
Alu 1
AlwN 1
ApaL 1
Asc |
Asp718
Ava 11
BamH 1
Ban 11
Bbs 1
Bbv 11
Ben |
Bgl 1
Blp 1
Bsa |
BsaB 1|
BsaJd 1
BseR 1
BsiC 1
BsiHKA 1
Bsm |1
BsmB 1
BsoF 1
Bsp1286 |
BspM 1
Bsr 1
BsrD 1
BssH 11
Bst1107 |
BstE 11
BstU 1
BstyY 1
Cac8 |
Cla 1

Dde 1
Dpnil

Dra 111
Dsa |

Eag |
Eco47 111
Eco72 1
Eco0109 1|
EcoR 11
Ehe 1
Fnu4H 1
Fse 1

Gdi 11
Hae 1

Hae 111
HgiA 1
Hha 1
Hind 11
Hinf 1
HinP 1
Hpa 11
Kas 1

Mae 1

Mae 111

@ 51
(2 405
(2) 5438
(2) 498
(11) 526
2249
8380
(1) 5209
(23) 108
1402
2533
4337
8624
9061
(10) 937
5575
6942
(10) 46
5990
8855
@ 1227
(12) 198
4299
7565
G) 122
8032
(1) 5188
(1) 9491
(16) 1280
2783
4279
7619
4) 339
(3) 1015

G,ACGT™C

G GTAC,C
AGC|GCT
ACRYG,T
GR™CG,YC
AG|CT
CAG,NNN"CTG
G TGCA,C
GG"CGCG,CC
G GTAC,C

G 6WC,C

G GATC,C
G,RGCY™C
GAAGAC 8/12
GAAGAC 7/11
CC,S GG
GCCN, NNN>NGGC
GC TNA,GC
GGTCTC 7/11
GATNN|NNATC
C CNNG,G
GAGGAG 16/14
TT°CG,AA
G,WGCW™C
GAATG,C 7
CGTCTC 7/11
GC™N,GC
G,DGCH™C
ACCTGC 10/14
ACT,GG™
GCAATG, 8
G>CGCG,C
GTA|TAC

G GTNAC,C
CGICG
R™GATC, Y
GCNINGC
ATCG,AT
CTNA,G
“GATC,
CAC,NNN"GTG
C CRYG,G

€ 6GCC,G
AGC|GCT
CAC|GTG

RG GNC,CY
~CCWGG,
GGCGCC
GC™N,GC
6G,CCGG™CC
“YGGC,CG
WGG | CCW
GG|CC
G,WGCW™C
6,C6°C
GTY|RAC

G ANT,C
6°CG,C
C>CG,6

G GCGC,C
CTA,G
~GTNAC,
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12

1526
3372
4587
7705
403

1890

Acc
Aci
Afl
Age
Ahd
Alw
Apa
Apo
Ase
Ava
Avr
Ban
Bbe
Bbv
Bcl
Bfa
Bgl
Bpm
BsaA
BsaH
BsaW
Bsg
BsiE
BsiW
BsmA
BsmF

