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GeneMark What's New: by
A family of gene prediction programs developed at Gene identification with updated &
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Gene Prediction in Bacteria, Archaea and Metagenomes Foweic il

For bacterial and archaeal gene prediction we recommend to u

parallel combination of GeneMark-P* and GeneMark.h®#m-P with pre- ~Borodovsky Group
computed models. L.

A novel genome can be analyzed either by the program with Heuristic | Gene Prediction
models (if the sequence is shorter than 200 kb) or by the self-training = Programs

program GeneMarkS* (aka GeneMark.hmm-PS).

Multiple contig metagenomic sequences can be analyzed by our new » GeneMark
GeneMark.hmm

program with updated heuristic models. ®
« GeneMarks
Gene Prediction in Eukaryotes » Heuristic models
For eukaryotic gene prediction you can use the parallel combination of : mie;—a;g])—esr;::’les
GeneMark-E* and GeneMark.hmm-E.
g-f—_;j;k For a novel genome (the one whose name is not in the list of available e D

models) you can run GeneMark.hmm-ES, the self-training program

(just 10MB sequence is needed for training). « Background

Gene Prediction in Viruses, Phages and Plasmids * References
« In GenBank
For novel virus, phage and plasmid gene prediction you can use either « FAQ
« Contact

self- training program GeneMarkS (aka GeneMark.hmm-PS). Both
options will run the parallel combination of GeneMark and Databases of predicted genes
GeneMark.hmm.

@ the Heuristic approach (if the sequence is shorter than 50 kb) or the
|
o

« Prokaryotes

Gene Prediction in EST and cDNA « Viruses/Phages (VIOLIN)
g Models for Gene Prediction
Il.i - To analvze FSTs and cNDNAs voll can 11se GeneMark-F. ¥
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GeneMark.hmm for Prokaryotes (Version 2.4) (reiosd this page)
Reference: Lukashin A. and Borodovsky M., GeneMark.hmm: new solutions for gene finding, NAR, 1998, Vol. 26, No. 4, pp.
1107-1115.
Download PDF
1) This page has been updated to run version 2.4 of GeneMark.hmm, as well as version 2.5 of GeneMark.
2) Processing speed: 1 million nucleotides in 15 seconds.
3) Prediction results for sequences longer than 5 MB are sent by e-mail.
UPDATE (November 8, 2005):

Prediction models have been pre-computed for a 265 completely sequenced prokaryotic genomes from the NCBI RefSeq
database.

Gene predictions made for these genomes are available in the GeneMark prokaryotic database.

Input Sequence
Title (optional):&
‘reidai

Sequence Text:@ — ﬁ%ﬁﬂ?ﬂ’é]\ jj o

ACACCATCGRATGGCGCAAARCCTTTCGCGGTATGGCATGATAGCGCCCG
GARGAGAGTCAATTCAGGGTGGTGAATGTGARACCAGTARCGTITATACGA
TGTCGCAGAGTATGCCGGTGTCTCTTATCAGACCGTTTCCCGCGTGGTGA
ACCAGGCCAGCCACGTTTCTGCGRARRRACGCGGGARARAGTGGARGCGGCG
ATGGCGGRAGCTGAATTACATTCCCRACCGCGTGGCACRACRACTGGCGGG
CARACAGTCGTTGCTGATTGGCGTITGCCACCTCCAGTCTGGCCCTGCACG
CGCCGTCGCARATTGTCGCGGCGATTARATCTCGCGCCGATCARCTGGET
GCCAGCGTGETGGTGTCGATGETAGRACGRAGCGGCGTCGARGCCTGTRAA
AGCGGCGGETEGCACRATCTTCTCGCGCAACGCGTCAGTGGGCTGATCATTA
ACTATCCGCTGGATGACCAGGATGCCATTGCTGTGGAAGCTGCCTGCACT
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Sequence Text:®
ACACCATCGAATGGCGCARAACCTTTCGCGGTATGGCATGATAGCGCCCG £
GAAGAGAGTCAATTCAGGGTGETGAATGTGARACCAGTARC GTTATACGA E

