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pAdTrace-TOX Full-length Sequence

NNNTTAATTAANNNTCCCTTCCAGCTCTCTGCCCCTTTTGGATTGAAGCCAATATGATAATGAGGGGGTGGAGTTTGTGACGTGGCGCGGGGCGTGGGAACGGGGL
GGGTGACGTAGTAGTGTGGCGGAAGTGTGATGTTGCAAGTGTGGCGGAACACATGTAAGCGACGGATGTGGCAAAAGTGACGTTTTTGGTGTGCGCCGGTGTACAC
AGGAAGTGACAATTTTCGCGCGGTTTTAGGCGGATGTTGTAGTAAATTTGGGCGTAACCGAGTAAGATTTGGCCATTTTCGCGGGAAAACTGAATAAGAGGAAGTG
AAATCTGAATAATTTTGTGTTACTCATAGCGCGTAANNNGTAGTTATTAATAGTAATCAATTACGGGGTCATTAGTTCATAGCCCATATATGGAGTTCCGCGTTAC
ATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAATGACGTATGTTCCCATAGTAACGCCAATAGGGACTTTCCAT
TGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAGTACGCCCCCTATTGACGTCAATGACGGTAAATGGC
CCGCCTGGCATTATGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGATGCGGTTTTGGCAGTA
CATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAATGGGAGTTTGTTTTGGCACCAAAATCAACGGGACTTTCCA
AAATGTCGTAACAACTCCGCCCCATTGACGCAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTGGTTTAGTGAACCGTCAGATCCGCTAGa
ccATGgcctcctccgaggacgtcatcaaggagttcatgcgcettcaaggtgcgecatggagggcteccgtgaacggccacgagttcgagatcgagggcgagggcgaggg
ccgcccctacgagggcacccagaccgccaagctgaaggtgaccaagggcggcecccctgeccttcgectgggacatcctgtccecctcagttccagtacggctccaag
gcctacgtgaagcaccccgccgacatccccgactacttgaagctgtccttccccgagggcttcaagtgggagegegtgatgaacttcgaggacggcggegtggtga
ccgtgacccaggactcctccctgcaggacggcgagttcatctacaaggtgaagctgcgcggcaccaacttcccctccgacggeccccgtaatgcagaagaagaccat
gggctgggaggcctccaccgagcggatgtaccccgaggacggcgccctgaagggcgagatcaagatgaggctgaagctgaaggacggcggccactacgacgecgag
gtcaagaccacctacatggccaagaagcccgtgcagctgcccggcgcctacaagaccgacatcaagctggacatcacctcccacaacgaggactacaccatcgtgg
aacagtacgagcgcgccgagggccgccactccaccggcgccAATCCACCCGGATCTAGATAACTGATCATAATCAGCCATACCACATTTGTAGAGGTTTTACTTGCT
TTAAAAAACCTCCCACACCTCCCCCTGAACCTGAAACATAAAATGAATGCAATTGTTGTTGTTAACTTGTTTATTGCAGCTTATAATGGTTACAAATAAAGCAATA

GCATCACAAATTTCACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAATGTATCTTAACEEETCtctagttattaatagt
aatcaattacggggtcattagttcatagcccatatatggagttccgcgttacataacttacggtaaatggcccgectggetgacce
gcccaacgacccccgcccattgacgtcaataatgacgtatgttcccatagtaacgccaatagggactttccattgacgtcaatgg
gtggagtatttacggtaaactgcccacttggcagtacatcaagtgtatcatatgccaagtacgccccctattgacgtcaatgacg
gtaaatggcccgcectggcattatgcccagtacatgaccttatgggactttcctacttggcagtacatctacgtattagtcatcgce
tattaccatggtgatgcggttttggcagtacatcaatgggcgtggatagcggtttgactcacggggatttccaagtctccacccce
attgacgtcaatgggagtttgttttggaaccaaaatcaacgggactttccaaaatgtcgtaacaactccgccccattgacgcaaa
tgggcggtaggcgtgtacggtgggaggtctatataagcagagctctecctatcagtgatagagatcteecctatcagtgatagaga
tctccctatcagtgatagagatctcecctatcagtgatagagatcgagectgtttagtgaaccgtcagatcgectggagacgecatce
cacgctgttttgacctccatagaagacaccgaattaattcaggggatccggtaccgtcgacgcggeccgectcgagaagetttcta
gagatatcggccgctaaacccgctgatcagecctcgactgtgecttctagttgeccagecatctgttgtttgeccctceccecgtgec
ttccttgaccctggaaggtgccactcccactgtectttectaataaaatgaggaaattgcatcgcattgtctgagtaggtgtecat

