Vector: PNC3 (MOLab modified piggyBac vector with CMV promoter)
Antibiotic Selection: Spectinomycin-resistant

Creator(s): Xian Chen & Palak Shah, Molecular Oncology Lab of The University of Chicago
Date of Construction: January, 2013

Xhol 7757 Spl | 51

Esp | 7270
BstE Il 7121

Ayr 1915
Af1 1963

Mar 11109
Tth111 11227

SpnR gpETR

Pep1406 | 6352 Bep12a6 11412

neo/G418
Ahd | 6126

B=pH 15953 Mot | 1890

Ple 13612

Scal 2488
BamH | 2492
Asc 2499

5PB-TR

Bag | 4753 sv40Pa
Clal 3379
Sac Il 3303
Pac | 3400
Afe | 3406
Byl Il 3410
Sal | 3422
BsrG | 3428
Miu 1 3434
Pme | 3443
¥ha | 3454
Swa | 3475

Sac | 4296

EcoR % 4105 apa | 3858



PNC3 Vector Sequence
(Spectinomycin-resistant)

CTGCAGAACACGCAGCTAGATTAACCCTAGAAAGATAATCATATTGTGACGTACGTTAAAGATAATCATGCGTAAAATTGACGCATG
TGTTTTATCGGTCTGTATATCGAGGTTTATTTATTAATTTGAATAGATATTAAGTTTTATTATATTTACACTTACATACTAATAATA
AATTCAACAAACAATTTATTTATGTTTATTTATTTATTAAAAAAAAACAAAAACTCAAAATTTCTTCTATAAAGTAACAAAACTERER
BBGAGGGACAGCCCCCCCCCAAAGCCCCCAGGGATGTAATTACGTCCCTCCCCCGCTAGGGGGCAGCAGCGAGCCGCCCGGGGCTCC
GCTCCGGTCCGGCGCTCCCCCCGCATCCCCGAGCCGGCAGCGTGCGGGGACAGCCCGGGCACGGGGAAGGTGGCACGGGATCGCTTT
CCTCTGAACGCTTCTCGCTGCTCTTTGAGCCTGCAGACACCTGGGGGGATACGGGGAAAAGGCCTCCACGGCCAGACTAGAgcgcag
caccatggcctgaaataacctctgaaagaggaacttggttaggtaccttctgaggcggaaagaaccagctgtggaatgtgtgtcagt
tagggtgtggaaagtccccaggctccccagcaggcagaagtatgcaaagcatgcatctcaattagtcagcaaccaggtgtggaaagt
ccccaggctccccagcaggcagaagtatgcaaagcatgcatctcaattagtcagcaaccatagtcccgeccctaactccgeccatcec
cgcccctaactccgeccagttccgceccattctccgecccatggectgactaattttttttatttatgcagaggccgaggecgectcegg
cctctgagctattccagaagtagtgaggaggcttttttggaggcctaggcttttgcaaaaagcttgattcttctgacacaacagtct
cgaacttaaggctagagccaccTTGAACAAGATGGATTGCACGCAGGTTCTCCGGCCGCTTGGGTGGAGAGGCTATTCGGCTA
TGACTGGGCACAACAGACAATCGGCTGCTCTGATGCCGCCGTGTTCCGGCTGTCAGCGCAGGGGCGCCCGGTTCTTTTTGTCAAGAC
CGACCTGTCCGGTGCCCTGAATGAACTGCAGGACGAGGCAGCGCGGCTATCGTGGCTGGCCACGACGGGCGTTCCTTGCGCAGCTGT
GCTCGACGTTGTCACTGAAGCGGGAAGGGACTGGCTGCTATTGGGCGAAGTGCCGGGGCAGGATCTCCTGTCATCTCACCTTGCTCC
TGCCGAGAAAGTATCCATCATGGCTGATGCAATGCGGCGGCTGCATACGCTTGATCCGGCTACCTGCCCATTCGACCACCAAGCGAA