Bsp120 1

BspH
BspM
BsrB
BsrG
BssS
BstB
BstN
BstX

Bsu36 1
Cfr1o 1

Csp6
Dpn
Dra
Drd
Eae
Ear

Eco57 1

EcoN
EcoR
EcoR
Esp
Fok
Fsp
Gsu
Hae
Hoga
HgiE
HinC

HinD 111

Hinl
Hpa
Hph
Kpn
Mae
Mbo

1
1
\

915 1541
4054 4951
9469

1222 1378
1600 1791
3440 4292
7067 8364
8755 8767
9492

1728 5185
6330 6802

1535 5930
8327 8392

2556 3463
6025 7556
8612 8619
6738 6797

2474 2492
3410 3690
5176 7608
7717 9176
5694 5758
3415

GT MK,AC

c c6,C

C TTAA,G
ACCGG,T
GACNN, N NNGTC
GGATC 8/9
G,GGCCC
RAATT, Y

AT TA,AT

C YCGR,G

C CTAG,G

G GYRC,C
G,G6CGC C
GCAGC 13/17
T GATC,A
CTA,G
AGATC,T
CTGGAG 22/20
YAC|GTR
GR™CG,YC
WCCGG,W
GTGCAG 22/20
CG,RY CG

C GTAC,G
GTCTC /9
GGGAC 15/19
G GGCC,C

T CATG,A
T°CCGG,A
GAG|CGG

T GTAC,A

C TCGT,G
TT°CG,AA
CC™W,GG
CCAN,NNNN"NTGG
CC TNA,GG
R™CCGG, Y

G TA,C

GAJTC
TTT|AAA
GACNN, NN NNGTC
Y~GGCC,R
CTCTTC 7/10
CTGAAG 21/19
CCTNN™N, NNAGG
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G AATT,C

GAT|ATC

GC TNA,GC

GGATG 14/18 1
TGC|GCA

CTGGAG 21/19

R,GCGC Y 11
GACGC 9/14 12
ACCNNNNNNGGT -1/134
GTY|RAC 2

ACAGCT, T 2

GR>CG,YC 19
GTT|AAC -

GGTGA 12/11 14
G,GTAC™C 2

ACG,T 42
“GATC, 40



Mbo
Mme
Msc
Msl

MspAl

Nae
Nci
Nde
Nhe
Nla
Nru

Nsp7524 1

1
1
1
1
v
1

NspH 1
PaeR7 1
PFIM 1

Pme

PpuM 1
PspA 1

Pvu
Rsa
Sac
sal

Sau3A 1

Sca
Sec
Sfc
Sma
Spe
Spl
Ssp
Sty
Taq

Tsp45 1

Tthil1l 11

Xba
Xcm
Xho
Xma

GAAGA 12/11 16
TCCRAC 25/23 3
TGG|CCA 2
CAYNN|NNRTG 11
CMG | CKG 12
GCC|GGC 4
cC'S,G6 16
CATA,TG 5
G CTAG,C -
GGN|NCC 26
TCG|CGA -
R>CATG, Y 9
R,CATG™Y 9
C TCGA,G 1
CCAN,NNN'NTGG -
CTTT|AAAC -
RG GWC,CY -
C>CCGG,G 4
CG,ATCG 2
GT]AC 36
G,AGCT™C 1
G TCGA,C 1
“GATC, 40
AGT|ACT 1
C CNNG,G 44
C TRYA,G 8
CCCGGG 4
ACTAG,T -
C GTAC,G 1
AAT|ATT 2
C CWWG,G 11
T°CG,A 23
~GTSAC, 10
CAARCA 16/14 12
T CTAG,A 1
CCANNNN , N> NNNNTGG-
R GATC, Y 16

C~GGCC,G 3

Mlu
Mnl
Mse
Msp
Mun
Nar
Nco
NgoM

Nla 111

Not
Nsi

NspB 11
Pac
Pal

Psp1406 I

Pst
Pvu
Rsr
Sac
Sap

Sau96 1

ScrF
SfaN
Ssfi
SnaB
Sph
srf
Stu
Swa
Tfi
Tthl
Vsp
Xca
Xho
Xma
Xmn

- -

1

ACGCG,T
CCTC 10/10
T TA,A

€ CG,6

C AATT,G
6G~CG,CC
C™CATG,G
G™CCGG,C
L,CATG™
GC™GGCC,GC
A,TGCAT
CMG | CKG
TTA,AT TAA
GG|CC

GAGTC 9/10
CAC|GTG
AACG,TT
C,TGCA G
CAG|CTG

CG GWC,CG
CC,GC GG
GCTCTTC 8/11
G GNC,C

CC N,GG
GCATC 9/13
GGCCN, NNNNGGCC
TAC|GTA
G,CATG™C
GCCC|GGGC
AGG|CCT
ATTT|ARAT

G AWT,C
GACN™N,NGTC
AT TA,AT
GTA|TAC

C TCGA,G

€ CCGG,G
GAANN|NNTTC
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