tctattctggggggtggggtggggcaggacagcaagggggaggattgggaagacaatagcaggcatgectggggatgeggtggget
ctatggcttctgaggcggaaagaaccaggatctgctagGATCTNNNTAAGGGTGGGAAAGAATATATAAGGTGGGGGTCTTATGTAGTTTTGTATC
TGTTTTGCAGCAGCCGCCGCCGCCATGAGCACCAACTCGTTTGATGGAAGCATTGTGAGCTCATATTTGACAACGCGCATGCCCCCATGGGCCGGGGTGCGTCAGA
ATGTGATGGGCTCCAGCATTGATGGTCGCCCCGTCCTGCCCGCAAACTCTACTACCTTGACCTACGAGACCGTGTCTGGAACGCCGTTGGAGACTGCAGCCTCCGC
CGCCGCTTCAGCCGCTGCAGCCACCGCCCGCGGGATTGTGACTGACTTTGCTTTCCTGAGCCCGCTTGCAAGCAGTGCAGCTTCCCGTTC
ATCCGCCCGCGATGACAAGTTGACGGCTCTTTTGGCACAATTGGATTCTTTGACCCGGGAACTTAATGTCGTTTCTCAGCAGCTGTTGGATCTGCG
CCAGCAGGTTTCTGCCCTGAAGGCTTCCTCCCCTCCCAATGCGGTTTAAAACATAAATAAAAAACCAGACTCTGTTTGGATTTGGATCAAGCAAGT
GTCTTGCTGTCTTTATTTAGGGGTTTTGCGCGCGCGGTAGGCCCGGGACCAGCGGTCTCGGTCGTTGAGGGTCCTGTGTATTTTTTCCAGGACGTG
GTAAAGGTGACTCTGGATGTTCAGATACATGGGCATAAGCCCGTCTCTGGGGTGGAGGTAGCACCACTGCAGAGCTTCATGCTGCGGGGTGGTGTT
GTAGATGATCCAGTCGTAGCAGGAGCGCTGGGCGTGGTGCCTAAAAATGTCTTTCAGTAGCAAGCTGATTGCCAGGGGCAGGCCCTTGGTGTAAGT
GTTTACAAAGCGGTTAAGCTGGGATGGGTGCATACGTGGGGATATGAGATGCATCTTGGACTGTATTTTTAGGTTGGCTATGTTCCCAGCCATATC
CCTCCGGGGATTCATGTTGTGCAGAACCACCAGCACAGTGTATCCGGTGCACTTGGGAAATTTGTCATGTAGCTTAGAAGGAAATGCGTGGAAGAA
CTTGGAGACGCCCTTGTGACCTCCAAGATTTTCCATGCATTCGTCCATAATGATGGCAATGGGCCCACGGGCGGCGGCCTGGGCGAAGATATTTCT
GGGATCACTAACGTCATAGTTGTGTTCCAGGATGAGATCGTCATAGGCCATTTTTACAAAGCGCGGGCGGAGGGTGCCAGACTGCGGTATAATGGT
TCCATCCGGCCCAGGGGCGTAGTTACCCTCACAGATTTGCATTTCCCACGCTTTGAGTTCAGATGGGGGGATCATGTCTACCTGCGGGGCGATGAA
GAAAACGGTTTCCGGGGTAGGGGAGATCAGCTGGGAAGAAAGCAGGTTCCTGAGCAGCTGCGACTTACCGCAGCCGGTGGGCCCGTAAATCACACC
TATTACCGGGTGCAACTGGTAGT TAAGAGAGCTGCAGCTGCCGTCATCCCTGAGCAGGGGGGCCACTTCGTTAAGCATGTCCCTGACTCGCATGTT
TTCCCTGACCAAATCCGCCAGAAGGCGCTCGCCGCCCAGCGATAGCAGTTCTTGCAAGGAAGCAAAGTTTTTCAACGGTTTGAGACCGTCCGCCGT
AGGCATGCTTTTGAGCGTTTGACCAAGCAGTTCCAGGCGGTCCCACAGCTCGGTCACCTGCTCTACGGCATCTCGATCCAGCATATCTCCTCGTTT
CGCGGGTTGGGGCGGCTTTCGCTGTACGGCAGTAGTCGGTGCTCGTCCAGACGGGCCAGGGTCATGTCTTTCCACGGGCGCAGGGTCCTCGTCAGC