ACATCGCATCGAGCGAGCACGTACTCGGATGGAAGCCGGTCTTGTCGATCAGGATGATCTGGACGAAGAGCATCAGGGGCTCGCGCC
AGCCGAACTGTTCGCCAGGCTCAAGGCGCGCATGCCCGCACGGCGAGGATCTCGTCGTGACCCATGGCGATGCCTGCTTGCCGAATAT
CATGGTGGAAAATGGCCGCTTTTCTGGATTCATCGACTGTGGCCGGCTGGGTGTGGCGGACCGCTATCAGGACATAGCGTTGGCTAC
CCGTGATATTGCTGAAGAGCTTGGCGGCGAATGGGCTGACCGCTTCCTCGTGCTTTACGGTATCGCCGCTCCCGATTCGCAGCGCAT
CGCCTTCTATCGCCTTCTTGACGAGTTCTTCgcgggactctggggttcgaaatgaccgaccaagcgacgcccaacctgccatca
cgatggccgcaataaaatatctttattttcattacatctgtgtgttggttttttgtgtgaGCGGCCGCTAATAGTAATCAATTACGG
GGTCATTAGTTCATAGCCCATATATGGAGTTCCGCGTTACATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGACCCCC
GCCCATTGACGTCAATAATGACGTATGTTCCCATAGTAACGCCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTTACGGT
AAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGCCTGGC
ATTATGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGATGCGGT
TTTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAATGGGAGTTTGT
TTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACGCAAATGGGCGGTAGGCGTGTACGGTGGG
AGGTCTATATAAGCAGAGCTGGTTTAGTGAACCGTCAGATCCGTACTGGATCCGGCGCGCCWGGCCGCTAAACCCGCT
GATCAGCCTCGACTGTGCCTTCTAGTTGCCAGCCATCTGTTGTTTGCCCCTCCCCCGTGCCTTCCTTGACCCTGGAAGGTGCCACTC
CCACTGTCCTTTCCTAATAAAATGAGGAAATTGCATCGCATTGTCTGAGTAGGTGTCATTCTATTCTGGGGGGTGGGGTGGGGCAGG
ACAGCAAGGGGGAGGATTGGGAAGACAATAGCAGGCATGCTGGGGATGCGGTGGGCTCTATGGCTTCTGAGGCGGAAAGAACCAGGA
TCTGCTAGNTAATAGTAATCAATTACGGGGTCATTAGTTCATAGCCCATATATGGAGTTCCGCGTTACATAACTTACGGTAAATGGC
CCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAATGACGTATGTTCCCATAGTAACGCCAATAGGGACTTTCCAT
TGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGAC
GTCAATGACGGTAAATGGCCCGCCTGGCATTATGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTA
GTCATCGCTATTACCATGGTGATGCGGTTTTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTC
CACCCCATTGACGTCAATGGGAGTTTGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACG
CAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTGGTTTAGTGAACCGTCAGATCCIATCGATIAAGCTTCCGCG
GTTAATTAAAGCGCTagatctGAATTCGTCGACTGTACAACGCGTGTTTAAACTTCGAATCTAGATACGTACATATGATTTAAATEA

CTAACTAAACTTGTTTATTGCANCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTT
TCACTGCATTCTAGT]EIBEI T TGTCCAAACTCATCAATGTATCTTATCATGTCTGGAATGACTCAAATGATGTCAATTAGTCTATC
AGAAGCTCATCTGGTCTCCCTTCCGGGGGACAAGACATCCCTGTTTAATATTTAAACAGCAGTGTTCCCAAACTGGGTTCTTATATC
CCTTGCTCTGGTCAACCAGGTTGCAGGGTTTCCTGTCCTCACAGGAACGAAGTCCCTAAAGAAACAGTGGCAGCCAGGTTTAGCCCC
GGAATTGACTGGATTCCTTTTTTAGGGCCCATTGGTATGGCTTTTTCCCCGTATCCCCCCAGGTGTCTGCAGGCTCAAAGAGCAGCG
AGAAGCGTTCAGAGGAAAGCGATCCCGTGCCACCTTCCCCGTGCCCGGGCTGTCCCCGCACGCTGCCGGCTCGGGGATGCGGGGGGA
GCGCCGGACCGGAGCGGAGCCCCGGGCGGCTCGCTGCTGCCCCCTAGCGGGGGAGGGACGTAATTACATCCCTGGGGGCTTTGGGGEG
GGGGCTGTCCCEMIANETATAACAAGAAAATATATATATAATAAGTTATCACGTAAGTAGAACATGAAATAACAATATAATTATCG
TATGAGTTAAATCTTAAAAGTCACGTAAAAGATAATCATGCGTCATTTTGACTCACGCGGTCGTTATAGTTCAAAATCAGTGACACT
TACCGCATTGACAAGCACGCCTCACGGGAGCTCCAAGCGGCGACTGAGATGTCCTAAATGCACAGCGACGGATTCGCGCTATTTAGA
AAGAGAGAGCAATATTTCAAGAATGCATGCGTCAATTTTACGCAGACTATCTTTCTAGGGTTAATCTAGCTGCATCAGGATCATATC
GTCGGGTCTTTTTTCATCGCCCAAGCTGGCGCTATCTGGGCATCGGGCAGGAAGAAGCCCGTGCCTTTTCCCGCGAGGTTGAAGCGG
CATGGAAAGAGTTTGCCGAGGATGACTGCTGCTGCATTGACGTTGAGCGAAAACGCACGTTTACCATGATGATTCGGGAAGGTGTGG
CCATGCACGCCTTTAACGGTGAACTGTTCGTTCAGGCCACCTGGGATACCAGTTCGTCGCGGCTTTTCCGGACACAGTTCCGGATGG
TCAGCCCGAAGCGCATCAGCAACCCGAACAATACCGGCGACAGCCGGAACTGCCGTGCCGGTGTGCAGATTAATGACAGCGGTGCGEG
CGCTGGGATATTACGTCAGCGAGGACGGGTATCCTGGCTGGATGCCGCAGAAATGGACATGGATACCCCGTGAGTTACCCGGCGGGL
GCGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACAACATACGAGCCGGAAGCAT
AAAGTGTAAAGCCTGGGGTGCCTAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCCGCTTTCCAGTCGGGAAACCT
GTCGTGCCAGCTGCATTAATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTCCGCTTCCTCGCTCACTGA




CTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAA
CGCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCG
CCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCC
TGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCT
TTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCC
CGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAA
CAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGGACAGTATT
TGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGG
TGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGC
TCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATG
AAGTTTTAAATCAATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGAT
CTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGTGC
TGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGG
TCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAA
CGTTGTTGCCATTGCTACAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCG
AGTTACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTT
ATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGEBIGTACCAG
CCAGGACAGAAATGCCTCGACTTCGCTGCTACCCAAGGTTGCCGGGTGACGCACACCGTGGAAACGGATGAAGGCACGAACCCAGTG
GACATAAGCCTGTTCGGTTCGTAAGCTGTAATGCAAGTAGCGTCGCTCACGCAACTGGTCCAGAACCTTGACCGAACGCAGCGG
TGGTAACGGCGCAGTGGCGGTTTTCATGGCTTGTTATGACTGTTTTTTTGGGGTACAGTCTATGCCTCGGGCATCCAAGCAGCAAGC
GCGTTACGCCGTGGGTCGATGTTTGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGTTAAACAT
TATGAGGGAAGCGGTGATCGCCGAAGTATCGACTCAACTATCAGAGGTAGTTGGCGTCATCGAGCGCCATCTCGAACCGACGTTGCT
GGCCGTACATTTGTACGGCTCCGCAGTGGATGGCGGCCTGAAGCCACACAGTGATATTGATTTGCTGGTTACGGTGACCGTAAGGCT
TGATGAAACAACGCGGCGAGCTTTGATCAACGACCTTTTGGAAACTTCGGCTTCCCCTGGAGAGAGCGAGATTCTCCGCGCTGTAGA
AGTCACCATTGTTGTGCACGACGACATCATTCCGTGGCGTTATCCAGCTAAGCGCGAACTGCAATTTGGAGAATGGCAGCGCAATGA
CATTCTTGCAGGTATCTTCGAGCCAGCCACGATCGACATTGATCTGGCTATCTTGCTGACAAAAGCAAGAGAACATAGCGTTGCCTT
GGTAGGTCCAGCGGCGGAGGAACTCTTTGATCCGGTTCCTGAACAGGATCTATTTGAGGCGCTAAATGAAACCTTAACGCTATGGAA
CTCGCCGCCCGACTGGGCTGGCGATGAGCGAAATGTAGTGCTTACGTTGTCCCGCATTTGGTACAGCGCAGTAACCGGCAAAATCGC
GCCGAAGGATGTCGCTGCCGACTGGGCAATGGAGCGCCTGCCGGCCCAGTATCAGCCCGTCATACTTGAAGCTAGACAGGCTTATCT
TGGACAAGAAGAAGATCGCTTGGCCTCGCGCGCAGATCAGTTGGAAGAATTTGTCCACTACGTGAAAGGCGAGATCACCAAGGTAGT
CGGCAAATAACCCTCGAGCCACCCA-CCAAAATCCCTTAACGTGAGTTA

Unique enzymes in PNC3: BSLE 11 G GTNAC,C 7121

Blp 1 GC™TNA,GC 7270
BsiW 1 C GTAC,G 51 Esp 1 GC_TNA,GC 7270
Spl 1 G GTAC G o1 PaeR7 | CTCGA,G 7757
BseR I GAGGAG 16/14 911 Xho 1 C TCGA,G 7757
Avr 11 C CTAG,G 915 Number of enzymes = 47
AFIL 11 CTTAA,G 963 _ _
Kas 1 G GCGC.C 1108 The following enzymes do not cut in PNC3:
Nar 1 GG~CG,CC 1109
Ehe 1 GGC|GCC 1110 Age 1 BsaB | BsmB 1 Bst1107 |  Bsu36 |
Bbe 1 G,GCGC™C 1112 Eco72 1 Fse 1 Hpa | Mun 1 Nhe 1
Tth111 1 GACN™N,NGTC 1227 Nru 1 PFIM 1 Pml 1 PpuM 1 Spe 1
Bsp1286 I  G,DGCH™C 1412
Not 1 GC~GGCC,GC 1890 PNC3: sites sorted by name:
Sca | AGT]ACT 2488
BamH 1 G GATC,C 2492 Aat 11 () 2014 2067 2150 2336
Asc 1 GG~CGCG,CC 2499 2912 2965 3048 3234
Bbv 11 GAAGAC 7/11 2725 Acc 1 (1) 3423
Bbs 1 GAAGAC 8/12 2726 Acc65 | ) 565 2480
Cla 1 AT"CG,AT 3379 Aci | (99) 315 336 348 370
Sac 11 CC,GC GG 3393 393 578 763 775
Pac 1 TTA,AT TAA 3400 784 796 806 817
Afe |1 AGC|GCT 3406 863 1018 1081 1175
Eco47 111 AGC|GCT 3406 1239 1340 1343 1583
Bgl 11 AGATC,T 3410 1623 1628 1678 1694
ECoR 1 G AATT,C 3416 1720 1776 1835 1889
Sal 1 G™TCGA,C 3422 1893 1947 1975 1987
Acc | GT MK,AC 3423 2001 2168 2259 2292
BsrG |1 T GTAC,A 3428 2396 2417 2511 2520
MIu 1 A"CGCG,T 3434 2746 2770 2845 2873
Pme 1 CTTT|AAAC 3443 2885 2899 3066 3157
Xba 1 T CTAG,A 3454 3190 3294 3315 3390
Swa I ATTT|AAAT 3475 3392 3972 3995 4017
EcoN 1 CCTNN™N,NNAGG 3849 4029 4050 4234 4267
Eco0109 I  RG™GNC,CY 3854 4301 4509 4522 4671
Bsp120 1 G~GGCC,C 3854 4778 4783 4831 4868
Apa | G,GGCC™C 3858 4923 5026 5082 5092
ECOR V GAT|ATC 4105 5116 5159 5166 5187
Sac | G,AGCT™C 4296 5278 5306 5433 5452
Bsg | GTGCAG 22/20 4783 5573 5683 5818 5827
Ple 1 GAGTC 9/10 5612 6189 6280 6471 6517
BspH 1 T CATG,A 5953 6784 6804 6972 7069
Ahd 1 GACNN,N NNGTC 6126 7081 7148 7211 7407

