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pMPBLox Vector Sequence
(Spectinomycin or Blasticin-resistant)

CTGCAGAACACGCAGCTAGATTAACCCTAGAAAGATAATCATATTGTGACGTACGTTAAAGATAATCATGCGTAAAATTGACGCATG
TGTTTTATCGGTCTGTATATCGAGGTTTATTTATTAATTTGAATAGATATTAAGTTTTATTATATTTACACTTACATACTAATAATA
AATTCAACAAACAATTTATTTATGTTTATTTATTTATTAAAAAAAAACAAAAACTCAAAATTTCTTCTATAAAGTAACAAAACTI
BGAGGGACAGCCCCCCCCCAAAGCCCCCAGGGATGTAATTACGTCCCTCCCCCGCTAGGGGGCAGCAGCGAGCCGCCCGGGGCTCC
GCTCCGGTCCGGCGCTCCCCCCGCATCCCCGAGCCGGCAGCGTGCGGGGACAGCCCGGGCACGGGGAAGGTGGCACGGGATCGCTTT
CCTCTGAACGCTTCTCGCTGCTCTTTGAGCCTGCAGACACCTGGGGGGATACGGGGAAAAGGCCTCCACGGCCAGACTAGTAATGTG
TGTCAGTTAGGGTGTGGAAAGTCCCCAGGCTCCCCAGCAGGCAGAAGTATGCAAAGCATGCATCTCAATTAGTCAGCAACCAGGTGT
GGAAAGTCCCCAGGCTCCCCAGCAGGCAGAAGTATGCAAAGCATGCATCTCAATTAGTCAGCAACCATAGTCCCGCCCCTAACTCCG
CCCATCCCGCCCCTAACTCCGCCCAGTTCCGCCCATTCTCCGCCCCATGGCTGACTAATTTTTTTTATTTATGCAGAGGCCGAGGCC
GCCTCTGCCTCTGAGCTATTCCAGAAGTAGTGAGGAGGCTTTTTTGGAGGCCTAGGCTTTTGCAAAAAGCTCCCGGGAGCTTGTATA
TCCATTTTCGGATCTGATCAGCACGTGTTGACAATTAATCATCGGCATAGTATATCGGCATAGTATAATACGACAAGGTGAGGAACT
AAACCATGGCCAAGCCTTTGTCTCAAGAAGAATCCACCCTCATTGAAAGAGCAACGGCTACAATCAACAGCATCCCCATCTCTGAAG
ACTACAGCGTCGCCAGCGCAGCTCTCTCTAGCGACGGCCGCATCTTCACTGGTGTCAATGTATATCATTTTACTGGGGGACCTTGTG
CAGAACTCGTGGTGCTGGGCACTGCTGCTGCTGCGGCAGCTGGCAACCTGACTTGTATCGTCGCGATCGGAAATGAGAACAGGGGCA
TCTTGAGCCCCTGCGGACGGTGCCGACAGGTGCTTCTCGATCTGCATCCTGGGATCAAAGCCATAGTGAAGGACAGTGATGGACAGC
CGACGGCAGTTGGGATTCGTGAATTGCTGCCCTCTGGTTATGTGTGGGAGGGCTAAGCACTTCGTGGCCGAGGAGCAGGACTGACAC
GTGCTACGAGATTTCGATTCCACCGCCGCCTTCTATGAAAGGTTGGGCTTCGGAATCGTTTTCCGGGACGCCGGCTGGATGATCCTC
CAGCGCGGGGATCTCATGCTGGAGTTCTTCGCCCACCCCAACTTGTTTATTGCAGCTTATAATGGTTACAAATAAAGCAATAGCATC
ACAAATTTCACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAATGTATCTTATCATGTCTGGCGE
[ECEETCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACCGGTGC
CTAGAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATAT
AAGTGCAGTAGTCGCCGTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAABBIABET TCGAGGGGCTCGCATCT
CTCCTTCACGCGCCCGCCGCCCTACCTGAGGCCGCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTGGTGCCTCCT
GAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACCGGGCCTTTGTCCGGCGCTCCCTTGGAGCCTACCTAGACTCA
GCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTTTCTGTTCTGCGCCGTTACAGATCCAAGC