GTAGTCTGGGTCACGGTGAAGGGGTGCGCTCCGGGCTGCGCGCTGGCCAGGGTGCGCTTGAGGCTGGTCCTGCTGGTGCTGAAGCGCTGCCGGTCT
TCGCCCTGCGCGTCGGCCAGGTAGCATTTGACCATGGTGTCATAGTCCAGCCCCTCCGCGGCGTGGCCCTTGGCGCGCAGCTTGCCCTTGGAGGAG
GCGCCGCACGAGGGGCAGTGCAGACTTTTGAGGGCGTAGAGCTTGGGCGCGAGAAATACCGATTCCGGGGAGTAGGCATCCGCGCCGCAGGCCCCG
CAGACGGTCTCGCATTCCACGAGCCAGGTGAGCTCTGGCCGTTCGGGGTCAAAAACCAGGTTTCCCCCATGCTTTTTGATGCGTTTCTTACCTCTG
GTTTCCATGAGCCGGTGTCCACGCTCGGTGACGAAAAGGCTGTCCGTGTCCCCGTATACAGACTNNNGTTTAAACGAATTCNNNTATAAAATGCAA
GGTGCTGCTCAAAAAATCAGGCAAAGCCTCGCGCAAAAAAGAAAGCACATCGTAGTCATGCTCATGCAGATAAAGGCAGGTAAGCTCCGGAACCAC
CACAGAAAAAGACACCATTTTTCTCTCAAACATGTCTGCGGGTTTCTGCATAAACACAAAATAAAATAACAAAAAAACAT TTAAACATTAGAAGCC
TGTCTTACAACAGGAAAAACAACCCTTATAAGCATAAGACGGACTACGGCCATGCCGGCGTGACCGTAAAAAAACTGGTCACCGTGATTAAAAAGC
ACCACCGACAGCTCCTCGGTCATGTCCGGAGTCATAATGTAAGACTCGGTAAACACATCAGGTTGATTCATCGGTCAGTGCTAAAAAGCGACCGAA
ATAGCCCGGGGGAATACATACCCGCAGGCGTAGAGACAACATTACAGCCCCCATAGGAGGTATAACAAAATTAATAGGAGAGAAAAACACATAAAC
ACCTGAAAAACCCTCCTGCCTAGGCAAAATAGCACCCTCCCGCTCCAGAACAACATACAGCGCTTCACAGCGGCAGCCTAACAGTCAGCCTTACCA
GTAAAAAAGAAAACCTATTAAAAAAACACCACTCGACACGGCACCAGCTCAATCAGTCACAGTGTAAAAAAGGGCCAAGTGCAGAGCGAGTATATA
TAGGACTAAAAAATGACGTAACGGTTAAAGTCCACAAAAAACACCCAGAAAACCGCACGCGAACCTACGCCCAGAAACGAAAGCCAAAAAACCCAC
AACTTCCTCAAATCGTCACTTCCGTTTTCCCACGTTACGTAACTTCCCATTTTAAGAAAACTACAATTCCCAACACATACAAGTTACTCCGCCCTA
AAACCTACGTCACCCGCCCCGTTCCCACGCCCCGCGCCACGTCACAAACTCCACCCCCTCATTATCATATTGGCTTCAATCCAAAATAAGGTATAT
TATTGATGATNNNTTAATTAAGGEECGATCENNNCGGTGTGAAATACCGCACAGATGCGTAAGGAGAAAATACCGCATCAGGCGCTCTTCCGCTTCCTCG
CTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAAC
GCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGAC
GAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGC
TCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTC
AGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAG
TCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTG



AAGTGGTGGCCTAACTACGGCTACACTAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCT
TGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTG
ATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTT
TTAAATTAAAAATGAAGTTTTAAATCAATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCA
GCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCA
ATGATACCGCGAGACCCACGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTA
TCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGNNNNNNAAAAAGGA
TCTTCACCTAGATCCTTTTCACGTAGAAAGCCAGTCCGCAGAAACGGTGCTGACCCCGGATGAATGTCAGCTACTGGGCTATCTGGACAAGGGAAA
ACGCAAGCGCAAAGAGAAAGCAGGTAGCTTGCAGTGGGCTTACATGGCGATAGCTAGACTGGGCGGTTTTATGGACAGCAAGCGAACCGGAATTGC
CAGCTGGGGCGCCCTCTGGTAAGGTTGGGAAGCCCTGCAAAGTAAACTGGATGGCTTTCTCGCCGCCAAGGATCTGATGGCGCAGGGGATCAAGCT
CTGATCAAGAGACAGGATGAGGATCGTTTCGCATGATTGAACAAGATGGATTGCACGCAGGTTCTCCGGCCGCTTGGGTGGAGAGGCTATTCGGCT
ATGACTGGGCACAACAGACAATCGGCTGCTCTGATGCCGCCGTGTTCCGGCTGTCAGCGCAGGGGCGCCCGGTTCTTTTTGTCAAGACCGACCTGT
CCGGTGCCCTGAATGAACTGCAAGACGAGGCAGCGCGGCTATCGTGGCTGGCCACGACGGGCGTTCCTTGCGCAGCTGTGCTCGACGTTGTCACTG
AAGCGGGAAGGGACTGGCTGCTATTGGGCGAAGTGCCGGGGCAGGATCTCCTGTCATCTCACCTTGCTCCTGCCGAGAAAGTATCCATCATGGCTG
ATGCAATGCGGCGGCTGCATACGCTTGATCCGGCTACCTGCCCATTCGACCACCAAGCGAAACATCGCATCGAGCGAGCACGTACTCGGATGGAAG
CCGGTCTTGTCGATCAGGATGATCTGGACGAAGAGCATCAGGGGCTCGCGCCAGCCGAACTGTTCGCCAGGCTCAAGGCGAGCATGCCCGACGGCG
AGGATCTCGTCGTGACCCATGGCGATGCCTGCTTGCCGAATATCATGGTGGAAAATGGCCGCTTTTCTGGATTCATCGACTGTGGCCGGCTGGGTG
TGGCGGACCGCTATCAGGACATAGCGTTGGCTACCCGTGATATTGCTGAAGAGCTTGGCGGCGAATGGGCTGACCGCTTCCTCGTGCTTTACGGTA
TCGCCGCTCCCGATTCGCAGCGCATCGCCTTCTATCGCCTTCTTGACGAGTTCTTCTGAATTTTGTTAAAATTTTTGTTAAATCAGCTCATTTTTT
AACCAATAGGCCGAAATCGGCAACATCCCTTATAAATCAAAAGAATAGACCGCGATAGGGTTGAGTGTTGTTCCAGTTTGGAACAAGAGTCCACTA
TTAAAGAACGTGGACTCCAACGTCAAAGGGCGAAAAACCGTCTATCAGGGCGATGGCCCACTACGTGAACCATCACCCAAATCAAGTTTTTTGCGG
TCGAGGTGCCGTAAAGCTCTAAATCGGAACCCTAAAGGGAGCCCCCGATTTAGAGCTTGACGGGGAAAGCCGGCGAACGTGGCGAGAAAGGAAGGG
AAGAAAGCGAAAGGAGCGGGCGCTAGGGCGCTGGCAAGTGTAGCGGTCACGCTGCGCGTAACCACCACACCCGCGCGCTTAATGCGCCGNNNNNNN