Psp1406 1 AATCG,TT 6352 7410 7488 7535



Afe
AFl
AFl
Aha

Ahd
Alu

Alw

AIwN 1
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ApaL 1
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Asc
Ase

Asp718
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Ava
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BamH 1
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Bbv
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Bfa
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Bpm
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BsaA |

BsaH 1
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BsiC 1
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BsmA 1

BsmF 1

BsoF 1

Bsp120 1
Bsp1286 |
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BspM 11
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Dpnil

Dra 1

Dra 111
Drd 1
Dsa 1

Eae 1

Eag 1

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

EcoR V
Ehe 1
Esp |
Fnu4H 1

Fok 1

Fsp 1

Gdi 11
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Hae 1

Hae 11

Hae 111

Hga 1
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Hha 1
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Msc 1
Mse 1

Msl 1

Msp 1

MspAl 1

Nae 1
Nar 1
Nci |

Nco |

Nde 1
NgoM 1
Nla 111

Nla IV

Not 1
Nsi |
Nsp7524 1

NspB 11

NspH 1

Pac 1
PaeR7 1
Pal 1

Ple 1
Pme 1
Psp1406 1
PspA 1
Pst 1
Pvu 1
Pvu 11
Rsa 1|
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Site usage in PNC3:

Aat 11
Acc65 |
Afe 1
AfFL 111
Aha 11
Alu 1
AlwN 1
ApaL 1
Asc 1
Asp718
Ava 11
BamH |
Ban 11
Bbs 1
Bbv
Bcn
Bgl
Blp
Bsa
BsaB 1
BsaJ 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
Bsty 1
Cac8 1
Cla 1

Dde 1
Dpnll

Dra 111
Dsa |

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

G,ACGT™C

G GTAC,C
AGC|GCT
ACRYG,T
GR™CG,YC
AG|CT
CAG,NNN"CTG
G TGCA,C
G6G"CGCG,CC
G GTAC,C

G GWC,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
cG|Ce

R GATC, Y
GCNNGC
ATCG,AT

C TNA,G
~GATC,
CAC,NNN"GTG
C CRYG,G

€ 6GCC,G
AGC|GCT
CAC|GTG

RG GNC,CY
~CCWGG,
GGC|GCC
GC™N,GC
6G,CCGG™CC
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Bbv
Bcl
Bfa
Bgl
Bpm
BsaA 1
BsaH 1

BsaWw 1
Bsg |
BsiE 1
BsiW 1
BsmA 1
BsmF 1
Bsp120 1
BspH 1
BspM 11
BsrB 1
BsrG
BssS
BstB
BstN
BstX
Bsu36 1
Cfrio 1
Csp6 |
Dpn
Dra
Drd
Eae
Ear
Eco57 1
EcoN 1
EcoR 1
EcoR V
Esp 1
Fok 1
Fsp 1

