Vector: pSESI1 (adenoviral shuttle vector expressing siRNA, EcoRI or PmeI for linearization)
Antibiotic Selection: Kan

Creator(s): Qiong Shi, Molecular Oncology Lab of The University of Chicago Medical Center
Date of Construction: Sept, 2009
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Sfi | Site Stuffer and siRNA Cassette Design:

EcoRV Not 1 M13Rev BstX 1
H1>>> ggccaaaacGGCCgatatcGCGGCCGCggaaacagctatgaCCAtgacgecTGGCCgttttggcec
ccggttttgCCGGetatagcgecggcgectttgtcgatactggtactgcgaccggcaaaaccgg <<<U6

Sfi | Digestion

57 -GGCCAAAA A(N19-27nt)TTTT TGGCC-3~
37 -CCGGT TTTT(N19-27nt)A AAAACCGG-5"




pSES1 Full-Length Sequence (from pSES-HUS)
(Adenoviral shuttle vector for sSiRNA expression)

NNNTTAATTAANNNTCCCTTCCAGCTCTCTGCCCCTTTTGGATTGAAGCCAATATGATAATGAGGGGGTGGAGTTTGTGACGTGGCGCGGGGCGTG
GGAACGGGGCGGGTGACGTAGTAGTGTGGCGGAAGTGTGATGTTGCAAGTGTGGCGGAACACATGTAAGCGACGGATGTGGCAAAAGTGACGTTTT
TGGTGTGCGCCGGTGTACACAGGAAGTGACAATTTTCGCGCGGTTTTAGGCGGATGTTGTAGTAAATTTGGGCGTAACCGAGTAAGATTTGGCCAT
TTTCGCGGGAAAACTGAATAAGAGGAAGTGAAATCTGAATAATTTTGTGTTACTCATAGCGCGTAANNNggtaccTAGTTATTAATAGTAATCAATTACGGGGTCA
TTAGTTCATAGCCCATATATGGAGTTCCGCGTTACATAACTTACGGTAAATGGCCCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAATGACGT
ATGTTCCCATAGTAACGCCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACATCAAGTGTATCATATGCCAAG
TACGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGCCTGGCATTATGCCCAGTACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTC
ATCGCTATTACCATGGTGATGCGGTTTTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATTGACGTCAATGGGA
GTTTGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCATTGACGCAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAG
CAGAGCTGGTTTAGTGAACCGTCAGATCCGCTAGaccATGgcctcctccgaggacgtcatcaaggagttcatgcgcttcaaggtgcgcatggagggctccgtgaac
ggccacgagttcgagatcgagggcgagggcgagggccgcccctacgagggcacccagaccgccaagctgaaggtgaccaagggcggccccctgeccttecgectggg
acatcctgtcccctcagttccagtacggctccaaggcctacgtgaagcaccccgeccgacatccccgactacttgaagetgtectteccccgagggettcaagtggga
gcgcgtgatgaacttcgaggacggcggcgtggtgaccgtgacccaggactccteccctgcaggacggcgagttcatctacaaggtgaagctgcgecggcaccaacttce
ccctccgacggcecccgtaatgcagaagaagaccatgggctgggaggcecctccaccgagcggatgtaccccgaggacggcgecctgaagggcgagatcaagatgagge
