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Name of the gene Igni_1058

optimized for Escherichia coli
d al BanH
GCGATCTGTACGACGAT GACGATAAGGAT CGATGCGEGAT CCATGCTGGGT GGTGCACT GG
1 --------- S S S S [ TS +

61

121

181

241

CCCTAGACATGCTGCTACTGCTATTCCTAGCTACCCCT AGGT ACGACCCACCACGT GACC
M L G G A L_A

CACTGTATAGCCTGCTGCGT CTGT GGACCGCAGAT CAGGCACT GCAAGAAGT TCGTAAAG

GIGACATATCGGACGACGCAGACACCTGECGT CTAGT CCGTGACGT TCTTCAAGCATTTC
_ LYy S L L RL WTADU QAL QE V RK'V

TTCTGGT TGI TGGTGCCGGT GT TATGGGT CATGGTAT TGCACAGGT TGCAGCAATGAGCG

--------- A S
AAGACCAACAACCACGGCCACAATACCCAGTACCATAACGTGTCCAACGTCGTTACTCGC
L VvVVGAGVMGHGI A QVAAMSG

GICTGAATGI TCGTATGATTGATATTAAACAAGAAT TTCTGGAT CGCGCAATGGAACGCA

--------- S
CAGACTTACAAGCATACTAACTATAATTTGITCTTAAAGACCTAGCGCGT TACCTTGCGT
L NV R MI DI K QEF L DRAME R_I

TTAAAGAAAGCCT GGAAAAACT GTAT GCCAAAGGCAAACT GAAAGAACCGCCTGAAGAAG

AATTTCTTTCGGACCTTTTTGACATACGGT TTCCGTTTGACTTTCTTGECGGACTTCTTC
_ K E S L _E KL Y A KGK L KEPP E E V
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301