TGTCGCAGAGTATGCCGGTGTICTCTTATCAGACCGTTTCCCGCGTGGTGA
ACCRGGCCRGCCACGTTTCTGCGARARCGCGGGARRARGTGGARGCGGCG
ATGGCGGAGCTGRAATTACATTCCCRAACCGCGTGGCACAACAACTGGCGGG
CAAACAGTCGTTGCTGATTGGCGTITGCCACCTCCAGTCTGGCCCTGCACG
CGCCGTCGCARATTGTCGCGGCGATTARATCTCGCGCCGATCAACTGGEET
GCCAGCGTGGTGGTGTCGATGGTAGRAACGARGCGGCGTCGARGCCTGTRA
AGCGGCGGTGCACAATCTTCTCGCGCAACGCGTCAGTGGGCTGATCATTA
ACTATCCGCTGGATGACCAGGATGCCATTGCTGTGGAAGCTGCCTGCACT .

Sequence File upload:®
\ (B2

Species: &
| Escherichia_coli_K12 v

FlUse RBS model, if available

Output Options
E-Mail Address (required for graphical output or sequences longer than 5000000 bp)a

G iCs (screen)
[0 Generate PostScript graphics (email)a
[ Print GeneMark 2.4 predictions in addition to GeneMark.hmm predictionse

B DT BIORFEH A1,

FRIORFOT7I/EAELHIZH 11,

Transigtepredictedgenes o Proteins

Sequegees of predicted genes

Run
[ Start GeneM

Web pages maintained by GeneMark administrator, wenhan@amber.gatech.edu
Please send any suggestions for improvements or problems to the web page maintainer.
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View PDF Graphical Output

Gene Predictions in Text Format
Information on input sequence

Sequence title: reidai
Length: 6409 bp
G+C Content: 52.58 %

Parse predicted by GeneMark.hmm 2.4

GeneMark.hmm PROKARYOTIC (Version 2.6q)
Model organism: Escherichia coli K12
Mon Jun 16 22:00:24 2008

Predicted genes

Gene Stra LeftEnd RightEnd Gene Class
# Length
2 | + <3 41 39 1
2 + 78 1160 1083 1
3 + 1283 4357 3075 1
4 + 4409 5662 1254 1
5 + 5779 6339 561 1

Protein translations of predicted genes

>Translation: 78..1160 (direct), 361 amino acids
VEPVILYDVAEYAGVSYQTVSRVVNQASHVSAKTREKVEARMARTLNY IPNRVAQQLAGKQ
SLLIGVATSSLALHRAPSQIVAAIKSRADQLGASVVVSMVERSGVEACKARVHNLLAQRVS
GLIINYPLDDQDAIAVEAACTNVPALFLDVSDQTPINSIIFSHEDGTRLGVEHLVALGHQ
QIALLAGPLSSVSARLRLAGWHKYLTRNQIQPIAEREGDWSAMSGFQQTMOMLNEGIVET
AMLVANDOMATGAMRATTESGLRVGADISVVGYDDTEDSSCYIPPLTTIKQDFRLLGQTS
VDRLLOLSQGQAVKGNQLLPVSLVKRKTTLAPNTQTASPRALADSIMQLARQVSRLESGQ
*

>Translation: 1283..4357 (direct), 1025 amino acids

+EIEA @, —IEFEFE,

AIORF,
1FBIFEVDOTERT D,

+«—— 1EFB(LORTE2EB)D
FRIORFD 7= /EEELSI,

v
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Protein translations of predicted genes

>Translation: 78..1160 (direct), 361 amino acids
VKPVTLYDVAEYAGVSYQTVSRVVNQASHVSAKTREKVEARMAELNY I PNRVAQQLAGEQ
SLLIGVATSSLALHAPSQIVAATKSRADQLGASVVVSMVERSGVEACKAAVHNLLAQRVS
GLIINYPLDDQDATAVEAACTNVPALFLDVSDQTPINSI IFSHEDGTRLGVEHLVALGHQ
QIALLAGPLSSVSARLRLAGWHKYLTRNQIQPTAEREGDWSAMSGFQQTMOMLNEGIVET
AMLVANDQMALGAMRAITESGLRVGADISVVGYDDTEDSSCYIPPLTTIKQDFRLLGQTS
VDRLLQLSQGQAVEGNQLLPVSLVKRKTTLAPNTQTASPRALADSLMOLARQVSRLESGQ
*