tgaagctgaaggacggcggccactacgacgccgaggtcaagaccacctacatggccaagaagcccgtgcagctgcccggcgectacaagaccgacatcaagctgga
catcacctcccacaacgaggactacaccatcgtggaacagtacgagcgcgccgagggccgccactccaccggcgccAATCCACCCGCGATCTAGATAACTGATCATAA
TCAGCCATACCACATTTGTAGAGGTTTTACTTGCTTTAAAAAACCTCCCACACCTCCCCCTGAACCTGAAACATAAAATGAATGCAATTGTTGTTGTTAACTTGTT
TATTGCAGCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAAT
GTATCTTAACECEEFE ot tcgaacgctgacgtcatcaacccgctecaaggaategegggeccagtgtecactaggecgggaacacccagegegegtgegecctyg
caggaagatggctgtgagggacaggggagtggcgccctgcaatatttgcatgtcgctatgtgttctgggaaatcaccataaacgtgaaatgtctttggatttggga
atcttataagttctgtatgagaccacagatcggccaaaac@gcc gatatcGCGGCCGCggaaacagctatgaCCAtgacgcT
ggc!gttttggcctcctttccacaagatatataaagccaagaaatcgaaatactttcaagttacggtaagcatatgatagtccattttaaaacataattttaaaac
tgcaaactacccaagaaattattactttctacgtcacgtattttgtactaatatctttgtgtttacagtcaaattaattctaattatctctctaacageccttgtat
cgtatatgcaaatatgaaggaatcatgggaaataggccctcttcctgcccgaccttggatcTNNNTAAGGGTGGGAAAGAATATATAAGGTGGGGGTCTTATGTAG
TTTTGTATCTGTTTTGCAGCAGCCGCCGCCGCCATGAGCACCAACTCGTTTGATGGAAGCATTGTGAGCTCATATTTGACAACGCGCATGCCCCCATGGGCCGGGG
TGCGTCAGAATGTGATGGGCTCCAGCATTGATGGTCGCCCCGTCCTGCCCGCAAACTCTACTACCTTGACCTACGAGACCGTGTCTGGAACGCCGTTGGAGACTGC
AGCCTCCGCCGCCGCTTCAGCCGCTGCAGCCACCGCCCGCGGGATTGTGACTGACTTTGCTTTCCTGAGCCCGCTTGCAAGCAGTGCAGCTTCCCGTTC
ATCCGCCCGCGATGACAAGTTGACGGCTCTTTTGGCACAATTGGATTCTTTGACCCGGGAACTTAATGTCGTTTCTCAGCAGCTGTTGGATCTGCG
CCAGCAGGTTTCTGCCCTGAAGGCTTCCTCCCCTCCCAATGCGGTTTAAAACATAAATAAAAAACCAGACTCTGTTTGGATTTGGATCAAGCAAGT
GTCTTGCTGTCTTTATTTAGGGGTTTTGCGCGCGCGGTAGGCCCGGGACCAGCGGTCTCGGTCGTTGAGGGTCCTGTGTATTTTTTCCAGGACGTG
GTAAAGGTGACTCTGGATGTTCAGATACATGGGCATAAGCCCGTCTCTGGGGTGGAGGTAGCACCACTGCAGAGCTTCATGCTGCGGGGTGGTGTT
GTAGATGATCCAGTCGTAGCAGGAGCGCTGGGCGTGGTGCCTAAAAATGTCTTTCAGTAGCAAGCTGATTGCCAGGGGCAGGCCCTTGGTGTAAGT
GTTTACAAAGCGGTTAAGCTGGGATGGGTGCATACGTGGGGATATGAGATGCATCTTGGACTGTATTTTTAGGTTGGCTATGTTCCCAGCCATATC
CCTCCGGGGATTCATGTTGTGCAGAACCACCAGCACAGTGTATCCGGTGCACTTGGGAAATTTGTCATGTAGCTTAGAAGGAAATGCGTGGAAGAA
CTTGGAGACGCCCTTGTGACCTCCAAGATTTTCCATGCATTCGTCCATAATGATGGCAATGGGCCCACGGGCGGCGGCCTGGGCGAAGATATTTCT
GGGATCACTAACGTCATAGTTGTGTTCCAGGATGAGATCGTCATAGGCCATTTTTACAAAGCGCGGGCGGAGGGTGCCAGACTGCGGTATAATGGT