GT MK ,AC

c ce,C
CTTAA,G
ACCGG,T
GACNN, N NNGTC
GGATC 8/9
G,GGCC™C

R AATT, Y

AT TA,AT

C YCGR, G

C CTAG,G

G GYRC,C
G,GCGC™C
GCAGC 13/17
T GATC,A

C TA,G
AGATC,T
CTGGAG 22/20
YAC|GTR
GRCG,YC
W>CCGG,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

GA|TC
TTT|AAA
GACNN, NN NNGTC
Y GGCC,R
CTCTTC 7/10
CTGAAG 21/19
CCTNN"N,NNAGG
G AATT,C
GAT|ATC

GC TNA,GC
GGATG 14/18
TGC|GCA
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Gdi
Hae
Hae

HgiA 1

Hha

Hind 11
Hinf 1
HinP 1

Hpa
Kas
Mae
Mae
Mbo
Mme
Msc
Msl

MspAl

Nae
Nci
Nde
Nhe
Nla
Nru

Nsp7524 1

1
1
1
1
v
1

NspH |
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

Tthlil 11

Xba
Xcm
Xho
Xma

“YGGC,CG 12
WGG | CCW 10
GG|CC 33
G, WGCW™C 5
G,CGC 44
GTY|RAC 2
G ANT,C 19
G°CG,C 44
€°CG,G 41
G GCGC,C 1
C TA,G 18
~GTNAC, 30
GAAGA 12/11 14
TCCRAC 25/23 3
TGG|CCA 2
CAYNN|NNRTG 9
CMG | CKG 10
GCCGGC 4
cC'S,G6 16
CATA,TG 3
G CTAG,C -
GGN|NCC 22
TCG|CGA -
R>CATG, Y 7
R,CATGY 7
C TCGA,G 1
CCAN,NNN'NTGG -
CTTT|AAAC 1
RG GWC,CY -
C>CCGG,G 4
CG,AT CG 2
GT]AC 24
G,AGCT™C 1
G TCGA,C 1
“GATC, 34
AGT|ACT 1
C CNNG,G 40
C TRYA,G 8
CCCGGG 4
ACTAG,T -
C GTAC,G 1
AAT|ATT 2
C CWWG,G 9
T°CG,A 21
“GTSAC, 10
CAARCA 16/14 9
T CTAG,A 1
CCANNNN, N> NNNNTGG-
R GATC, Y 12
€ 6GCC,G 2

Gsu 1
Hae 11
Hoa 1
HgiE 11
HinC 11
HinD 111
Hinl 1
Hpa
Hph
Kpn
Mae
Mbo
Mlu
Mnl
Mse
Msp
Mun
Nar
Nco
NgoM 1
Nla 111
Not 1

Nsi |1
NspB 11
Pac 1

Pal 1

Ple 1

Pml 1
Psp1406 1
Pst 1

Pvu 11
Rsr 11
Sac 11
Sap |
Sau96 1
ScrF |
SfaN 1
Sfi |
SnaB |
Sph
srf
Stu
Swa
Tfi
Tthl
Vsp
Xca
Xho
Xma
Xmn
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CTGGAG 21/19
R,GCGC™Y
GACGC 9/14

2
11
10

ACCNNNNNNGGT -1/132
2

GTY|RAC
ASAGCT, T
GR™CG,YC
GTT|AAC
GGTGA 12/11
G,GTAC™C
ACG,T
“GATC,

A CGCG, T
CCTC 10/10
T TA,A

€ CG,G

C AATT,G
6GCG,CC
C™CATG,G
G°CCGG,C
,CATG®
GC~GGCC,GC
A,TGCA T
CMG | CKG
TTA,AT TAA
GGJcc

GAGTC 9/10
CAC|GTG
AA™CG,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, NNN"NGGCC
TAC|GTA
G,CATG™C
GCCCGGGC
AGG|CCT
ATTT|AAAT

G AWT,C
GACN™N,NGTC
AT TA,AT
GTA|TAC

C TCGA,G
C~CCGG, G
GAANNNNTTC

2
11

12
2

30
34
1

51
29
41
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