>Translation: 1283..4357 (direct), 1025 amino acids
MTMITDSLAVVLQRRDWENPGVTQLNRLARHPPFASWRNSEEARTDRPSQQLRSLNGEWR
FAWFPAPEAVPESWLECDLPEADTVVVESNWOMHGYDAPIYTNVTYPITVNPPEVPTENP
TGCYSLTFNVDESWLOEGQTRIIFDGVNSAFHLWCNGRWVGYGQDSRL.PSEFDLSAFLRA
GENRLAVMVLRWSDGSY LEDQDMWRMSGIFRDVSLLHKPTTQISDFHVATRENDDFSRAV
LEAEVQMCGELRDYLRVTVSLWQGETQVASGTAPFGGEI IDERGGYADRVTLRLNVENPE
LWSAEIPNLYRAVVELHTADGTLIEAERACDVGFREVRIENGLLLLNGKPLLIRGVNRHEH
HPLHGQVMDEQTMVQDILLMEKQNNFNAVRCSHY PNHPLWYTLCDRYGLYVVDEANIETHG
MVEMNRLTDDPRWLPAMSERVTRMVQRDRNHPSVIIWSLGNESGHGANHDALYRWIKSVD
PSRPVQYEGGGADTTATDIICFMYARVDEDQPFPAVPKWS IKKWLSLPGETRPLILCEYA
HAMGNSLGGFRKYWQAFRQYPRLOGGFVWDWVDQSLIKYDENGNPWSAYGGDFGDTPNDR
QFCMNGLVFADRTPHPALTEAKHQQQFFQFRLSGQTIEVISEYLFRHSDNELLHWMVALD
GEKPLASGEVPLDVAPQGKQLIELPELPQPESAGQLWLTVRVVQPNATAWSEAGHISAWQQ
WRLAENLSVILPAASHATIPHLTTSEMDEFCIELGNKRWQFNRQSGFLSQMWIGDEKKQLLTP
LRDQFTRAPLDNDIGVSEATRIDPNAWVERWEKAAGHYQAEAALLQCTADTLADAVLITTA
HAWQHQGKTLFISRKTYRIDGSGOMATITVDVEVASDT PHPARIGLNCQLAQVAERVNWLG
LGPRQENYPDRLTAACFDRWDLPLSDMYTPYVFPSENGLRCGTRELNY GPHQWRGDFQEFNI
SRYSQQQLMETSHRHLLHAEEGTWLNIDGFHMGIGGDDSWSPSVSAEFQLSAGRYHYQLV
WCQE*

>Translation: 4409..5662 (direct), 418 amino acids
MYYLENTNEWMEGLEFFEYFFIMGAYFPFFPIWLHDINHISKSDTGIIFAAISLFSLLEQ
PLFGLLSDELGLREYLLWIITGMLVMFAPFFIFIFGPLLQYNILVGSIVGGIYLGFCFNA
GAPAVEAFIEKVSRRSNFEFGRARMEGCVGWALCASIVGIMETINNQEVFWLGSGCALIL
AVLLFFAKTDAPSSATVANAVGANHSAFSLEKLALELFROQPKLWFLSLYVIGVSCTYDVED
QOFANFFTSFFATGEQGTRVFGYVITMGELLNASIMFFAPLIINRIGGKNALLLAGTIMS
VRIIGSSFATSALEVVILKTLHMFEVPFLLVGCFKYITSQFEVRFSATIYLVCECFFEQL
AMIFMSVLAGNMYESIGFQGRYLVLGLVALGFTLISVFTLSGPGPLSLLRRQVNEVA*