Unique enzymes in pAdTrace-TOX: 4507 4565 4608 4669
4679 4915 4917 4959
Bsrc I TGTAC,A 207 S645 5763 5793 5908
Hpa 1 GTT]AAC 1760 6100 6121 6139 6250
Mliu 1 A~CGCG, T 1883 6276 6293 6336 6343
BamH 1 G~GATC,C 2629 6364 6455 6483 6610
Acc65 1 G GTAC,C 2635 6629 6750 6860 6995
Asp718 G GTAC,C 2635 7004 7366 7457 7587
2 7710 7806 7909 7972
Kpn G,GTAC™C 2639 8066 8130 8231 8234
sal 1 G TCCA,C 2641 8474 8514 8519 8569
Not 1 GC-GGCC,GC 2648 8585 8611 8753 8892
PaeR7 1 C TCGA,G 2655 9007 9034 9062
Xho 1 C~TCGA,G 2655 AFL 111 (4) 158 1883 5369 6410
HinD 111 ATAGCT,T 2661 Aha 11 (18) 481 534 617 803
EcoR V GAT|]ATC 2675 974 1421 1478 1529
Bst1107 1|  GTA|TAC 5203 ;ggg gg%g iggg 4213‘512
Xca | GTA]TAC 5203 7752 8000
Pme 1 CTTT]AAAC 5218 Ahd 1 “4) 1137 2615 3567 7303
EcoR 1 G AATT,C 5223 Alu 1 (46) 25 925 1092 1209
Avr 11 C CTAG,G 5742 1326 1455 1521 1551
Cla 1 AT"CG,AT 6228 1776 2457 2547 2663
BspH | T CATG,A 7130 3080 3313 3405 3685
Pspl406 1  AA™CG,TT 7529 3771 3821 3971 4313
Rsr 11 CG GWC,CG 8516 4340 4410 4416 4619
’ 4939 4996 5083 5327
Number of enzymes = 22 5542 5866 6352 6578
. _ 6668 6714 6971 7492
The following enzymes do not cut in pAdTrace-TOX: 7621 7674 7700 7746
7837 8106 8564 8693
AFl 11 Age 1 Asc | Blp 1 BsiC 1 8911 8950
BsiW 1 BstB 1 Bsu36 | Eco72 1 EcoN 1 Alw 1 @27) 940 1648 2625 2636
Esp 1 Fse 1 Nhe 1 Nru 1 Pml 1 2960 2970 3418 3510
Pvu 1 Sca 1 Sfi 1 Spe 1 Spl 1 3709 4100 4263 4641
) 6225 6232 6972 7058
pAdTrace-TOX: sites sorted by name: 7058 7155 7156 7556
7557 7820 7837 7867
Aat 11 () 484 537 620 806 8178 8245 8424
977 2016 2069 2152 AlIwN 1 a 2956 3247 3405 3490
2338 5211 6826 7624
Acc | @) 2642 4264 5202 Apa 1 (2) 4060 4366
Acc65 1 (1) 2635 ApaL 1 (2) 3946 6724
Aci | (123) 88 106 126 151 Apo 1 @ 257 1811 2620 3957
233 243 294 417 5223 8665 8676
445 457 471 638 Ase 1 (6) 5 366 1898 5698
729 762 866 887 6217 7475
948 1062 1085 1109 Asp718 (1) 2635
1184 1262 1331 1401 Ava | (6) 1219 1411 2655 3377
1466 1614 1949 1977 3557 5632
1989 2003 2170 2261 Ava 11 (7) 3561 3585 4610 4751
2294 2398 2419 2647 4829 7441 8516
2651 2681 2690 2916 Avr 11 (1) 5742
2940 3035 3038 3041 BamH 1 (1) 2629
3167 3230 3233 3236 Ban 1 7) 824 1075 1333 1420
3245 3257 3261 3263 1528 1627 2635 2772
3295 3326 3330 3460 3743 4164 4955 5859
3549 3567 3695 3813 7251 7751 7999 8034
4066 4069 4154 4158 8900