TGTGACCGGCGCCTACGETACCICCGATCATATTCAATAACCCTTAAT ATAACTICCTATAATCTATCCTATACCAAGTIAT TAGGTC
TGAAGAGGAGTTTACGTCCAGCCAAGCTCTAGCGCTACCGGTCGCCACCATGGTGAGCAAGGGCGAGGAGCTGTTCACCGGGGTGGT
GCCCATCCTGGTCGAGCTGGACGGCGACGTAAACGGCCACAAGT TCAGCGTGTCCGGCGAGGGCGAGGGCGATGCCACCTACGGCAA
GCTGACCCTGAAGTTCATCTGCACCACCGGCAAGCTGCCCGTGCCCTGGCCCACCCTCGTGACCACCCTGACCTACGGCGTGCAGTG
CTTCAGCCGCTACCCCGACCACATGAAGCAGCACGACTTCTTCAAGTCCGCCATGCCCGAAGGCTACGTCCAGGAGCGCACCATCTT
CTTCAAGGACGACGGCAACTACAAGACCCGCGCCGAGGTGAAGT TCGAGGGCGACACCCTGGTGAACCGCATCGAGCTGAAGGGCAT
CGACTTCAAGGAGGACGGCAACATCCTGGGGCACAAGCTGGAGTACAACTACAACAGCCACAACGTCTATATCATGGCCGACAAGCA
GAAGAACGGCATCAAGGTGAACTTCAAGATCCGCCACAACATCGAGGACGGCAGCGTGCAGCTCGCCGACCACTACCAGCAGAACAC
CCCCATCGGCGACGGCCCCGTGCTGCTGCCCGACAACCACTACCTGAGCACCCAGTCCGCCCTGAGCAAAGACCCCAACGAGAAGCG
CGATCACATGGTCCTGCTGGAGTTCGTGACCGCCGCCGGGATCACTCTCGGCATGGACGAGCTGTACAAGTCCGGACTCAGATCCAC
CGGATCTAGATAACTGATCATAATCAGCCATACCACATTTGTAGAGGTTTTACTTGCTTTAAAAAACCTCCCACACCTCCCCCTGAA
CCTGAAACATAAAATGAATGCAATTGTTGTTGTTAACTTGTTTATTGCAGCTTATAATGGTTACAAATAAAGCAATAGCATCACAAA
TTTCACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAATGTATCTTAACGCGTGATCCGGNAACC
CCTTAAT| TGTATGC TAGGTCCCTCGAAGAGGTTCACTAGCGGATCCIGGCGCGCCGTTAAC
ATCGATAAGCTTCCGCGGTTAATTAAAGCGCTagatctGAATTCGTCGACTGTACAACGCGTGTTTAAACTTCGAATCTAGATACGT
ACATATGATTTAAATEATCIAACTAACTAAACTTGTTTATTGCANCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTCA
CAAATAAAGCATTTTTTTCACTGCATTCTAGTIEIBEIITTGTCCAAACTCATCAATGTATCTTATCATGTCTGGAATGACTCAAATG
ATGTCAATTAGTCTATCAGAAGCTCATCTGGTCTCCCTTCCGGGGGACAAGACATCCCTGTTTAATATTTAAACAGCAGTGTTCCCA
AACTGGGTTCTTATATCCCTTGCTCTGGTCAACCAGGTTGCAGGGTTTCCTGTCCTCACAGGAACGAAGTCCCTAAAGAAACAGTGG
CAGCCAGGTTTAGCCCCGGAATTGACTGGATTCCTTTTTTAGGGCCCATTGGTATGGCTTTTTCCCCGTATCCCCCCAGGTGTCTGC
AGGCTCAAAGAGCAGCGAGAAGCGTTCAGAGGAAAGCGATCCCGTGCCACCTTCCCCGTGCCCGGGCTGTCCCCGCACGCTGCCGGC
TCGGGGATGCGGGGGGAGCGCCGGACCGGAGCGGAGCCCCGGGCGGCTCGCTGCTGCCCCCTAGCGGGGGAGGGACGTAATTACATC
CCTGGGGGCTTTGGGGGGGGGCTGTCCCEMMBMMETATAACAAGAAAATATATATATAATAAGTTATCACGTAAGTAGAACATGAAA
TAACAATATAATTATCGTATGAGTTAAATCTTAAAAGTCACGTAAAAGATAATCATGCGTCATTTTGACTCACGCGGTCGTTATAGT
TCAAAATCAGTGACACTTACCGCATTGACAAGCACGCCTCACGGGAGCTCCAAGCGGCGACTGAGATGTCCTAAATGCACAGCGACG