>Translation: 5779..6339 (direct), 187 amino acids
MCEGLPEKRLRGKTLMYEFNHSHPSEVEKRESLIKEMFATVGENAWVEPPVYFSYGSNIH
IGRNFYANFNLTIVDDYTVTIGDNVLIAPNVTLSVTGHPVHHELREKNGEMYSFPITIGNN
VWIGSHVVINPGVTIGDNSVIGAGSIVTKDIPPNVVAAGVPCRVIREINDRDEKHYYFEDY
KVESSV*
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Nucleotide transcripts of predicted genes

>Nucleotides: 78..1160 (direct), 1083 nucleotides
GTGARACCAGTAACGTTATACGATGTCGCAGAGTATGCCGGTGTCTCTTATCAGACCGTT
TCCCGCGTGETGRACCAGGCCAGCCRACGTTTCTGCGRARRRCGCGGGRRARRGTGGRAGCG
GCGATGGCGGAGCTGAAT TACATTCCCAACCGCGTGGCACAACAACTGGCGGGCARAACAG
TCGTTGCTGATTGGCGTTGCCACCTCCAGTCTGGCCCTGCACGCGCCGTCGCARATTGTC
GCGGCGATTARATCTCGCGCCGATCRACTGGGT GCCAGCGTGGTGGTGTCGATGGTAGAR
CGAAGCGGCGTCGARGCCTGTARAGCGGCGGTGCACRATCTTCTCGCGCAACGCGTCAGT
GGGCTGATCATTARCTATCCGCTGGATGACCAGGATGCCATTGCTGTGGRRGCTGCCTGC
ACTARTGTTCCGGCGTTATTTCTTGATGTCTCTGACCAGACACCCATCAACAGTATTATT
TTCTCCCATGRAGACGGTACGCGACTGGGCGTGGAGCATCTGGTCGCATTGGGTCACCAG
CRRAATCGCGCTGTTAGCGGGCCCATTRARGTTCTGTCTCGGCGCGTCTGCGTCTGGCTGGE
TGGCATARATATCTCACTCGCAATCARATTCAGCCGATAGCGGRAACGGGAAGGCGACTGGE
AGTGCCATGTCCGGTTTTCRACARACCATGCARATGCTGRAATGAGGGCATCGTTCCCACT
GCGATGCTGGTTGCCRARACGATCAGATGGCGCTGGGCGCARTGCGCGUCATTACCGAGTCC
GGGCTGCGCGTTGETGCGGATATCTCGGTAGT GGGATACGACGATACCGAAGACAGCTCA
TGTTRATATCCCGCCGTTARCCACCATCARRCAGGATTTTCGCCTGCTGGGGCARACCRAGT
GTGGACCGCTTGCTGCAACTCTCTCAGGGCCAGGCGGT GRAGGGCAATCAGCTGTTGCCC
GTCTCACTGGTGARARAGARARACCACCCTGGCGCCCAATRACGCRARRCCGCCTCTCCCCGE
GCGTTGGCCGATTCATTAATGCAGCTGGCACGACAGGTTTCCCGACTGGRARGCGGGECAG
TGA