TCCATCCGGCCCAGGGGCGTAGTTACCCTCACAGATTTGCATTTCCCACGCTTTGAGTTCAGATGGGGGGATCATGTCTACCTGCGGGGCGATGAA
GAAAACGGTTTCCGGGGTAGGGGAGATCAGCTGGGAAGAAAGCAGGTTCCTGAGCAGCTGCGACTTACCGCAGCCGGTGGGCCCGTAAATCACACC
TATTACCGGGTGCAACTGGTAGTTAAGAGAGCTGCAGCTGCCGTCATCCCTGAGCAGGGGGGCCACTTCGTTAAGCATGTCCCTGACTCGCATGTT
TTCCCTGACCAAATCCGCCAGAAGGCGCTCGCCGCCCAGCGATAGCAGTTCTTGCAAGGAAGCAAAGTTTTTCAACGGTTTGAGACCGTCCGCCGT
AGGCATGCTTTTGAGCGTTTGACCAAGCAGTTCCAGGCGGTCCCACAGCTCGGTCACCTGCTCTACGGCATCTCGATCCAGCATATCTCCTCGTTT
CGCGGGTTGGGGCGGCTTTCGCTGTACGGCAGTAGTCGGTGCTCGTCCAGACGGGCCAGGGTCATGTCTTTCCACGGGCGCAGGGTCCTCGTCAGC
GTAGTCTGGGTCACGGTGAAGGGGTGCGCTCCGGGCTGCGCGCTGGCCAGGGTGCGCTTGAGGCTGGTCCTGCTGGTGCTGAAGCGCTGCCGGTCT
TCGCCCTGCGCGTCGGCCAGGTAGCATTTGACCATGGTGTCATAGTCCAGCCCCTCCGCGGCGTGGCCCTTGGCGCGCAGCTTGCCCTTGGAGGAG
GCGCCGCACGAGGGGCAGTGCAGACTTTTGAGGGCGTAGAGCTTGGGCGCGAGAAATACCGATTCCGGGGAGTAGGCATCCGCGCCGCAGGCCCCG
CAGACGGTCTCGCATTCCACGAGCCAGGTGAGCTCTGGCCGTTCGGGGTCAAAAACCAGGTTTCCCCCATGCTTTTTGATGCGTTTCTTACCTCTG
GTTTCCATGAGCCGGTGTCCACGCTCGGTGACGAAAAGGCTGTCCGTGTCCCCGTATACAGACTNNNGTTTAAACGAATTCNNNTATAAAATGCAA
GGTGCTGCTCAAAAAATCAGGCAAAGCCTCGCGCAAAAAAGAAAGCACATCGTAGTCATGCTCATGCAGATAAAGGCAGGTAAGCTCCGGAACCAC
CACAGAAAAAGACACCATTTTTCTCTCAAACATGTCTGCGGGTTTCTGCATAAACACAAAATAAAATAACAAAAAAACATTTAAACATTAGAAGCC
TGTCTTACAACAGGAAAAACAACCCTTATAAGCATAAGACGGACTACGGCCATGCCGGCGTGACCGTAAAAAAACTGGTCACCGTGATTAAAAAGC
ACCACCGACAGCTCCTCGGTCATGTCCGGAGTCATAATGTAAGACTCGGTAAACACATCAGGTTGATTCATCGGTCAGTGCTAAAAAGCGACCGAA
ATAGCCCGGGGGAATACATACCCGCAGGCGTAGAGACAACATTACAGCCCCCATAGGAGGTATAACAAAATTAATAGGAGAGAAAAACACATAAAC
ACCTGAAAAACCCTCCTGCCTAGGCAAAATAGCACCCTCCCGCTCCAGAACAACATACAGCGCTTCACAGCGGCAGCCTAACAGTCAGCCTTACCA
GTAAAAAAGAAAACCTATTAAAAAAACACCACTCGACACGGCACCAGCTCAATCAGTCACAGTGTAAAAAAGGGCCAAGTGCAGAGCGAGTATATA
TAGGACTAAAAAATGACGTAACGGTTAAAGTCCACAAAAAACACCCAGAAAACCGCACGCGAACCTACGCCCAGAAACGAAAGCCAAAAAACCCAC
AACTTCCTCAAATCGTCACTTCCGTTTTCCCACGTTACGTAACTTCCCATTTTAAGAAAACTACAATTCCCAACACATACAAGTTACTCCGCCCTA
AAACCTACGTCACCCGCCCCGTTCCCACGCCCCGCGCCACGTCACAAACTCCACCCCCTCATTATCATATTGGCTTCAATCCAAAATAAGGTATAT
TATTGATGATNNNTTAATTAAGGatcGATCCNNNCGGTGTGAAATACCGCACAGATGCGTAAGGAGAAAATACCGCATCAGGCGCTCTTCCGCTTCCTCG
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