GATTCGCGCTATTTAGAAAGAGAGAGCAATATTTCAAGAATGCATGCGTCAATTTTACGCAGACTATCTTTCTAGGGTTAATCTAGC
TGCATCAGGATCATATCGTCGGGTCTTTTTTCATCGCCCAAGCTGGCGCTATCTGGGCATCGGGGAGGAAGAAGCCCGTGCCTTTTC
CCGCGAGGTTGAAGCGGCATGGAAAGAGTTTGCCGAGGATGACTGCTGCTGCATTGACGTTGAGCGAAAACGCACGTTTACCATGAT
GATTCGGGAAGGTGTGGCCATGCACGCCTTTAACGGTGAACTGTTCGTTCAGGCCACCTGGGATACCAGTTCGTCGCGGCTTTTCCG
GACACAGTTCCGGATGGTCAGCCCGAAGCGCATCAGCAACCCGAACAATACCGGCGACAGCCGGAACTGCCGTGCCGGTGTGCAGAT
TAATGACAGCGGTGCGGCGCTGGGATATTACGTCAGCGAGGACGGGTATCCTGGCTGGATGCCGCAGAAATGGACATGGATACCCCG
TGAGTTACCCGGCGGGCGCGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACAAC
ATACGAGCCGGAAGCATAAAGTGTAAAGCCTGGGGTGCCTAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCCGCT
TTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATTAATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTCC




GCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCC
ACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGEG
TTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGA
TACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCT
TCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCAC
GAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTG
GCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTAC
ACTAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAA
ACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTT
TCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATC
CTTTTAAATTAAAAATGAAGTTTTAAATCAATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAG
GCACCTATCTCAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTA
CCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGG
GCCGAGCGCAGAAGTGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCA
GTTAATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGT
TCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGT
AAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTTTCTGTG
ACTGGTGEBIGTACCAGCCAGGACAGAAATGCCTCGACTTCGCTGCTACCCAAGGTTGCCGGGTGACGCACACCGTGGAAACGGATG
AAGGCACGAACCCAGTGGACATAAGCCTGTTCGGTTCGTAAGCTGTAATGCAAG TAGCGTCGCTCACG CAACTGGTCCAGAACC
TTGACCGAACGCAGCGGTGGTAACGGCGCAGTGGCGGTTTTCATGGCTTGTTATGACTGTTTTTTTGGGGTACAGTCTATGCCTCGG
GCATCCAAGCAGCAAGCGCGTTACGCCGTGGGTCGATGTTTGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCT
AAAACAAAGTTAAACATTATGAGGGAAGCGGTGATCGCCGAAGTATCGACTCAACTATCAGAGGTAGTTGGCGTCATCGAGCGCCAT