>Nucleotides: 1283..4357 (direct), 3075 nucleotides

ATGRACCATGATTACGGATTCACTGGCCGTCGTTTTACRRCGTCGTGACTGGGRARRACCCT
GGCGTTACCCAACTTRAATCGCCTTGCAGCACATCCCCCTTTCGCCAGCTGGCGTARTAGC
GRAGRAGGCCCGCACCGATCGCCCTTCCCARCAGTTGCGCAGCCTGRATGGCGARATGGLGT
TTTGCCTGGTTTCCGGCACCAGARGCGGTGCCGGRRAGCTGGCTGGAGTGCGATCTTCCT
GAGGCCGATACTGTCGTCGTCCCCTCARACTGGCAGAT GCACGGTTACGATGCGCCCATC
TACRCCRRCGTGACCTATCCCATTACGGTCRATCCGCCGTTTGTTCCCRACGGAGRATCCG
ACGGGTTGITACTCGCTCACATTTAATGTTGAT GARAAGCTGGCTACAGGARGGCCAGACG
CGAATTATTTTTGATGGCGTTRRACTCGGCGTTTCATCTGTGGTGCRACGGGCGCTGGGTC
GGTTACGGCCAGGACAGTCGTTTGCCGTCTGRAATTTGACCTGAGCGCATTTTTACGCGCC
GGAGRARRCCGCCTCGCGGETGATGETGCTGCGCTGGAGTGACGGCAGTTATCTGGRRGAT
CRGGRTATGTGGCGGATGAGCGGCATTTTCCGTGACGTCTCGTTGCTGCATRRACCGACT
ACACAAATCAGCGATTTCCATGTTGCCACTCGCTTTAATGATGATTTCAGCCGCGCTGTA
CTGGRAGGCTGRAGTTCAGATGTGCGGCGAGTTGCGTGACTACCTACGGGTRARCAGTTTCT
TTATGGCAGGGTGARACGCAGGTCGCCAGCGGCACCGCGCCTTTCGGUGGTGARATTATC
GATGRAGCGTGGTGGTTATGCCGATCGCGTCACACTACGTCTGAACGTCGARRACCCGARA
CTGTGGAGCGCCGRAARATCCCGAATCTCTATCGTGCGGTGETTGRAACTGCACACCGCCGAC
GGCACGCTGATTGARGCAGARGCCTGCGATGTCGGTTTCCGCGAGGTGCGGAT TGARAAT
GGTCTGCTGCTGCTGRACGGCRARGCCGTTGCTGATTCGAGGCGTTRACCGTCACGAGCAT
CATCCTCTGCATGGTCAGGTCATGGATGAGCAGACGATGGTGCAGGATATCCTGCTGATG
ARAGCRGRRCRRCTTTRRCGCCGTGCGCTGTTCGCATTATCCGRRCCATCCGCTGTGGTAL

1ZB (LDOXRTIX2EB) D
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GGTAGTGGTCARATGGCGATTACCGTTGATGTTGRAGTGGCGAGCGATACACCGCATCCG
GCGCGGATTGGCCTGRACTGCCAGCTGGCGCAGGTAGCAGAGCGGGTAAACTGGCTCGGA
TTAGGGCCGCAAGRARACTATCCCGACCGCCTTACTGCCGCCTGTTTTGACCGCTGGGAT
CTGCCATTGTCAGACATGTATACCCCGTACGTCTTCCCGAGCGRRRACGGTCTGCGCTGC
GGGACGCGUGAATTGRATTATGGCCCACACCAGTGGCGCGGCGACTICCAGTTCARCATC
AGCCGCTRACAGTCAACAGCARCTGATGGRRACCAGCCATCGCCATCTGCTGCACGCGGAR
GAAGGCACATGGCTGAATATCGACGGTTTCCATATGGGGATTGGTGGCGACGACTCCTIGG
AGCCCGTCAGTATCGECGGARTTCCAGCTGAGCGCCEGETCGCTACCATTACCAGTTGGETC
TGGTGTCARRARTAR