z x - 8505 8533
Unique enzymes iIn pSES1: AFL 111 (3) 158 4840 5881
. Aha 11 (15) 486 539 622 808
oo Lome.n 207 979 1426 1483 1534
cc65 G _GTAC.C 359 1633 1903 2009 3474
Asp718 G GTAC,C 359 1427 7223 Zan
)'Eg” : ?121285\ fgzg Ahd 1 3) 1142 3038 6774
N 2 " CTTIARG Tvee Alu 1 45 25 930 1097 1214
Bp"f‘c . TT‘AG A 1893 1331 1460 1526 1556
BS'B " TTco AL 1893 1781 2149 2551 2784
SSt : AATIAT 090, 2876 3156 3242 3292
Sp | 3442 3784 3811 3881
Ecor V GAT|ATC 2130 3887 4090 4410 4467
Not 1 GCGGCC,GC 2135 4554 4798 5013 5337
Bst1107 1  GTA|TAC 4674 5823 6049 5139 6185
Xca | GTA|TAC 4674 6442 6963 7092 7145
Pme 1 CTTT]AAAC 4689 7171 7217 7308 7577
/ECOR \ : g"éﬁr\g , g ggi’g 8035 8164 8382 8421
C\I/r " ATSCO AT 2699 Alw 1 (24) 945 1653 2441 2889
5 aH . TeATe A o601 2081 3180 3571 3734
Sp wAlb, 4112 5696 5703 6443
Pspl406 1  AA™CG,TT 7000 6529 6520 5626 6627
Rsr 11 CG GWC,CG 7987 2027 028 7201 =308
Dra 111 CAC,NNN~GTG 8334 7338 7649 7716 7895
Xmn 1 GAANNINNTTC 8555 AlwN 1 6) 2718 2876 2961 4682
Number of enzymes = 22 6297 7095
B} B} Apa 1 3) 1935 3531 3837
The following enzymes do not cut in pSES1: Agal_ 1 EZ; 3417 6195
Apo 1 ) 257 1816 3428 4694
AFl 11 Age 1 Asc | BamH 1 Bgl 11 8136 8147
Blp 1 BsiW 1 Bsu36 1 Eco72 1 EcoN 1 Ase | ) 5 371 1888 2345
Esp 1 Fse 1 HinD 111 MIu 1 Nhe 1 5169 5688 6946
Nru 1 PaeR7 1 PmlI 1 Pvu 1 Sal 1 Asp718 [€D) 359
Sca 1 Spe 1 Spl 1 Srf 1 Xho 1 Ava 1 (B) 1224 1416 2848 3028
5103
Ava 11 (7) 3032 3056 4081 4222
pSES1: sites sorted by name: 4300 6912 7987
Avr 11 () 5213
Aat 11 6) 489 542 625 811 Ban | an 15125 ?égg iggg ;ggg
982 1906
3214 3635 4426 5330
Acc | (2 3735 4673 6722 7222 7470 7505
Acc65 1 ) 359 371
Aci | a4 233 ;Sg ;Si ‘1‘2; Ban I1 (10) 1023 1935 2553 2610
950 962 76 643 2766 3531 3837 4556
7836 8409
r34 767 871 892 Bbe 1 @ 1429 1537 1636 2012
953 1067 1090 1114 4130 o6 Tava
1189 1267 1336 1406 Bbs 1 (2 1383 4390
ig;g ;iéi ;i’ég ;Sl’ig Bbv I (19) 1535 1790 2511 2514
2706 2733 2793 2885
2506 2509 2512 2638 2820 2836 2896 2419
2701 2704 2707 2716 279 5300 6303 6509
2728 2732 2734 2766 Seaa e85 8107
2797 2801 2931 3020 Bbv 11 2y 1382 1301
3038 3166 3284 3537 By Ezg 1582 asa
3540 3625 3629 3646 Ben | (18) 1532 2586 2850 2851
3742 3822 3961 3978 3030 2031 2376 3708
4036 4079 4140 4150 3858 1267 1103 =105
4386 4388 4430 4506 =106 oyl 6958 2079
4511 4520 4848 5120 a6 2636
5234 5264 5439 57l Bfa I (12) 364 956 1650 1851
5592 5610 5721 5747 Toaa o 6376 6659
5764 5807 5814 5835 6964 2030 b e
ggg? Zgg‘l‘ gggé gigg Bgl 1 ©) 454 576 647 2122
2173 2910 4961 6894
6837 6928 7058 7181 v
N I TR
7985 7990 8040 8050 Bsa I (6) 2096 2658 3046 4022

