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PMPH-FRT Vector Sequence
(Spectinomycin-resistant)

CTGCAGAACACGCAGCTAGATTAACCCTAGAAAGATAATCATATTGTGACGTACGTTAAAGATAATCATGCGTAAAATTGACGCATG
TGTTTTATCGGTCTGTATATCGAGGTTTATTTATTAATTTGAATAGATATTAAGTTTTATTATATTTACACTTACATACTAATAATA
AATTCAACAAACAATTTATTTATGTTTATTTATTTATTAAAAAAAAACAAAAACTCAAAATTTCTTCTATAAAGTAACAAAACTERER
BBGAGGGACAGCCCCCCCCCAAAGCCCCCAGGGATGTAATTACGTCCCTCCCCCGCTAGGGGGCAGCAGCGAGCCGCCCGGGGCTCC
GCTCCGGTCCGGCGCTCCCCCCGCATCCCCGAGCCGGCAGCGTGCGGGGACAGCCCGGGCACGGGGAAGGTGGCACGGGATCGCTTT
CCTCTGAACGCTTCTCGCTGCTCTTTGAGCCTGCAGACACCTGGGGGGATACGGGGAAAAGGCCTCCACGGCCAGACTAGactgctt
catccccgtggceccgttgctcgegtttgetggeggtgtccccggaagaaatatattigcatgtectttagttctatgatgacacaaac
cccgceccagcegtcettgtcattggecgaattcgaacacgcagatgcagtcggggeggegceggtcecccaggtccacttecgecatattaaggt
gacgcgtgtggcctcgaacaccgagcgaccctgcagcgacccgcttaacagcgtcaacagcgtGCCGCAGATCCCGGGCAATGAGAT
ATEAAAAAGCCTGAACTCACCGCGACGTCTGTCGAGAAGTTTCTGATCGAAAAGTTCGACAGCGTCTCCGACCTGATGCAGCTCTCG
GAGGGCGAAGAATCTCGTGCTTTCAGCTTCGATGTAGGAGGGCGTGGATATGTCCTGCGGGTAAATAGCTGCGCCGATGGTTTCTAC
AAAGATCGTTATGTTTATCGGCACTTTGCATCGGCCGCGCTCCCGATTCCGGAAGTGCTTGACATTGGGGAATTCAGCGAGAGCCTG
ACCTATTGCATCTCCCGCCGTGCACAGGGTGTCACGTTGCAAGACCTGCCTGAAACCGAACTGCCCGCTGTTCTGCAGCCGGTCGCG
GAGGCCATGGATGCGATCGCTGCGGCCGATCTTAGCCAGACGAGCGGGTTCGGCCCATTCGGACCGCAAGGAATCGGTCAATACACT
ACATGGCGTGATTTCATATGCGCGATTGCTGATCCCCATGTGTATCACTGGCAAACTGTGATGGACGACACCGTCAGTGCGTCCGTC
GCGCAGGCTCTCGATGAGCTGATGCTTTGGGCCGAGGACTGCCCCGAAGTCCGGCACCTCGTGCACGCGGATTTCGGCTCCAACAAT
GTCCTGACGGACAATGGCCGCATAACAGCGGTCATTGACTGGAGCGAGGCGATGTTCGGGGATTCCCAATACGAGGTCGCCAACATC
TTCTTCTGGAGGCCGTGGTTGGCTTGTATGGAGCAGCAGACGCGCTACTTCGAGCGGAGGCATCCGGAGCTTGCAGGATCGCCGCGEG
CTCCGGGCGTATATGCTCCGCATTGGTCTTGACCAACTCTATCAGAGCTTGGTTGACGGCAATTTCGATGATGCAGCTTGGGCGCAG
GGTCGATGCGACGCAATCGTCCGATCCGGAGCCGGGACTGTCGGGCGTACACAAATCGCCCGCAGAAGCGCGGCCGTCTGGACCGAT
GGCTGTGTAGAAGTACTCGCCGATAGTGGAAACCGACGCCCCAGCACTCGTCCGAGGGCAAAGGAAgggagatgggggaggcta
actgaaacacggaaggagacaataccggaaggaacccgcgctatgacggcaataaaaagacagaataaaacgcacgggtgttgggtc
gtttgttcataaacgcggggttcggtcccagggctggcactctgtcgataccccaccgagaccccattggggccaatacgeccgegt
ttcttccttttccccaccccaccccccaagttcgggtgaaggeccagggetcgcagccaacgtcggggcggcaggecctgecatage
cactggccccgtgggttagggacggggtcccccatggggaatggtttatggttcgtgggggttattattttgggegttgegtggggt
ctggtiGCGGCCGCTCCGGTGCCCCTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGCAGGGGTCGGCAATTG
AACCGGTGCCTAGAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGA
ACCGTATATAAGTGCAGTAGTCGCCGTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTAGCTTCGAGGGG
CTCGCATCTCTCCTTCACGCGCCCGCCGCCCTACCTGAGGCCGCCATCCACGCCGGTTGAGTCGCGTTCTGCCGCCTCCCGCCTGTG
GTGCCTCCTGAACTGCGTCCGCCGTCTAGGTAAGTTTAAAGCTCAGGTCGAGACCGGGCCTTTGTCCGGCGCTCCCTTGGAGCCTAC
CTAGACTCAGCCGGCTCTCCACGCTTTGCCTGACCCTGCTTGCTCAACTCTACGTCTTTGTTTCGTTTTCTGTTCTGCGCCGTTACA
GATCCAAGCTGTGACCGGCGCCTACBETACCIGAAGTTCCTATTCCGAAGTTCCTATTCTCTAGAAAGTATAGGAACT TCIBBATCCIGGE
CGCGCCGTTAACATCGATAAGCTTCCGCGGTTAATTAAAGCGCTagatctGAATTCGTCGACTGTACAACGCGTGTTTAAACTTCGA
GAAGTTCCTATTCCGAAGTTCCTATTCTCTAGAAAGTATAGGAACT TCICATATCATTTAAATEATETAACTAACTAAACTTGTTTA
TTGCANCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTTTCACTGCATTCTAGT EHEEH T
TGTCCAAACTCATCAATGTATCTTATCATGTCTGGAATGACTCAAATGATGTCAATTAGTCTATCAGAAGCTCATCTGGTCTCCCTT
CCGGGGGACAAGACATCCCTGTTTAATATTTAAACAGCAGTGTTCCCAAACTGGGTTCTTATATCCCTTGCTCTGGTCAACCAGGTT
GCAGGGTTTCCTGTCCTCACAGGAACGAAGTCCCTAAAGAAACAGTGGCAGCCAGGTTTAGCCCCGGAATTGACTGGATTCCTTTTT
TAGGGCCCATTGGTATGGCTTTTTCCCCGTATCCCCCCAGGTGTCTGCAGGCTCAAAGAGCAGCGAGAAGCGTTCAGAGGAAAGCGA
TCCCGTGCCACCTTCCCCGTGCCCGGGCTGTCCCCGCACGCTGCCGGCTCGCGGGATGCGCGGGGGAGCGCCGGACCGGAGCGGAGLCC
CGGGCGGCTCGCTGCTGCCCCCTAGCGGGGGAGGGACGTAATTACATCCCTGGGGGCTTTGGGGGGGGGCTGTCCCEMIEMETATA
ACAAGAAAATATATATATAATAAGTTATCACGTAAGTAGAACATGAAATAACAATATAATTATCGTATGAGTTAAATCTTAAAAGTC
ACGTAAAAGATAATCATGCGTCATTTTGACTCACGCGGTCGTTATAGTTCAAAATCAGTGACACTTACCGCATTGACAAGCACGCCT
CACGGGAGCTCCAAGCGGCGACTGAGATGTCCTAAATGCACAGCGACGGATTCGCGCTATTTAGAAAGAGAGAGCAATATTTCAAGA
ATGCATGCGTCAATTTTACGCAGACTATCTTTCTAGGGTTAATCTAGCTGCATCAGGATCATATCGTCGGGTCTTTTTTCATCGCCC
AAGCTGGCGCTATCTGGGCATCGGGGAGGAAGAAGCCCGTGCCTTTTCCCGCGAGGTTGAAGCGGCATGGAAAGAGTTTGCCGAGGA
TGACTGCTGCTGCATTGACGTTGAGCGAAAACGCACGTTTACCATGATGATTCGGGAAGGTGTGGCCATGCACGCCTTTAACGGTGA
ACTGTTCGTTCAGGCCACCTGGGATACCAGTTCGTCGCGGCTTTTCCGGACACAGTTCCGGATGGTCAGCCCGAAGCGCATCAGCAA
CCCGAACAATACCGGCGACAGCCGGAACTGCCGTGCCGGTGTGCAGATTAATGACAGCGGTGCGGCGCTGGGATATTACGTCAGCGA
GGACGGGTATCCTGGCTGGATGCCGCAGAAATGGACATGGATACCCCGTGAGTTACCCGGCGGGCGCGCTTGGCGTAATCATGGTCA
TAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACAACATACGAGCCGGAAGCATAAAGTGTAAAGCCTGGGGTGCC
TAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCCGCTTTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATTAATGA
ATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTCCGCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGG
CTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCA
AAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAA
AATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCT
CCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGG
TATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGT
AACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTAT




GTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGGACAGTATTTGGTATCTGCGCTCTGCTGAAG
CCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAG
CAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGT
TAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTTTTAAATCAATCTAAAGT
ATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTCTATTTCGTTCATCCATA
GTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCA
CGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTATCCGCCTCC
ATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGC
ATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTG
TGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCA
CTGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGMBIIGTACCAGCCAGGACAGAAATGCCTCGACT
TCGCTGCTACCCAAGGTTGCCGGGTGACGCACACCGTGGAAACGGATGAAGGCACGAACCCAGTGGACATAAGCCTGTTCGGTTCGT
AAGCTGTAATGCAAGTAGCGTATGICGCTCACGCAACTGGTCCAGAACCTTGACCGAACGCAGCGGTGGTAACGGCGCAGTGGCGGTT
TTCATGGCTTGTTATGACTGTTTTTTTGGGGTACAGTCTATGCCTCGGGCATCCAAGCAGCAAGCGCGTTACGCCGTGGGTCGATGT
TTGATGTTATGGAGCAGCAACGATGTTACGCAGCAGGGCAGTCGCCCTAAAACAAAGT TAAACATTATGAGGGAAGCGGTGATCGCC
GAAGTATCGACTCAACTATCAGAGGTAGTTGGCGTCATCGAGCGCCATCTCGAACCGACGTTGCTGGCCGTACATTTGTACGGCTCC
GCAGTGGATGGCGGCCTGAAGCCACACAGTGATATTGATTTGCTGGTTACGGTGACCGTAAGGCTTGATGAAACAACGCGGCGAGCT
TTGATCAACGACCTTTTGGAAACTTCGGCTTCCCCTGGAGAGAGCGAGATTCTCCGCGCTGTAGAAGTCACCATTGTTGTGCACGAC
GACATCATTCCGTGGCGTTATCCAGCTAAGCGCGAACTGCAATTTGGAGAATGGCAGCGCAATGACATTCTTGCAGGTATCTTCGAG
CCAGCCACGATCGACATTGATCTGGCTATCTTGCTGACAAAAGCAAGAGAACATAGCGTTGCCTTGGTAGGTCCAGCGGCGGAGGAA
CTCTTTGATCCGGTTCCTGAACAGGATCTATTTGAGGCGCTAAATGAAACCTTAACGCTATGGAACTCGCCGCCCGACTGGGCTGGC
GATGAGCGAAATGTAGTGCTTACGTTGTCCCGCATTTGGTACAGCGCAGTAACCGGCAAAATCGCGCCGAAGGATGTCGCTGCCGAC
TGGGCAATGGAGCGCCTGCCGGCCCAGTATCAGCCCGTCATACTTGAAGCTAGACAGGCTTATCTTGGACAAGAAGAAGATCGCTTG
GCCTCGCGCGCAGATCAGTTGGAAGAATTTGTCCACTACGTGAAAGGCGAGATCACCAAGGTAGTCGGCAAATAACCCTCGAGCCAC
CCAJIBBICCAAAATCCCTTAACGTGAGTTA