>Nucleotides: 4409..5662 (direct), 1254 nucleotides
ATGTACTATTTARRARACACARACTTTTGGATGTTCGGTTTATTCTTTTTCTTTTACTTT
TTTATCATGGGAGCCTACTTCCCGTTTTTCCCGATTTGGCTACATGACATCAACCATATC
AGCRARAGTGATACGGGTATTATTTTTGCCGCTATTTCTCTGTTCTCGCTATTATTCCRR
CCGCTGTTTGGTCTGCTTTCTGACRRACTCGGGCTGCGCARATACCTGCTGTGGATTATT
ACCGGCATGTTAGTGATGTTTGCGCCGTTCITTATTTTTATCTTCGGGCCACTGTTACRR
TACARCATTTTAGTAGGATCGATTGTTGGTGGTATTTATCTAGGCTTTTGTTTTAACGCC
GGTGCGCCAGCAGTAGAGGCATTTATTGAGAARGTCAGCCGTCGCAGTAATTTCGAATTT
GGTCGCGCGCGGATGTTTGGCTGTGTTGGCTGGGCGCTGTGTGCCTCGATTGTCGGCATC
ATGTTCACCATCRATRAATCAGTTTGTTTTCTGGCTGGGCTCTGGCTGTGCACTCATCCTC
GCCGTTTTACTCTTTTTCGCCAARACGGATGCGCCCTCTTCTGCCACGGTTGCCAATGCG
GTAGGTGCCRARCCATTCGGCATTTAGCCTTAAGCTGGCACTGGRACTGTTCAGRCAGCCR
ARACTGTGGTTTTTGTCACTGTATGTTATTGGCGTTTCCTGCACCTACGATGTTTTTGAC
CRACAGTTTGCTAATTTCTTTACTTCGTTCTTTGCTACCGGTGAACAGGGTACGCGGGTA
TTTGGCTACGTAACGACAATGGGCGRAATTACTTRACGCCTCGATTATGTTCTTTGCGCCR
CTGATCATTARTCGCAT CGETGGGARARAACGCCCTGCTGCTGGCTGGCACTATTATGTCT
GTACGTATTATTGGCTCATCGTTCGCCACCTCAGCGCTGGRAGTGGTTATTCTGRARRACG
CTGCRTATGTTTGRAGTACCGTTCCTGCTGGTGGGCTGCTTTARATATATTACCAGCCAG
TTTGRAGTGCGTTTTTCAGCGACGATTTATCTGGTCTGTTTCTGCTTCTTTAAGCAACTG
GCGATGATTTTTATGTCTGTACTGGCGGGCAATATGTATGRRAGCATCGGTTTCCAGGGT
GCTTATCTGGTGCTGGGTCTGGTGGCGCTGGGCTTCACCTTAATTTCCGTGTTCACGCTT
AGCGGCCCCGEECCCECTTTCCCTGCTGCGTCGTCAGGTGAATGAAGTCGCTTRAA

>Nucleotides: 5779..6339 (direct), 561 nucleotides
ATGTGCGAAGGCTTACCGGAARAARGACTTCGTGGGARAACGTTAATGTATGAGTTTAAT
CRCTCGCATCCATCAGRAGTTGRARRRAGAGRARAGCCTGATTARAGRRARTGTTTGCCRCG
GTAGGGGAAARCGCCTGGGTAGAACCGCCTGTCTATTTCTCTTACGGTTCCRAACATCCAT
ATAGGCCGCRATTTTTATGCARATTTCRAATTTARCCATTGTCGATGACTACACGGTAACE
ATCGGTGATRACGTACTGATTGCACCCRACGTTACTCTTTCCGTTACGGGACRCCCTGTA
CACCATGRAATTGAGRAARAAACGGCGAGATGTACTCTTTTCCGATAACGATTGGCAATRAC
GTCTGGATCGGRAGTCATGTGGTTATTRAATCCAGGCGTCACCATCGGGGATRATTCTGTT
ATTGGCGCGGGETAGTATCGTCACARRAGACATTCCACCARACGTCEGTGGCGGCTGGCGTT
CCTTGTCGGGTTATTCGCGARATARAACGACCGGGATAAGCACTATTATTTCAAAGATTAT
RARRGTTGRATCGTCAGTTTAR
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M pesult Viewer GTAGGGRAARACGLCTGGGTAGAACCGCCTGTCTATTTCTCTTACGGTTCCAACATCCAT
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[CLUSTALW SETUP (Grﬂ“hical View(<{= 100 sequences} | Text View(any number of sequences))]

BLASTY 2.2.18 [Mar-02-2008]1

Reference: Altschul, Stephen F., Thomas L. Madden, Alsjandro &. Schaffer
Jinghui Zhang, Zheng Zharg, Webb Miller, and David J. Lipman (1997),
“Gapped BLAST and PSI-BLAST: a new zeneration of protein database search
programs”, MNucleic Acids Res. 25:3389-3402.