8082 8224 8363 8478



BsaA 1

BsaB 1
BsaH 1

BsaJ 1

BsaW 1
BseR 1

Bsg 1

BsiHKA 1

Bsm 1
BsmA 1

BsmB 1
BsmF 1

BsoF 1

Bsp120 1
Bsp1286 1
BspH 1
BspM 1

BspM 11
Bsr 1

BsrB 1

BsrD 1
BsrG 1
BssH 11

BssS 1
Bst1107 1
BstB 1

BstE 11
BstN 1

BstU 1
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4436

4465
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6939
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8248
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1287
3545
4195
4579
7858
294

1336
1965
2734
3020

BstX 1
Bsty 1

Cac8 1

Cfrio 1

Cla 1
Csp6 1

Dde 1

Dpn 1

Dpnil

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

Fnu4H 1
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4344
7551
2135
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1451
2927
8048
3056

5989

1381
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7903
1472
2135
4558
7942
7377
7815
5255
1475
4333

3259
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2138
4210

1507
2165
4953
7969

8025

1481
6428

4222
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1332
1527
2138
2509
2707
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Fok 1

Fsp 1
Gdi 11

Gsu 1
Hae 1

Hae 11

Hae 111

Hoa 1
HgiA |

HgiE 11
Hha 1

I T T
- -
333
=- Qo O

Hinl 1

HinP 1
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@
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1609
1969
3014
3623
4272
4338
4473
5612
6126
6902

Hpa 1
Hpa 11

Hph 1

Kas 1|

Kpn 1
Mae 1

Mae 11

Mae 111

Mbo 1

Mbo 11

Mme 1

mMnl 1

Msc 1
Mse 1
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Msl 1

Msp 1

Nco 1

Nde 1
NgoM 1
Nla 111

Nla 1V

Not 1
Nsi |
Nsp7524 1

NspB 11

NspH 1

Pac 1
Pal 1

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

Pvu 11

Rsa 1
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2696

2876
7217
361
696

8541
3516

1630
3029
3766
4324
4961
6235
6889
7376
7634
8436
2718
3784
5264
7577

8437
1633
7471
2849
3375
4492
6957

1381

5103
2723

3784
7577
583
747

3581

1644
3374
3828
4491
5028
6261
6956
7453
7724

2734

3811
6223

2009
2850
3767
5104
7078

2577

3153

3811

608
904

Rsr
Sac
Sac
Sap

Sau3A 1

Sau96 1

ScrF 1

Sec

SfaN |

Sfc

sfi
Sma

SnaB |

Sph
Ssp
Stu
Sty

Taq

Tthlll 1
Tthlll 11
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Xcm
Xho
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4553
1646
6533
7032

3028
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1108
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1258
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7740
8367
2397
5067
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3088
4645
5496
7897