Unique enzymes in pMPH-FRT: Fsp 1 TGC]GCA 5804

BStE 11 G~GTNAC,C 6577
BsiW 1 C GTAC.G 51 Bcl 1 T GATC,A 6615
spl 1 C GTAC.G 51 Blp 1 GC™TNA,GC 6726
Stu 1 AGG|CCT 298 Esp I GC TNA,GC 6726
Sfi 1 GGCCN,NNN NGGCC 504 PaeR7 1 C TCGA,G 7213
Aat 11 G.ACGT™C 812 Xho 1 C TCGA,G 7213
BsmB 1 CGTCTC 7/11 853 Number of enzymes = 56
Sca | AGT|ACT 1755 _ .
xem 1 CCANNNN , N~ NNNNTGG2096 The following enzymes do not cut in pMPH-FRT:
PpuM 1 RG™GWC,CY 2115
Not | GC~GGCC,GC 2183 Afl 11 Avr 11 Bbs 1 Bbv 11 BsaB 1
Mun 1 C AATT,G 2058 BseR | Bspl286 I Bst1107 I  Eco72 1 Fse I
Age 1 A~CCGG,T 2265 Nru | PFIM 1 PmlI 1 SnaB | Spe 1
Nhe 1 G CTAG,C 2423
Bsu36 | CC™TNA,GG 2472 pMPH-FRT: sites sorted by name:
Kas I G~GCGC,C 2715
Nar 1 GG™CG,CC 2716 Aat 11 (1) 812
Ehe 1 GGCJGCC 2717 Acc 1 (1) 2843
Bbe I G,GCGC™C 2719 Acc65 1 Q) 2724
Acc65 1 G™GTAC,C 2724 Aci |1 (92) 315 336 348 370
Asp718 G GTAC,C 2724 393 555 612 662
Kpn 1 G,GTAC™C 2728 667 738 762 804
BamH 1 G GATC,C 2778 928 993 1060 1110
Asc | GG~CGCG,CC 2785 1130 1154 1176 1196
Hpa 1 GTT|AAC 2794 1373 1411 1421 1534
Cla 1 AT™CG,AT 2799 1562 1564 1585 1714
HinD 111 A AGCT,T 2804 1724 1864 1930 1997
Pac I TTA,AT TAA 2820 2070 2182 2186 2287
Afe 1 AGC|GCT 2826 2324 2404 2460 2463
Eco47 111 AGC|GCT 2826 2478 2509 2516 2543
Bgl 11 A GATC,T 2830 2810 2812 3428 3451
sal 1 G TCGA,C 2842 3473 3485 3506 3690
Acc 1 GT MK, AC 2843 3723 3757 3965 3978
BsrG | T GTAC,A 2848 4127 4234 4239 4287
Pme 1 CTTT|AAAC 2863 4324 4379 4482 4538
Xmn 1 GAANNINNTTC 2875 4548 4572 4615 4622
Swa | ATTT|AAAT 2931 4643 4734 4762 4889
Bsp120 | G~GGCC,C 3310 4908 5029 5139 5274
Apa 1 G,GGCC™C 3314 5283 5645 5736 5927
BStX | CCAN,NNNN™NTGG 3321 5973 6240 6260 6428
EcoR V GAT|ATC 3561 6525 6537 6604 6667
Sac 1 G,AGCT™C 3752 6863 6866 6944 6991
Nsi I A,TGCA™T 3834 Afe | 1) 2826
Sph 1 G,CATG™C 3836 AFL 111 ) 699 2854 4689
Msc I TGG|CCA 4068 Age 1 () 2265
Sap 1 GCTCTTC 8/11 4573 Aha 11 (4) 809 1777 2716 6471
Ear | CTCTTC 7/10 4573 Ahd 1 (1) 5582
HgiE 11 ACCNNNNNNGGT -1/135268 Alu 1 (33) 16 865 897 939
BspH 1 T CATG,A 5409 1324 1549 1614 1643

Ahd 1 GACNN,N NNGTC 5582 2417 2423 2427 2565
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Site usage in pMPH-FRT:

Aat 11
Acc65 |1
Afe 1
AFL 111
Aha 11
Alu 1
AlwN 1
ApaL 1
Asc |
Asp718
Ava 11
BamH 1
Ban 11
Bbs 1
Bbv
Bcn
Bgl
Blp
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 1
BstE 11
BstU 1
BstY 1
Cac8 |
Cla 1

Dde 1
Dpnil

Dra 111
Dsa |

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

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 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
GATNNNNATC
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
CGJCG
R>GATC, Y
GCNINGC

AT CG,AT
CTNA,G
“GATC,
CAC,NNN"GTG
C CRYG,G

€ GGCC,G
AGC|GCT
CAC|GTG
RG"GNC,CY
~CCWGG,
GGC|GCC
GCN,GC
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Ban
Bbe
Bbv
Bcl
Bfa
Bgl
Bpm
BsaA 1
BsaH 1
BsaW 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
Cfr1o 1

Csp6 |
Dpn
Dra
Drd
Eae
Ear

Eco57 1

EcoN 1
EcoR 1

EcoR V

Esp 1
Fok 1

GT MK, AC
€ cG,C

C TTAA,G
ACCGG,T
GACNN, N"NNGTC
GGATC 8/9
G,G6GCC™C
R™AATT, Y

AT TA,AT

C YCGR,G

C CTAG,G

G GYRC,C
6,6CGC™C
GCAGC 13/17
T GATC,A

C TA,G
AGATC,T
CTGGAG 22/20
YAC|GTR
GR™CG,YC
W™CCGG, W
GTGCAG 22/20
CG,RY CG

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
CCW,G6

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
G AATT,C
GAT|ATC

GC TNA,GC
GGATG 14/18
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Fse
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
PFfIM 1

Pme

PpuM 1
PspA 1

Pvu
Rsa
Sac
Sal

Sau3A 1

Sca
Sec
Sfc
Sma
Spe
Spl
Ssp
Sty
Taq

Tsp45 1

Tthl1l 11

Xba
Xcm
Xho
Xma

GG, CCGG™CC
“YGGC,CG
WGG | CCW
GGJCC
G,WGCW C
G,CG°C
GTY|RAC

G ANT,C

G CG,C

€ CG,6

G GCGC,C
CTA,G
“GTNAC,
GAAGA 12/11
TCCRAC 25/23
TGG|CCA
CAYNN|NNRTG
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
€™CCGG,6
CG,AT CG
GT|AC
G,AGCT™C

G TCGA,C
“GATC,
AGT|ACT

C CNNG,G

C TRYA,G
CCC|GGG
ACTAG,T

C GTAC,G
AAT|ATT

C CWWG,G
T°CG,A
“GTSAC,
CAARCA 16/14
T CTAG,A
CCANNNN, N"NNNNTGG
R GATC, Y

€ GGCC,G
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Fsp 1
Gsu 1

Hae 11

Hoa |

HgiE 11
HinC 11
HinD 111

Hinl
Hpa 1
Hph 1
Kpn 1
Mae 1
Mbo 1
MIu 1
Mnl 1
Mse 1
Msp 1
Mun 1
Nar 1
Nco 1

NgoM 1
Nla 111

Not 1
Nsi |

NspB 11

Pac 1
Pal 1
Ple 1
Pml 1

Psp1406 I

Pst 1

Pvu 11
Rsr 11
Sac 11

Sap |

Sau96 1
ScrF |
SfaN 1

sfi |

SnaB |

Sph 1
Srf 1
Stu |
Swa 1
TFi |
Tthil
Vsp |
Xca 1
Xho 1
Xma |
Xmn 1

TGC|GCA
CTGGAG 21/19
R,GCGCY
GACGC 9/14

ACCNNNNNNGGT -1/1.

GTY|RAC
AAGCT,T
GR™CG,YC
GTT|AAC
GGTGA 12/11
G,GTAC™C
ACG,T
“GATC,
ACGCG,T
CCTC 10/10
T TA,A

€ CG,6

C AATT,G
6G°CG,CC

C CATG,G
G>CCGG,C
,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,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

1
4
12
16
31
5

1
4
1
12

20
34
2

48
32
49
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