4175 4271 4351 4490 Ban 11 (11) 1018 2459 2925 3082
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Bbv 1

Bbv 11
Becl 1
Ben |

Bfa 1

Bgl 1

Bgl 11
Bpm 1
Bsa 1
BsaA 1
BsaB 1

BsaH 1

BsaJ 1

BsaWw 1
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Bsg 1|
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Bsp120 1
Bsp1286 |
BspH |
BspM |

BspM 11
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BssH 11
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Dra 1

Dra 111
Drd 1
Dsa 1

Eae |

Eag |

Ear 1
Eco47 111
Eco57 1

Eco0109 1
EcoR 1
EcoR 11

EcoR V
Ehe 1
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Fsp |
Gdi 11
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Hae 11

Hae 111
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Hha 1

HinC 11
Hind 11
HinD 111
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Mae 1

Mae 11

Mae 111

Mbo 1

(60)

(©)
(©)
(€Y}
(20)

1s8)

(60)

(€Y}
(40)

19

®

(€Y}
as

GH

41

(42)

88

183

2039
4010
5174
5932
6093
6829
8426

1436
2498

1891
5743
7559

481

698

2013
2230
4102
6114
7572
8819

218

1275
2388
4208
5494
6025
6115
6945
9036

1641
2519



Mbo

Mlu
Mme

Mnl

Msc
Mse

Msl

Msp

MspAl 1

Mun
Nae
Nar

Nci

Nco

Nde

NgoM |

Nla 111

Nla

v

an

(€D
®

@4)

*
(33)

®
40

a5)

@
(©)
®

(18)

@)
)

®)
40

(CXY)

3390

900

1005
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4809
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1898
4402
5523
6063
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7475
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6624
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1038
1153
1355
1439
1602
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3659
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1698
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3379
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5633
7607
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1503
3048
3692
4263
4733
5303
5555
7874
8462
1113
1422
2631

Not 1
Nsi |
Nsp7524 1

NspB 11

NspH |

Pac 1
PaeR7 1
Pal 1

PFIM 1
Ple 1
Pme 1
PpuM 1
Psp1406 1
PspA 1
Pst 1|

Pvu 11

Rsa 1

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

Sau96 1

ScrF 1

Sec 1
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5632
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4313
8106
603

899

2110
2274
8306

5085

4454
6410

3263
4340
6752

4458
6414

961

1168
1504
2650
3789
4196
4809
5089
6436
7426
8500

3682

4340

658

1156
2135
2431



SfaN |

Sfc

Sma

SnaB |

Sph
Stu
Sty

Taq

Tfi

Tsp45 |

Tthi1l 1
Tthi1l 11

Vsp

Xba
Xca
Xcm
Xho
Xho

Xma
Xma
Xmn
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3557 3779
4060 4073
4295 4723
4891 4915
5020 5545
5742 6570
8163 8432
2249 2822
3862 4647
6248 6286
8214 8298
8637

3248 3678
6866

5634

6049

4578 8405
1103 1163
3106 3791
4945 5742
1253 2543
2703 4644
6510 8113
8329 8491
5016 5596
8619

183 218
1275 3270
4623 4772
5512 5874
6147 8120
8118

3483 3522
6999 7008
1898 5698
7816

2477 2498
2953 2963
7062 7148
7561 7813
5632

7906

Site usage in pAdTrace-TOX:

Aat

Acc65 |

Afl
Age
Ahd
Alw
Apa
Apo
Ase
Ava
Avr
Ban
Bbe
Bbv
Bcl
Bfa
Bgl

G,ACGT"C
G GTAC,C
C TTAA,G
ATCCGG,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,6CGC™C

GCAGC 13/17

T GATC,A
C TA,G
ATGATC,T

R ©

BN

~

UJHWGO’D—‘!—‘O’G’\INN#I

Acc 1
Aci 1
AFL 111
Aha 11
Alu 1
AlwN 1
ApaL 1
Asc 1
Asp718
Ava 11
BamH 1
Ban 11
Bbs 1
Bbv 11
Ben |1
Bgl 1
Blp 1

GT MK, AC
c>cG,C
ACRYG,T
GR™CG,YC
AG|CT
CAG,NNN"CTG

G TGCA,C
6G"CGCG,CC

G GTAC,C

G GWC,C

G GATC,C
G,RGCY™C
GAAGAC 8/12
GAAGAC 7/11
CC,S°GG

GCCN, NNNNGGC
GC TNA,GC

123

ARPRRNPR
B

18
10

Bpm 1
BsaA
BsaH
BsaW
Bsg 1
BsiE
BsiW
BsmA
BsmF

Bsp120 1

BspH
BspM
BsrB
BsrG
BssS
BstB
BstN
BstX

Bsu36 1
Cfr10 1

Csp6
Dpn 1
Dra 1
Drd 1
Eae 1
Ear 1

Eco57 1

EcoN
EcoR

EcoR V

Esp
Fok
Fsp
Gsu
Hae
Hga
HgiE
HinC

HinD 111

Hinl
Hpa
Hph
Kpn
Mae
Mbo
MIu
Mnl
Mse
Msp
Mun
Nar
Nco
NgoM
Nla 1
Not |
Nsi |
NspB
Pac 1
Pal 1
Ple 1
Pml 1

