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Composition 746 A; 729 C; 717 G; 742 T; O OTHER
Percentage 25.4% 4A; 24.8% C; 24.4% G; 25.3% T; 0.0% OTHER
MW (kDa) 905.64 ssDNA 1808.79 dsDNA
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[*]EXAMPLE1.SEQ 2

[*]EXAMPLE2.SEQ 2 ORIGIN

F*TEXAMPLES.SEQ 2 1 TCGCGCGTTT CGGTGATGAC GGTGARRACC TCTGACACAT GCAGCTCCCG GAGACGGTCR
FKEXAMPLEEEE} 17 5 61 CRGCTTGTCT GTAAGCGGAT GCCGGGAGCAR GACAAGCCCG TCRGGGCGCS TCAGCGGGTS
= o 121 TTGGCGGGETG TCGGGGCTGG CTTAACTATG CGGCATCAGE GCAGATTGTA CTGAGAGTGC
[Flevanapi E25017 2 181 ACCATATGCG GIGTGAAATA CCGCACAGAT GCGTARAGGAG ARARATACCGC ATCAGGCGCC
< > 241 ATTCGCCATT CAGGCTGCGC AACTGTTGGG AAGGGCGATC GGTGCGGGCC TCTTCGCTAT

301 TACGCCRGCT RAGAGGEACCAG CCOGCETRACC TGGCRRAATC GGITRCGGIT GRETRATRRLR
361 TEEATGCCCT GOGTRAGCGE GTGTEGGECGE RCRARTALZAGT CTTRARRCTGR RCRARLTRGR
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F Av599226 Translation =R "

SEQ RYS559226_RA
Translation pf RYS99226 (1-861)
Universal code NO
Total amino acid number: 286, MW=31503

CRIGIN

1 MSIQHFEVAL IPFFAAFCLF VFRHPETLVE VEDREDQLGZ RVGYIELDLN SGI l_ SFZIE[I:E bet"}"."een 3-|Eﬁer EDdE

6l EERFPMMSTF KVLLCGAVLS RIDARGQEQLG RRIHYSQNDL VEYSPFVIEEH LTI
1z1 CSARITMSDN TAANLLLITI GGPEELTAFL HNMGDHVIRL DRWEPELNEZ IFI
181 PVAMATTLRE LLTGELLTLA SRQQLIDWME ADEVAGPLLR SALPAGWFIA DE!
241 RGIIAALGPD GEPSRIVVIY TIGSQATMDE RNRQIAEIGA SLIKHW*

6 u Cancel




Translation from DNA

- Overview

¥ DMNAMAN - [AY599226_Translation] - O *
L Sequence Protein & Database View Style ~ @~ — T X
wa Translation s 2y = ~ .‘, i3 3 =@ ?ﬁ
[revs . Cpt’ v Ea
wsig Reverse Translation o o = }-.a
, {¥ Codon Optimization US;T;; - @ Ab : il E 4 4
Protein Analysis Sequence Database | Oligo Database
" Translation view | [ 2| AY599226 _Translation
= Display the distribution of Met - o :‘
AY509226: Universal code
and Stop codons on current
sequence in all RFs 1 203 586 880 1173 1467 176
Strand BF m
plus 1 I : :
< > plus 2 I :
MName ~
i plus 3 | A i
=|AF311601.5eq ! ' '
= AF311601_Tran . |
— minus 1 |
=1 AJ403983.5eq
gA\’599226 seq miws 2 | — 4
=|erwinia_genom
| EXAMPLE1.SEQ minus 3| e 4 4
] [ \ " Y
= EXAMPLE2.SEQ
|| EXAMPLE3.SEQ
[ EXAMPLE22017 2
Fevanaoi £22n17
< >
lo.. Ch.. Da.. [File| ||« LH
% &1 vl =l

Channel 1T:DNA AY599226 2934bp CAP|'N



Translation from DNA

- Qverview
! ?-"‘ AY539226_Translation

Ng
Options _ -
AY599226: Universal code
1 203 386 330 1173 1467 7
|

B | Options

| Show Star{Stop codon positions Line length: |2

[v Show possible ORFs v |se Start codon

inimum length: |25 YWidth: |4

¥ Export only protein sequence on_double click 2

| Show paosition preference | Show detail
3 RI=0
Fosition hl
Seq Start |1 End: |2334
Freference |GC Originx: |120 Length; |961
10

Originy: |80 Fiow size: |40

Wfincd o

(0] Cancel




Translation from DNA
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R.C.AYS9922g{RF-2:
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Tniversal code
Total amino acid number:
Original FEATURES

HMSIQHFEVAL
EERFFMMSTF
CSRATTHMSDN
PVAMATTLEE
RGIIALRLGPD

1874-2732} AR

1874-2732} (1-858)

285, MW=31317

conplement (2. .288)
fname="bla"

complement (2.
fname="beta-lactamase"
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IPFFRAFCLE VFAHPETLVE VEDALEDQLGL EVGYIELDLN SGEILESFRP
EVLLCGAVLS RIDAGQEQLG RRIHYSQNDL VEYSPVTEEH LTDGMTVREL
TAANLLLTTI GGPEELTAFL HWMGDHVIRL DEWEPELNEZ IPNDERDTTM
LLTGELLTLA SROQQLIDWME ADEVAGFLLE SALPAGWFIL DESGAGERGS
GEPSRIVVIY TTGSQATMDE ENEQIAEIGL SLIEHW
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