Query= query
(561 letters)

Database: PROTEIN: UniProt/Swiss-Prot + TREMBL + PDBSH + PRF protein

sequence database [Last update Jun/17/2008]

7,301,011 secuences; 2,374,778,426 total letters
=Y T done
Score E

Sequences producing significant alignments: (bits) VYalue
prf| 11113154 |t ransacetvlase, thiogalactoside 387 e-106
pdb|1KRY _C[2.80] 3| 203|N|MOL_ID: 1; MOLECULE: GALACTOSIDE O-ACE... 387 e-106
pdb| IKRY B[2.80] 3| 203|M|MOL_ID: 1; MOLECULE: GALACTOSIDE 0-ACE... 337 e-106
pdb | TKRY A[2.80] 3| 203 |M|MOL_ID: 1; MOLECULE: GALACTOSIDE 0-ACE... 387 e-106
pdb|1KRU_C[2.80] 3| 203|NIMOL_ID: 1; MOLECULE: GALACTOSIDE O-ACE... 387 e-106
pdb| IKRU B[2.80] 3| 203|M|MOL_ID: 1; MOLECULE: GALACTOSIDE 0-ACE... 337 e-106
pdb|1KRU 4[2.80] 3| 203|N[MOL_ID: 1; MOLECULE: GALACTOSIDE O-ACE... 387 e-106
pdb|1KRR_C[2.50] 3| 203|N|MOL_ID: 1; MOLECULE: GALACTOSIDE O-ACE... 337 e-106
pdb| IKRR B[2.50] 3| 203[M|MOL_ID: 1; MOLECULE: GALACTOSIDE 0-ACE... 387 e-106
pdb|1KRR 4[2.50] 3| 203|N[MOL_ID: 1; MOLECULE: GALACTOSIDE O-ACE... 387 e-106
pdb| TKQA C[3.20] 3| 203|M|MOL_ID: 1; MOLECULE: GALACTOSIDE 0D-ACE... 337 e-106
pdb| 1KOA B[3.20] 3| 203 |M|MOL_ID: 1; MOLECULE: GALACTOSIDE 0-ACE... 387 e-106
pdb | 1KQA_A[3.20] 3| 203|NIMOL_ID: 1; MOLECULE: GALACTOSIDE O-ACE... 387 e-106
tr|BIXBJO|B1XBJO_ECODH Thicsalactoside acetvltransferase. 387 e-106
tr|B1JOT7 |B1JOTY_ECOLC Tramsferase hexapeptide repeat containing. .. 387 e-106
sp|PO74684 | THGA_ECOLI Galactoside O-acetyltransferase (EC 2.3.1.1... 387 e-106
pri|3217350UK | galactoside O-acety|transferase 380 e-104
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E 5 175  1e=42 epIP529841 THGA_LACLA Galactoside O-acetyltransterace (EC 2,3,1.183(GAT} {(Thiegal,,. T
il } 174  3e=d42 prfl3221374FKUlgalactoside O=acetyltransferaze
Ll % 174 3e=42 prf|2867262AIthiogalactocide transacetylase
] : 174 3e=-42 trlg93LT51095LI5_LACDL Thiogalactoside transacetylase,

F : 174  3e=-42 trlQe4A591084A59_LACDE Galactoside O-acetyltransferase,

O : 174 de=42 tr1Q65VI6|065VIG _HANSH HWbbJ protein,

F ) 173 Se=42 prf|3219351AUC Inaltose O-acetyltransferase

F ¥ 173 Se=42 trlQB8TRS|0BBTRILACPL Galactoside O-acetyltransferase (EC2,3.1,18),
O i 173 Se=42 tr1Q18A661018A66.CLODE Haltose D-acetyltransferase {EC 2,3,1,79),

B : 173 Fe=d42 tr IASH1KBIASHIKA_CLOKS Predicted acetyltransferase {(EC 2,3.1,-),
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Score
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186/186 (1 DU%)

Query: 1
Shjct: 18

18

IGRNFYANFNLTIVODYTYT IGDNVL I APNYTLSYTGHPYHHELRKNGEMYSFPITIGNN
[GRNFYANFNLTIYODY TYT IGDNYL TAPNYTLSYTGHPYHHELRKNGEMYSFP I TIGNN
IGRNFYANFNLTIVODY TYT IGDNYL T APNYTLSYTGHPYHHELRKNGEMYSFPITIGNN 1

Query:

Shict: 78

HRI DD 2097,
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36

YW TGEHYY INPGYT IGDNSY [GAGS TV TKDIPPNYVAAGYPCRY IRE INDRDKHYYFRDY
YINTGSHYY INPGYT IGDNSY [GAGSTYTKDIPPNYYAAGYPCRY IRE INDRDKHYYFKDY
YW IGSHYY INPGYT IGDNSY [GAGSTYTKDIPPNYYAAGYPCRY IRE INDRDKHYYFKDY 1

Query:

Shjct: 13
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KVYESSY 558
KYESSY
KYESSY 203

Query:

Shict: 198

Go to top
>pdb | TKRY C[2.80] 3| 208 [NIMOL_ID:
0-ACETYLTRANSFERASE; C

1; MOLECULE: GALACTOSIDE

Length = 203
Score = 387 hits (994), Expect = e-106
Identities = 1864186 (1008}, Positives = 1867188 (100%) -
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Nurnber = [ 11113154 ]

>ref; 11113154

NAME transacety|ase,thiogalactoside

determine gene

SOURCE Escherichia coli

taxon Bacteria;Protecbacteria;samma subdivision;Enterchacteriaceae

JOURNAL Proc.Nat |.Acad.Sci.U.8.A., 82(19),6414-6418(1985)

AUTHOR Hediger,M.&., Johnson,D.F., Mierlich,D.F., Zabin,I.

TITLE DN& Secuence of the lactose operon. The lach zene and the
transcriptional termination region.

KEYWORD lach Gene Lactose Operon E.coli Plasmid Const ruct ion

Seq Determinat ion 1820bp 20344s Lac mRN& 4410-6230
Thicgalactoside Transacetylase

ORF of 234445 on Complementary Strand

Completion of lac Operon Seq UUG as Tranzlation Initiation Codon

COMMENT gene lach ECZ.3.1.18
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d
MMMPMTER IR AGKLFTOMCE GLPEKRLRGK TLMYEFNHSH PSEVEKRESL [KEMFATYGE
NAWYEPPYYF SYGSNIHIGR WFYAMFNLTI VDDYTYTIGD NYLIAPNYTL SYTGHPYHHE
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b?;g?ﬁg;gi E;géigﬁwé gchVINPGV TIGDNSYIGA GSIVTKDIFP WYYAAGVPCR iﬁ%ﬁagu 51772/% (17 X 3 — 511&%) .
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EEERSZ177I/B (17 x3=51EE) I DIE>THBDETTGERIIBORELT
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DFEYGeneMark® F 8L, §E., FBar ERE -T2 &I25,
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\T GeneMarkh % BIL=BARaR>
CCAACATATCATAACGGAGTGATCGCATTGAACATGCCAATGACCGAAAG

AATAAGAGCAGGCAAGCTATTTACCGATATGTGCGAAGGCTTACCGGAAA
AAAGACTTCGTGGGAAAACGTTAATGTATGAGTTTAATCACTCGCATCCA
TCAGAAGTTGAAAAAAGAGAAAGCCTGATTAAAGAAATGTTTGCCACGGT
AGGGGAAAACGCCTGGGTAGAACCGCCTGTCTATTTCTCTTACGGTTCCA
ACATCCATATAGGCCGCAATTTTTATGCAAATTTCAATTTAACCATTGTC
6000
GATGACTACACGGTAACAATCGGTGATAACGTACTGATTGCACCCAACGT
TACTCTTTCCGTTACGGGACACCCTGTACACCATGAATTGAGAAAAAACG
GCGAGATGTACTCTTTTCCGATAACGATTGGCAATAACGTCTGGATCGGA
AGTCATGTGGTTATTAATCCAGGCGTCACCATCGGGGATAATTCTGTTAT
TGGCGCGGGTAGTATCGTCACAAAAGACATTCCACCAAACGTCGTGGCGG
CTGGCGTTCCTTGTCGGGTTATTCGCGAAATAAACGACCGGGATAAGCAC
TATTATTTCAAAGATTATAAAGTTGAATCGTCAGTTTAAATTATAAAAAT
TGCCTGATACGCTGCGCTTATCAGGCCTACAAGTTCAGCGATCTACATTA
GCCGCATCC