CTCGAACCGACGTTGCTGGCCGTACATTTGTACGGCTCCGCAGTGGATGGCGGCCTGAAGCCACACAGTGATATTGATTTGCTGGTT
ACGGTGACCGTAAGGCTTGATGAAACAACGCGGCGAGCTTTGATCAACGACCTTTTGGAAACTTCGGCTTCCCCTGGAGAGAGCGAG
ATTCTCCGCGCTGTAGAAGTCACCATTGTTGTGCACGACGACATCATTCCGTGGCGTTATCCAGCTAAGCGCGAACTGCAATTTGGA
GAATGGCAGCGCAATGACATTCTTGCAGGTATCTTCGAGCCAGCCACGATCGACATTGATCTGGCTATCTTGCTGACAAAAGCAAGA
GAACATAGCGTTGCCTTGGTAGGTCCAGCGGCGGAGGAACTCTTTGATCCGGTTCCTGAACAGGATCTATTTGAGGCGCTAAATGAA
ACCTTAACGCTATGGAACTCGCCGCCCGACTGGGCTGGCGATGAGCGAAATGTAGTGCTTACGTTGTCCCGCATTTGGTACAGCGCA
GTAACCGGCAAAATCGCGCCGAAGGATGTCGCTGCCGACTGGGCAATGGAGCGCCTGCCGGCCCAGTATCAGCCCGTCATACTTGAA
GCTAGACAGGCTTATCTTGGACAAGAAGAAGATCGCTTGGCCTCGCGCGCAGATCAGTTGGAAGAATTTGTCCACTACGTGAAAGGC
GAGATCACCAAGGTAGTCGGCAAATAACCCTCGAGCCACCCA-CCAAAATCCCTTAACGTGAGTTA

Unique enzymes in pMPBLoOX: BstX | CCAN,NNNN"NTGG 3882
EcoR V GAT|ATC 4122
BsiW 1 C>GTAC,G 51 Sac 1 G,AGCT™C 4313
Spl 1 C GTAC,G 51 Sap 1 GCTCTTC 8/11 5134
Sfi 1 GGCCN,NNN NGGCC 504 AIwN 1 CAG,NNN"CTG 5666
Spe 1 A~CTAG,T 512 HgiE 11 ACCNNNNNNGGT -1/135829
Avr 11 C CTAG,G 835 BspH 1 T CATG, A 5970
Bbv 11 GAAGAC 7/11 1048 Ahd 1 GACNN,N"NNGTC 6143
Bbs 1 GAAGAC 8/12 1049 Fsp 1 TGC|GCA 6365
Nru | TCG|CGA 1195 BStE 11 G GTNAC,C 7138
Not 1 GC~GGCC,GC 1652 BspM 1 ACCTGC 10/14 7325
Nhe 1 G CTAG,C 1892 PaeR7 I C TCGA,G 7774
Bsu36 1 CC~TNA,GG 1941 Xho 1 C TCGA,G 7774
Kas 1 G~GCGC,C 2184 Number of enzymes = 49
Nar 1 GG~CG,CC 2185
Ehe 1 GGC|GCC 2186
Bbe 1 G,GCGC™C 2188 The following enzymes do not cut in pMPBLoOX:
Acc65 1 G GTAC,C 2193
Asp718 G GTAC,C 2193 Aat 11 AFL 11 BsmB 1 Bst1107 I  Fse |
Kpn 1 G,GTAC™C 2197 PFIM 1 Sca | Tth1ll 1 Xca | Xcm |
Bsp1286 | G,DGCH™C 2922
Xmn 1 GAANN|NNTTC 3363
BamH | G GATC,C 3375 pMPBLox: sites sorted by name:
Asc | GG~CGCG,CC 3382
Cla 1 AT~ CG,AT 3396 Acc 1 (1) 3440
HinD 111 A peCT. T 3401 ﬁgge? ! Eég) giga 336 348 370
Sac 11 CC,GC™GG 3410
Bgl 11 A~GATC,T 3427 322 ?gg ?g? ;gg
EcoR 1 G AATT,C 3433 1083 1165 1232 1416
Sal 1 G TCGA,C 3439 1419 1485 1651 1655
Acc 1 GT MK,AC 3440 1756 1793 1873 1929
Pme 1 CTTT]AAAC 3460 1932 1947 1978 1985
BsiC 1 TT™CG,AA 3466 2012 2531 2572 2639
- 2678 2816 2929 2989
EgtB ! TT CC.m 3466 2992 3373 3407 3409
el CA'TA, TG 3484 3989 4012 4034 4046
Bsp120 1 G GGec,C 3871 4067 4251 4284 4318

Apa 1 G,GGCC™C 3875 4526 4539 4688 4795
