Gene Prediction Program for Prokaryotic Genome Sequence

Step-by-step

Gene Prediction Program for Prokaryotic Genome Sequence

Please input your sequence in Fasta format and not longer than 100 k base .

=Fasta format example

AGTTTCCGAATTCGGACTCGGTACCCHGUGC TR TGCACC G THGACCC
COCGOTETAC ATCOACCTGE ATATC A GAAGIC THIATC ATC AATAC A
CATCACCTACACCTTCGC THHC TGEGHC ACGTATGCACGE TCGCGCGEC A
CTOCCHGC THGC TG AGC AGCGC TTC ACCCCGGCGETCGATGCCGC AT
COCACGCAGIGCCACACCCCCACCATC TACCCC AGCCTOATCOACG A AL 4
COACCCGCH TOGGHCC TG TAC TOG I COGAAGGCCCGCGCTATTOC A
COGC TACGRCGAC TTTECC GG ATCCC CACCOTAC T TAGAGA ATCAC
COGCTCASGTCOC TATC GCC AGCGOG TR TCGGOGAC TACGTEC TGC THGA
AFTGGCGC THCGCETHETOGCCCGCGATHCC ACGUGCATTHICGCCGIC A
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o This is the web interface for running Glimmer . It's a simple form .

¢ Recommand you input the sequence in Fasta format, because the program don't aceept other format.

« Do not input very long sequence. Program can be run but slowly.

s Reference: Microbial gene identification using interpolated Markov models. Nucleic Acids Res. 1998 Jan 15;26

(2):544-8.

o Ifyou have any problem, please email ro scwang @ life nthu edu tw

1. Please input your sequence in Fasta
format and not longer than 100 k
base.

2. Click “send”

3. View the “Result of Orf Prediction”

Result of Orf Prediction :

arf  Ztart  Stop frame length descrintion :E;

1 198 1166 [+ L= 949]
| 1643 1379 [-2 L~ 465]
4 2168 1827 [-3 Lo M2] (Delayediy #§ L=156]
é a9 829 [ L 651)
7 1191 2R [-2 Le 900]

Phrased Sequences :

> orfl-198_1 166

TTOCOCADGC AG00CC ACACCOCC ACCATCTADCCCAGCCTOATOACTA
AAKCOACCOROGCTOO0GOCTOOMCTACTOGCOORAAGGOCOROGCTATT
T
CACEHR ACGTRCTRCT
toceoccs (= orf L -198_1 166

AR A A DAL OGO RO G0 B THAAL] CToG

GRG0 TORAGCABCCEATCOCGC AGCTOCCCTTOAMGOFTRACCTA MR TUGHIFT 1 YPEL I DENDFROGLEY SFEOPRY STUYGDF A3 1 FIVLVEN
AR T TCAC A ATC ARG AGTARCTOOGC TROGAAS HRLES YRORVLODYVLLEYALEYYARDATE [ AAARETDRAARS AELIVAR
BOOBOGATGIC ACCTRACCATEC OO TRITCAGC TATCONCAGACOC AT ERLEQF | A0LFFRGVTY TRALSF ASROELRVERDATWINEY VORI T)
BTG A TATOOR A0 TR TRIA T IOC OO0 ARCIOCIATOT AVTYROA QGPROL
GEMOCGCOATTOOATOCCCACGICATTC ACTACOAGCOCCTOCAGCAGC R AANLLFPOEEDELLARRFRAA
CACGOCAGTTOOOOOTORAGCGC ACCTOCATOO TCAAGCAGTC TROO0GC. GHPTIAGL VGAELVRFTERMLANAALRENFERKLAATP AFRADGTARLOY

IVARSPYAL EEEE
CUUCATIOCT . TTeCTUa

TTCACCHA
A AT TR AL ADGAD AGOC TGO G AT TOHAADGE AN
TCOCCOCTEACCCCACGTTTCOTOCCHATAROCGACGCOCOCCTOCAATON