2993
6479

1888
6946

7287
2434
6619
7284

5103

2317

1168
2577
4416

1893
5699
7764

2838
5856

218

1939
3481
4965
5586
8507

4081
6509

2345

2882
6631
7642



Xma 111 () 2123 2135 7377
Xmn 1 (1) 8555

Site usage in pSES1:

Aat 11 G,ACGT™C 6 Acc 1 GT MK,AC
Acc65 1 G GTAC,C 1 Aci 1 c c6,C

AFL 11 C TTAA,G - AFL 111 ACRYG,T
Age 1 ACCGG,T - Aha 11 GR>CG,YC
Anhd 1 GACNN,N"NNGTC 3 Alu 1 AG|CT

Alw 1 GGATC 8/9 24 AlwN 1 CAG,NNN"CTG
Apa 1 G,G6CC C 3 ApaL 1 G TGCA,C
Apo 1 R AATT, Y 6 Asc 1 GGCGCG,CC
Ase 1 AT TA,AT 7 Asp718 G GTAC,C
Ava 1 C YCGR,G 5 Ava 11 G Gwe,C

Avr 11 C CTAG,G 1 BamH 1 G GATC,C
Ban I G GYRC,C 17 Ban Il G,RGCY™C
Bbe 1 G,6CGC™C 7 Bbs 1 GAAGAC 8/12
Bbv I GCAGC 13/17 19  Bbv Il GAAGAC 7/11
Bel | T GATC,A 2 Ben | CC,S GG

Bfa I CTA,G 12 Bgl I GCCN,NNN NGGC
Bgl 11 AGATC,T - Blp 1 GC TNA,GC
Bpm | CTGGAG 22/20 3 Bsa | GGTCTC 7/11
BsaA | YAC|GTR 8 BsaB | GATNN|NNATC
BsaH | GR>CG,YC 15  Bsal | C CNNG,G
BsaW 1 WCCGG,W 8 BseR 1| GAGGAG 16/14
Bsg I GTGCAG 22/20 5 BsiC | TT°CG,AA
BsiE | CG,RY™CG 8 BSiHKA 1 G,WGCW™C
BsiW | C GTAC,G - Bsm | GAATG,C 7
BsmA | GTCTC /9 12 BsmB I CGTCTC 7/11
BsmF 1 GGGAC 15/19 11 BsoF I GC N, GC
Bsp120 I G GGCC,C 3 Bsp1286 I G,DGCH™C
BspH 1 T CATG,A 1 BspM | ACCTGC 10/14
BspM 11 T°CCGG,A 2 Bsr | ACT,GG>
BsrB | GAG|CGG 6 BsrD 1 GCAATG, 8
BsrG | T GTAC,A 1 BssH 11 G CGCG,C
BssS | C TCGT,G 5 Bst1107 I GTA|TAC
BstB | TT°CG,AA 1 BStE 11 G GTNAC,C
BStN 1 CC™W,GG 20  BstU I CGJCG

BstX | CCAN,NNNN'NTGG 3 BstY | R GATC,Y
Bsu36 | CC TNA,GG - cacs I GCNINGC
Cfrio 1 R™CCGG, Y 10 Clal AT CG,AT
Csp6 | G TA,C 14 Dde I CTNA,G

Dpn 1 GAJTC 35  Dpnll “GATC,

bra I TTT|AAA 8 Dra 111 CAC,NNN™GTG
ord 1 GACNN,NN NNGTC 5 Dsa I C CRYG,G
Eae I Y GGCC,R 16  Eag I C GGCC,G
Ear | CTCTTC 7/10 4 Eco47 111 AGC|GCT
Eco57 |1 CTGAAG 21/19 10  Eco72 I CAC|GTG
EcoN 1 CCTNN'N,NNAGG - Eco0109 I RG GNC,CY
EcoR | G AATT,C 1 EcoR 11 ~CCWGG,
ECoR V GAT|ATC 1 Ehe 1 GGC|GCC