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1918 2412 2688 2703 BsaW 1 W>CCGG,W 14 BseR 1 GAGGAG 16/14 4
2802 3219 3562 4000 Bsg 1 GTGCAG 22/20 6 BsiC 1 TT CG,AA 1
BSiE 1 CG,RY"CG 9 BsiHKA 1 G,WGCW™C 4
ggig gggg g;gz gggg BsSiW 1 C GTAC,G 1 Bsm 1 GAATG,C 7 5
BsmA 1 GTCTC™/9 4 BsmB 1 CGTCTC 7/11 -
sfc | @ 2 467 1047 3913 BsmF 1 GGGAC 15/19 16 BsoF | GC™N,GC 70
5515 5706 6384 7233 Bsp120 I G GGCC,C 1 Bsp1286 I G,DGCH™C 1
SFi | (1) 504 BspH 1 T CATG,A 1 BspM 1 ACCTGC 10/14 1
Sma 1 G) 341 405 858 3979 BspM 11 T~CCGG,A 4 Bsr 1 ACT,GG™ 22
4043 BsrB 1 GAG|CGG 5 BsrD 1 GCAATG, 8 4
BsrG 1 T GTAC,A 2 BssH 11 G~CGCG,C 3
SnaB | (1) 3479 BssS | C TCGT,G 3 Bst1107 I GTA|TAC -
Spe 1 (1) 512 BstB 1 TT°CG,AA 1 BstE 11 G GTNAC,C 1
Sph 1 (3 583 655 4397 BStN 1 CC™W,GG 23 BstU 1 CG|CG 28
spl 1 (1) 51 BstX 1 CCAN,NNNN NTGG 1 Bsty 1 RGATC,Y 13
Srf 1 (2) 405 3979 Bsu36 | CC~TNA, GG 1 Cac8 1 GCN|NGC 47
Cfrio 1 R™CCGG, Y 14 Cla 1 AT™CG,AT 1
Ssp I @ 3721 4381 Csp6 1 G TA,C 12 Dde 1 C TNA,G 13
Stu | (2) 498 834 Dpn 1 GA|TC 41 Dpnl 1 “GATC, 41
Sty 1 @) 742 835 962 2068 Dra 1 TTT|AAA 7 Dra 111 CAC,NNNGTG 4
2311 6663 7410 7752 Drd 1 GACNN,NN NNGTC 3 Dsa | C>CRYG,G 8
Taq 1 (23) 108 1256 1407 1899 Eae 1 Y“GGCC,R 11 Eag | C~GGCC,G 2
2041 2362 2656 2683 Ear 1 CTCTTC 7/10 3 Eco47 111 AGC|GCT 2
Eco57 1 CTGAAG 21/19 8 Eco72 1 CAC|GTG 2
2698 2827 3357 3396 EcoN 1 CCTNN"N,NNAGG 4 Eco0109 I RG GNC,CY 3
440 3466 5350 6647 EcoR | G AATT,C 1 EcoR Il “CCWGG. 23
6907 7007 7038 7050 ECOR V GAT|ATC 1 Ehe 1 GGC|GCC 1
7344 7359 7775 Esp | GC TNA,GC 2 Fnu4H 1 GC™N,GC 70
TFi | (11) 988 1320 1409 1446 Fok 1 GGATG 14/18 22 Fse 1 GG,CCGG™CC -
3468 3858 4352 4613 Fsp 1 TGC|GCA 1 Gdi 11 ~YGGC,CG 11
Gsu 1 CTGGAG 21/19 6 Hae 1 WGG | cCw 9
5085 5225 7222 Hae 11 R,GCGC™Y 13 Hae 111 GG|CC 30
Tsp45 1 (11) 46 2177 2495 2984 Hoa 1 GACGC 9/14 10 HgiA I G, WGCW C 4
4213 4273 6399 6610 HgiE 11 ACCNNNNNNGGT -1/131 Hha 1 G,CGC 47
6675 7138 7240 HinC 11 GTY|RAC 5 Hind 11 GTY|RAC 5
Tth111l 11 (9 198 2108 2795 4308 HinD 111 A“AGCT,T 1 Hinf 1 G ANT,C 20
5839 5848 5878 6895 Hinl 1 GR™CG,YC 3 HinP 1 G~CG,C 47
6902 Hpa 1 GTT|AAC 2 Hpa 11 €>C6,6 50
Hph 1 GGTGA 12/11 15 Kas 1 G~GCGC,C 1
Vsp I 6) 122 906 4786 5021 Kpn 1 G,GTAC™C 1 Mae 1 CTA,G 25
5080 6315 Mae 11 ASCG,T 24 Mae 111 ~GTNAC, 28