361

421

481

541

601

661

TTCTGAAACGT ATTGAAACAAT GGT TGCCAAT CCGGATGATGAAAGCAGCTATGCCGAAG

AAGACTTTGCATAACTTTGTTACCAACGGT TAGCCCTACTACTTTCGTCGATACGECTTC

_ L KRI_ET MVANUZPDUDESSY A E A

CAGCAAAAGATGT TGATTTTGT TAT TGAAGCCGT GCCCGAAAAACT GGAACTGAAACGT G

GICGTTTTCTACAACTAAAACAATAACT TCGGCACGECCTTTTTGACCTTGACTTTGCAC

_ A K DVDUFVI EAV P EKILE L KRA

CAGTTTTTAGCGT GCTGGATAAATAT GCACCGCCT CATGCAAT TCTGGCAAGCAATACCA

GICAAAAATCGCACGACCTATTTATACGT GGCGGAGTACGT TAAGACCGT TCGT TATGGT
_V F S V L DK Y AP P HATI_L A S NTT_S

Sphl
GCAGCATTCCGAT TACCGAAAT TGCAAAAGCAACCAAACGT CCCGATAAAGT TGT TGGCA
--------- B S T T e

CGTCGTAAGGCTAATGCECTTTAACGT TTTCGT TGGT TTGCAGECCTATTTCAACAACCGT
S I_P I_T E I_A KATKRUPDIKVVGWM

TGCATTTTTTCAATCCGCCTGI TATTCTGAAACTGGT TGAAGT TGT TCGT GGCAAAGAAA

ACGTAAAAAAGT TAGGCGGACAATAAGACT TTGACCAACTTCAACAAGCACCGTITTCTTT
_HF FNWPPVI L KL V EVVRGKET

CCAGT GATGAAACCGT GAAAATTACCGT TGAACT GGCCAAAAAAAT GGGCAAAGT TCCGA

GGTCACTACTTTGCCACTTTTAATGCCAACTTGACCGGT TTTTTTACCCGT TTCAAGCCT

_ S DE TV KI_TVE L A KKMGIKV P I

TTGTGGTGAACAAAGATGT TCCAEGTTTTATTGTGAATCGTATCATGGCACGT TTTCTGA

AACACCACTTGT TTCTACAAGGCCCAAAATAACACT TAGCATAGT ACCGT GCAAAAGACT
_VV NKDVPGF I_VNRI_MARIFLN



721

781

841

901

961

1021

1081

ATGAAGGT TGT TGGCTGGT TGAACGT GGTGT TTATACCAAAGAACAGGT TGATGCAGCAC

TACTTCCAACAACCGACCAACT TGCACCACAAATATGCGT TTCTTGTCCAACTACGTCGTG

_EGC WL V ERGV.Y T K E QV DAA AL

TGCCCTATAAACTGAATTTTCCGATGEGTGCATTTGAGCTGGCAGATTATGT TGGTCTGG

ACGCGATATTTGACT TAAAAGGCTACCCACGTAAACT CGACCGT CTAATACAACCAGACC

_RY KL NF P MGAFE L A DY V G L D

ATGTTCTGGT TCATCTGATGGAAGCAAT GAAAGAACGT GGTATGAATCTGACCATTTGTIC

TACAAGACCAAGTAGACTACCTTCGTTACTTTCTTGCACCATACT TAGACTGGTAAACAG

VL VvVHL MEAMKEIRGMNDMNMILT_ I CP

CCCTGI TCAAAAAACT GCTGGAAGAAGGT AAACT GGGCGT TAAAAGCGGT GAAGGCTTTT

GCGACAAGTTTTTTGACGACCT TCTTCCATTTGACCCGCAATTTTCGCCACTTCCGAAAA

_ L F KKL L EEGK L GV K S G E G F_Y

Agel

ACAAATATCCGGCACCGGGCAAGT TCAAAAAACCGGT TGT TAAAGCAAGCGCAGCAGAAG

TGTTTATAGGCCGTGGCCCGTI TCAAGT TTTTTGECCAACAATTTCGT TCGCGICGTCTTC

_ K'Y P A P GKFKKWPVVKASAAEG

GIGITGATTACATTAGCATTGI TGATACCGCAGT TAAT GAAGGT GCATGGCTGGTAGAAA

CACAACTAATGTAATCGTAACAACTATGGECGT CAATTACTTCCACGTACCGACCATCTTT
VvV DY I_SI_VDTAVNEGAWIL V E N

BspM
ATGGT GT TGCAGGT CCCGAAGAAGT TGATACCGCCACCGT TCTGGGT CTGAATCTGCCGA
--------- T

TACCACAACGT CCAGGECCT TCTTCAACTATGGECGGT GGCAAGACCCAGACT TAGACGECT
_ GV A GP EEVDTATV L GL NL P M



1141

1201

1261

1321

1381

1441

1501

TGGGTATCCTGAAACT GGGT GATAGCCT GGGT CTGGATAATGT TCTGGATAGCATCAACG

ACCCATAGGACTTTGACCCACTATCGGACCCAGACCTATTACAAGACCTATCGTAGITGC
_ G I _L KL GD S L G L DNWVIL D S I_NE

Pvul |
AAAAAAAAGAAAAAT AT GECCTGGAAGAT TATCGT CCGGT TCAGCTGCTGGAAAATAT GG
--------- S
TTTTTTTTCTTTTTATACCGGACCT TCTAATAGCAGGCCAAGT CGACGACCTTTTATACC