Psp1406 1

Pst 1
Pvu 1
Rsr 1
Sac 1
Sap |

Sau96 1

ScrF
SfaN
Sfi 1
SnaB
Sph 1
Srf |
Stu 1
Taq |

Tsp45 1

Tthl1l 11

Xba 1
Xcm 1
Xho 1
Xma 1

CTGGAG 22/20
YAC|GTR
GR™CG,YC
WCCGG, W
GTGCAG 22/20
CG,RYCG

C GTAC,G
GTCTC /9
GGGAC 15/19
6~6GCC,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
CTGGAG 21/19
R,GCGC™Y
GACGC 9/14

ACCNNNNNNGGT -1/133
3

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

c CG,6

C AATT,G
6GCG,CC

C CATG,G
G°CCGG,C
,CATG™
GCGGCC,GC
A,TGCA™T
CMG|CKG
TTA,AT TAA
e [ee
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
GCCC|GGGC
AGG|CCT
T°CG,A
“GTSAC,
CAARCA 16/14
T CTAG,A

1
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1
19
1
34
42
1
74
33
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4
2
17
22
10
2

CCANNNN, N™NNNNTGG3

R™GATC,Y
C~GGCC,G

18
3

Bsa

BsaB
BsaJ
BseR
BsiC
BsiH
Bsm

BsmB
BsoF

Bsp1286 |

BspM
Bsr

BsrD
BssH

Bst1107 1

BstE
BstU
BstY
Cac8
Cla
Dde
Dpnl
Dra
Dsa
Eag

Eco47 111

Eco7.

Eco0109 1

EcoR
Ehe
Fnu4
Fse
Gdi
Hae
Hae
HgiA
Hha
Hind
Hinf
HinP
Hpa
Kas
Mae
Mae
Mbo
Mme
Msc
Msl
MspA!
Nae
Nci
Nde
Nhe
Nla
Nru

Nsp7524 1

NspH
PaeR
PFIM
Pme
PpuM
PspA
Pvu
Rsa
Sac
sal

1
1
1
1
1

KA

1
1
1

21

1
1

H 1
1
1
1
11
1
1
1
1
1
1
1

1
11
1
1

1

1

1
1

1

1

1
v
1

1
7 1
1
1
1
1
1
1
1
1

Sau3A 1

Sca
Sec
sfc
Sma
Spe
Spl
Ssp
Sty
Tfi
Tthl
Vsp
Xca
Xho
Xma
Xmn

1
1
1
1
1
1
1
1
11
1
1
1
1
1

GGTCTC 7/11
GATNNNNATC
C CNNG,G
GAGGAG 16/14
TT°CG,AA
G,WGCWC
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
CGJCG
R GATC, Y
GCNNGC
AT CG,AT
C TNA,G
“GATC,
CAC,NNN"GTG
C CRYG,G
€ GGCC,G
AGC|GCT
CAC|GTG
RG GNC,CY
~CCWGG,
GGClGee
GC N, GC
GG,CCGG™CC
“YGGC,CG
WGG | CCW
GGJCC
G,WeCw C
G,CGC
GTY|RAC
G ANT,C
G CG,C
€ CG,6
G GCGC,C
CTA,G
“GTNAC,
GAAGA 12/11
TCCRAC 25/23
TGG|CCA
CAYNNNNRTG
CMG | CKG
GCC|GGC
cC'S,GG
CA TA,TG
G CTAG,C
GGNINCC
TCG|CGA
R™CATG, Y
R,CATG™Y
C TCGA,G
CCAN,NNN>NTGG
CTTT|AAAC
RG GWC,CY
C~CCGG, G
CG,AT CG
GT|AC
G,AGCT™C
G TCGA,C
“GATC,
AGT|ACT
C CNNG,G
C TRYA,G
CCCIGGG
ACTAG,T
C GTAC,G
AAT|ATT
C CWWG,G
G AWT,C
GACN™N,NGTC
AT TA,AT
GTA|TAC
C TCGA,G
€ CCGG,G
GAANNNNTTC
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