ID Construct 13ABGMYC Map
Customer UNIVERSITAT REGENSBURG,Jennifer
Flechsler

Name of the gene Igni_0132

optimized for Escherichia coli
Sphl
Nhel
CACTATAGGGCCGAAT TGAAGGAAGGCCGT CAAGGCCCCATGCTAGCGTGTATAATCCGT T
1 --------- Fom e e e - Fom e e e - Fom e e e - Fom e e e - [ T +

61

121

181

241

GIGATATCCCGCTTAACT TCCT TCCGGCAGT TCCGECGTACGATCGCACATATTAGGCAA
V_Y N_P F_
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ACCACTAATACAAACCCT TAAAGCATCAGCCGCATCGT TTAAACCAGGECCCACGTGACT T
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TGAACTGAAAGT TGATCTGGAACGT CTGCGT GT TGAAAAACCGT TTCTGATTACCACCAA
ACTTGACTTTCAACTAGACCT TGCAGACCCACAACTTTTTGGCAAAGACTAATGGTGGT T
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TCCAACCCAATTTGCACCATAACAACT AGCAGACGCACTTTAAGACCCATTTCTACAAGG
G WV KRGI VDRLIREI L GK DV P
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ACT GGCAGAAAGCGGT GCAGATAGCGT TATTGCAAT TGGT GGT GGTAGCGCACTGGATAC

TGACCGT CTTTCGCCACGT CTATCGCAATAACGT TAACCACCACCATCCCGTGACCTATG
L AE S GADSVI_A 1 G GGS AL DT

CGCAAAAATTGCAAAT CTGCTGGECAACCTATGGTGGTCGTGT TCGTGATTATGT TGCACC

GCGTTTTTAACGT TTAGACGACCGT TGGATACCACCAGCACAAGCACTAATACAACGT GG
A K I_A N L L AT Y GGRVRDY V AP

Agel
GCCTTATGGT GAAGGT AAACCGGT TCCGEGGT CCGGT TAAACCGATGGT TGCAGT TCCGAC
--------- T

CGGAATACCACT TCCATTTGGECCAAGGCCCAGECCAATTTGECTACCAACGT CAAGECTG
P Y GE GK P VP GPVKPMV AV P T

Agel

CACCGCAGGCACCGGTAGCGAAGT TACCAGCGT TGCAGT TGT TACCCTGAAAGATGT TGG

GI'GECGT CCGT GECCATCGCT TCAAT GGT CGCAACGT CAACAATGGGACTTTCTACAACC

_T_A GT G S E V T S V AV V T L K DV G

TGTTAAAGT TGGTATCAGCAGCGATTT TCTGCGT CCGAGCCT GGCACT GCTGGACCCGEA

ACAATTTCAACCATAGT CGT CGCTAAAAGACGCAGGECT CGGACCGT GACGACCT GGGECCT
VK V GI_S§S S DF L RP S L AL L DP_E

Agel
ACTGACCATGACCGT TCCGCCTAAAGT TACCGCAGATACCGGTATGGATGCACT GACCCA
--------- B L e e e

TGACTGGTACTGECAAGGCGGAT TTCAATGGECGT CTATGGCCATACCTACGT GACTGGGT

L. T M T V P P K VT ADTGMDATL'TH

TGCAGI TGAAAGCTATAT CGCAAAACCGT AT TGGGCACGT GAACGT CCGGAAGATCCGEC

ACGTCAACTTTCGATATAGCGT TTTGGECATAACCCGT GCACT TGCAGGCCT TCTAGECCG
A VE S Y I _A K P Y WAREIRUPETDUZPA
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AAAACGT CCGGT TTATGI TGGTAGCT TTACCGT TACCGAT GCACT GGCCGAACGT GCAAT

TTTTGCAGGECCAAATACAACCAT CGAAAT GGCAATGCCTACGT GACCGECTTGCACGT TA

K RPV Y V GS F T V TDAL A ERA I1_

TGAACTGATTGGTAAATATCTGCGT CGTGCAGT TTATCAGGGT CGTACCGATCTGGAAGC

ACTTGACTAACCAT TTATAGACGCAGCACGT CAAATAGT CCCAGCATGGCTAGACCTTCG

_E L I _G K Y L RRAV Y QGR T DL EA

BspM

ACGTAGCGGTATGCTGATTGCAAGCTATCTGECAGGT CTGGECAT TTGGTAAT GCCGGTGT

TGCATCGCCATACGACTAACGT TCGATAGACCGT CCAGACCGT AAACCATTACGGECCACA

RS GM L I_A S Y L A G L A F G NAGV

TGGTCTGGCACAT GCAGCAAGCTAT CCGCTGEGTGGT CGT TATAAAGT TACACATGGTGA

ACCAGACCGT GTACGT CGT TCGATAGGCGACCCACCAGCAATATTTCAATGT GTACCACT

G L A HA A S Y P L G GR.Y KV T HGE

Pst |
AGCAGT TGGTATTCTGCTGCCTGCAGT TCTGGAATTTAATGCACCGGCAAATTATGAAAA

TCGTCAACCATAAGACGACGGACGT CAAGACCT TAAATTACGT GECCGT TTAATACTTTT
AV G I_ L L PAV L_E F NAPANDNY E K

Agel

AGCCAAACGT GT TGGCGAACT GCTGACCGGT GAAAAAT GT CCGGAACGT GATCCTGCAAA

TCGGT TTGCACAACCGCT TGACGACTGGCCACTTTTTACAGGCCTTGCACTAGGACGT TT
A K RV GE L L T GE K CUP E RDP A K
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Pst | EcoRV
ATGTGCAGAAT GGGCAGCAAATGCAATTCGTGAACTGCAGCGTGATATCAAATTTACACC

TACACGT CTTACCCGT CGT TTACGI TAAGCACT TGACGT CGCACTATAGT TTAAATGT GG
_C A EWAANAI_REL QRDI_KF T P

GGGT CTGGAAGCAGT GGGT GT TAAAGAAGAGGAT CTGAT GGAAAT GGCAAAAGAAACCCT

CCCAGACCTTCGTCACCCACAATTTCTTCTCCTAGACTACCTTTACCGTTTTCTTTGGGA
G L E AV GV KEEDLMEMAIKET L

Bst El |
GAATCAGAAACGT CTGCTGGCCACCAATCCGCGTCCGGTTACCGAAGAAGATGTITTATTG
--------- e

CTTAGICTTTGCAGACGACCGGT GGT TAGGCGCAGGECCAATGECTTCTTCTACAAATAAC
NQKRL L AT NWPWRWPVTEEUDWV.Y W

Sphi Ncol

GGTTTATAAACGTAGCATGCGCAACTATTAACCATGECTGEECCTCATGEECCTTCCTTT

CCAAATATTTGCATCGTACGCGT TGATAAT TGGTACCGACCCGGAGT ACCCGGAAGGAAA
VY K R S MR N_Y *

CACTGCCCGCTTTCCAG