_ K K EKYGL EDYRPV QL L ENMYV

TTAAGGAAGGT AAAT GCGGAGT AAAAT GCGECAAAGGT TTTTATGAATATGAAGT GAGCG

AATTCCTTCCATTTACGCCTCATTTTACGCCGT TTCCAAAAATACTTATACTTCACTCGC
K E G K C GV K CGK GF Y E Y E V S E

Bgl | |
AAGAAGAT CT GGGOGAAAT CAAAGT TCGT CGT GAAGGT GAAGCACTGTGGATTATTCTGA

TTCTTCTAGACCCGCTTTAGT TTCAAGCAGCACTTCCACT TCGT GACACCTAATAAGACT

_E DL GE I_KVRREGEATIL W.I_1_L N

ATCGTI CCGAAACAGCGT AATGCACT GACACCGGAAAT CCTGCCTGAAAATGGCCGAAGT TG

TAGCAGGCTTTGICGCATTACGT GACTGIGGCCT TTACGACGACTTTTACCGGCTTCAAC

_RPKQRNAL TPEMIL L KMAEV A

CACAGAAAGCATGT GAAGATGAAGGTGI TCGTGCAATTGT TCTGTATGGTGGTGATGT TT

GIGTCTTTCGTACACTTCTACT TCCACAAGCACGT TAACAAGACATACCACCACTACAAA
_Q K ACEDEGVRAI_V L Y G GDVF

BspM
TTAGCGCAGGT TTTGATCTGACCGT GATGAAAGAT GT AGAT CCGACCAAAGCACCGGAAA
--------- T L T T I eyt Syt

AATCCCGTCCAAAACTAGACTGGECACTACTTTCTACATCTAGGCTGGTTTCGTIGECCTTT
_ S AGF DL T V MKDVDU/PT K APE'T



1561

1621

1681

1741

1801

1861

1921

Agel
CCGITGCACGT CCTTTCAAAAAACT GGCACT GGCACT GGAAGGT TGTCCGAAACCGGTTA

GGCAACGT GCAGGAAAGT TTTTTGACCGT GACCGT GACCT TCCAACAGGCTTTGGCCAAT
VA RPF KK L AL AL E GCPK P VI
Agel Bgl I |
TTGCATATATTACCGGT TATGCACT GGGT GGTGGT CTGGAAGT TGCAATGATGGCAGATC
AACGTATATAATGGCCAAT ACGT GACCCACCACCAGACCTTCAACGT TACTACCGTCTAG
A Y I T GY AL GGGL EVAMMATDL
TGCGT CTGGCAACCGAAGATAGCCT GCTGGGTCAGCCGGAAATTAATGTTGGTATTATGC
ACGCAGACCGT TGGCTTCTATCGGACGACCCAGT CGBCCTTTAATTACAACCATAATACG
R L AT E D S L L G QPE I _NVGI_MFP
Pvul |
CTGGTGGTGGTGGCACCCAGCGTCTGCCTCGT CTGGT TGGTCTGGGTCGTGCAATGCAGC
GACCACCACCACCGT GGGT CGCAGACGGAGCAGACCAACCAGACCCAGCACGTTACGTCG
G GG GT QR L PRLVGL GRAMOQL
TGGTTCTGCTGGGT GATCCGATTGATGCAGT TGAAGCAGAAAAATGGGGTCTGGT TAATT
ACCAAGACGACCCACTAGGCTAACTACGTCAACTTCGTCTTTTTACCCCAGACCAATTAA
VL L GD P I DAV EAEKWGL V NW
GGGCAGTGCCGAAACGTATTGCAGATAGCGAAGT TCGTCTGCTGGT TAAAAAACT GAGCA
CCCGTCACGGCTTTGCATAACGT CTATCGCTTCAAGCAGACGACCAATTTTTTGACTCGT
A VP KRI ADSEVIRIL L V KIKIL S'S
GCAAACCGAAAGAAGCACT GGCCCTGGCAAAAAAAGCAGT TCGTGTTGCACAAGAGGTTC

CGITTGCCTTTCTTCGTGACCCGGACCGT TTTTTTCGT CAAGCACAACGT GT TCTCCAAG
_ K PKEAIL AL AKIKAVIRVAI QEV'P



1981

2041

2101

CGCTGATTGATGGT CTGGAAAT GGAAGCCGAAGCAT TTGCACGT GCACTGGCCACCGAAA

GCGACTAACTACCAGACCTTTACCTTCGGCTTCGTAAACGT GCACGTGACCGGTGECTTT
_ LI D GL E MEAEAFARAIL A T E N

EcoRl

Bst Bl
ATGCCAAAGAAGGTATTGCAGCATTTCTGGAAAAACGCAAACCGAATTTCAAATAAGAAT
--------- T e e e

TACGGTTTCTTCCATAACGTCGTAAAGACCTTTTTGCGT TTGECTTAAAGTTTATTCTTA
_A K E GI_A A F L E KRKPNVFK*

Hi ndl 1]
TCGAAGCTTGATCCGGECT GCTAACAAAGCCCGAAAGG

AGCTTCGAACTAGCCCGACGATTGITTCGEECTTTCC