Esp I GC TNA,GC - Fnu4dH 1 GC N, GC

Fok 1 GGATG 14/18 20 Fse I GG,CCGG™CC
Fsp I TGC|GCA 3 cdi 11 “YGGC,CG
Gsu I CTGGAG 21/19 3 Hae 1 WGG | CCW

Hae 11 R,GCGC™Y 15  Hae III GGJCC

Hga I GACGC 9/14 8 HgiA 1 G,WGCW™C
HgiE 11 ACCNNNNNNGGT -1/132 Hha 1 G,CGC
HinC 11 GTY|RAC 2 Hind 11 GTY|RAC
HinD 111 AAGCT,T - Hinf 1 G ANT,C
Hinl 1 GR>CG,YC 15 HinP 1 G C6,C

Hpa 1 GTT]AAC 1 Hpa 11 € CG,G

Hph 1 GGTGA 12/11 19  Kas I G GCGC,C
Kpn 1 G,GTAC™C 1 Mae | C TA,G

Mae 11 ACG,T 32 Mae IN1 “GTNAC,

Mbo 1 “GATC, 35  Mbo Il GAAGA 12/11
Miu 1 ACGCG, T - Mme 1 TCCRAC 25/23
Mnl 1 CCTC 10/10 69  Msc I TGG|CCA

Mse 1 T TA,A 35 Msl o CAYNNNNRTG
Msp | € CG,6 39 MspAl I CMG|CKG

Mun 1 C AATT,G 2 Nae I GCC|GGC

Nar 1 6GCG,CC 7 Nci | cC’S,GG

Nco | C CATG,G 6 Nde 1 CA“TA,TG
NgoM 1 G~CCGG,C 3 Nhe 1 G CTAG,C
Nla 111 ,CATG™ 40 Nla IV GGNINCC

Not I GC~GGCC,GC 1 Nru 1 TCG|CGA

Nsi | A,TGCA™T 2 Nsp7524 | R CATG,Y
NspB 11 CMG|CKG 15 NspH 1 R,CATG Y
Pac I TTA,AT TAA 2 PaeR7 I C TCGA,G
Pal 1 GGJcC 49  PFIM I CCAN,NNN>NTGG
Ple I GAGTC 9/10 3 Pme 1 CTTT]AAAC
Pml 1 CAC|GTG - PpuM 1 RG GWC,CY
Psp1406 | AA™CG,TT 1 PspA | €~CCGG,G
Pst I C,TGCAG 5 Pvu I CG,AT CG
Pvu 11 CAG|CTG 7 Rsa I GT|AC

Rsr 11 CG GWC,CG 1 sac | G,AGCT™C
sac 11 CC,GC GG 3 sal 1 G TCGA,C
sap | GCTCTTC 8/11 3 Sau3A | “GATC,
Sau96 | G GNC,C 32  Sca l AGT|ACT
ScrF 1 CC N, GG 38  Sec I C CNNG,G
SfaN 1 GCATC 9/13 16  sfc I C TRYA,G
Sfi | GGCCN,NNN NGGCC 2 Sma I CCC|GGG
SnaB I TAC|GTA 2 Spe | ACTAG,T
sph 1 G,CATGC 3 spl 1 C GTAC,G
Srf I GCCCGGGC - Ssp | AAT|ATT

Stu | AGG|CCT 2 Sty | C CWWG, G
Tag | T°CG,A 15 TFi | G AWT,C
Tsp4s | “GTSAC, 24 Tth1ll 1  GACN'N,NGTC
Tth11l 11 CAARCA 16/14 9 vsp 1 AT TA,AT
Xba 1 T CTAG,A 1 Xca 1 GTA|TAC

Xem 1 CCANNNN, N*NNNNTGG3 Xho 1 C"TCGA,G

N

114

DR w
NN

o

o]

[}

iy

-bH\l(AJBG?N\INbOJD—‘U‘I-bUOO)I@D—'l\)l\)b—‘l\lb—‘ll\)@)

N

R NN

Xho 11
Xma 111

RTGATC,Y
C~GGCC,G

13

Xma 1
Xmn 1

C~CCGG,G
GAANNNNTTC