Xba 1 (2 3051 3471 Mbo 1 “GATC, 41 Mbo 11 GAAGA 12/11 19
Xho 1 Q) 7774 MIu 1 A~CGCG,T 2 Mme 1 TCCRAC 25/23 3
Xho 11 (13) 881 1489 2167 2812 Mnl 1 CCTC 10/10 63 MS(I: 1 TGG|C(I3A 2
Mse | T TA,A 36 Msl 1 CAYNN|NNRTG 5
ggg? gggg gggg gggg Msp 1 C>CG,G 50 MspAl 1 CMG | CKG 9
Mun 1 C AATT,G 2 Nae 1 GCC|GGC 5
7459 Nar 1 6GCG,CC 1 Nci | cC'S,G6 20
Xma 1 ) 339 403 856 3977 Nco 1 C™CATG,G 3 Nde 1 CA™TA,TG 1
4041 NgoM 1 G~CCGG,C 5 Nhe 1 G CTAG,C 1
Xma 111 (2 1080 1652 Nla 111 L,CATG™ 31 Nla 1V GGNINCC 27
Not I GC~GGCC,GC 1 Nru 1 TCG|CGA 1
Xmn 1 @ 3363 Nsi | A,TGCA T 3 Nsp7524 1 R“CATG,Y 5
NspB 11 CMG | CKG 9 NspH 1 R,CATG Y 5
PaeR7 1 C TCGA,G 1 Pal 1 GG|CC 30
- - . PFIM 1 CCAN,NNN NTGG - Ple 1 GAGTC 9/10 2
Site usage in pMPBLoOX: Pme 1 CTTT]AAAC 1 Pl 1 CAC|GTG 2
PpuM 1 RG™GWC,CY 2 Psp1406 | AACG,TT 2
Aat 11 G,ACGT™C - Acc 1 GT MK,AC 1 PspA 1 CCCGG,G 5 Pst 1 C,TGCA™G 3
Acc65 1 G GTAC,C 1 Aci | €CG,C 86 Pvu 1 CG,AT"CG 3 Pvu 11 CAG|CTG 3
AFL 11 C TTAA,G - AFL 111 A CRYG,T 5 Rsa 1 GT]AC 12 Rsr 11 CG~GWC,CG 2
Age | A~CCGG,T 2 Aha 11 GR™CG,YC 3 Sac 1 G,AGCT™C 1 Sac 11 CC,GC™GG 1
Ahd 1 GACNN,N NNGTC 1 Alu 1 AG|CT 42 sal 1 G™TCGA,C 1 Sap 1 GCTCTTC 8/11 1
Alw 1 GGATC 8/9 23 AIWN 1 CAG,NNN~CTG 1 Sau3A 1 “GATC, 41 Sau96 | G GNC,C 17
Apa | G,GGCC™C 1 ApaL | G TGCA,C 2 Sca 1 AGT|ACT - ScrF 1 CC™N,GG 43
Apo 1 RTAATT,Y 7 Asc 1 GG~CGCG,CC 1 Sec 1 C™CNNG,G 45 SfaN 1 GCATC 9/13 24
Ase | AT TA,AT 6 Asp718 G GTAC,C 1 sfc 1 C TRYA,G 8 SFi | GGCCN,NNN NGGCC 1
Ava | C YCGR,G 11 Ava 11 G~GWC,C 9 Sma 1 CCC|GGG 5 SnaB 1 TAC|GTA 1
Avr 11 C CTAG,G 1 BamH 1 G GATC,C 1 Spe 1 ACTAG,T 1 Sph 1 G,CATG™C 3
Ban | G GYRC,C 9 Ban 11 G,RGCY™C 6 Spl 1 C GTAC,G 1 Srf 1 GCCC|GGGC 2
Bbe 1 G,GCGC™C 1 Bbs 1 GAAGAC 8/12 1 Ssp 1 AAT|ATT 2 Stu 1 AGG]CCT 2
Bbv 1 GCAGC 13/17 22 Bbv 11 GAAGAC 7/11 1 Sty 1 C~CWWG,G 8 Taq 1 T°CG,A 23
Bcl 1 T GATC,A 3 Ben |1 CC,S™GG 20 TFi 1 G~AWT,C 11 Tsp45 1 "GTSAC, 11
Bfa | C TA,G 25 Bgl 1 GCCN, NNN~NGGC 3 Tthiil 1 GACN™N,NGTC - Tthll1l1l Il CAARCA 16/14 9
Bgl 11 A“GATC,T 1 Blp 1 GC™TNA,GC 2 Vsp | AT TA,AT 6 Xba 1 T°CTAG,A 2
Bpm | CTGGAG 22/20 6 Bsa I GGTCTC 7/11 3 Xca 1 GTA|TAC - Xem 1 CCANNNN, N~NNNNTGG-
BsaA | YAC|GTR 6 BsaB | GATNN |NNATC 2 Xho 1 C TCGA,G 1 Xho 11 RGATC,Y 13
BsaH 1 GR™CG,YC 3 BsaJ | C CNNG,G 45 Xma 1 C~CCGG,G 5 Xma 111 C~GGCC,G 2



