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Abstract

We stand at real world that some practical use method of gene information appears in
succession by entrance on the stage of advanced techonlogy. As a lot of studies and
development are achieved based on analysis of bio data, necessity of a tool that can help correct
interpretation of data is required more and more in a lot of targets of bioinformatics to search
new relation and information are established..

In this paper, we are offered in existing I wish to offer user a more convenient study tool
developing system that can supplement shortcomings of various tools for data analysis. So
we've designed to offer in united environment that is not environment that is parted ORF
driving out, bio information retrieval and work of similarity comparison lamp to work for bio
data analysis and offers lacking consecutiveness in existing analysis system.

W keyword : | Bioinformatics | DNA Sequence | Protein Sequence | ORF |
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2y e ol A Sl ML DNACIA A=
oftjo| A -] DNAZ} Sld = AL ExE o2&
ot} 9Jo] [27 1ol Bl X eaky Fol A Dell
dFsts Aok

B
o,

GGATCCGGGCTGGGGACCT GGACGAGGCCACCCTGAGGGAGAGGGTGCGCCGCCTCCTCGOCGAGAAGCCCA
CTGG AAAAGG vf&* G ATCCTANGCE

JGGAS
\GGGCAATGCGCCCCGTGCCCACCCCGA( CCAL»{:AACA(,(;
K}CC[‘TW}CFA’IC’T(T)COCFCC—\CCTC(‘;(TC(‘;(TT(‘;(‘;(‘ECC’!‘CA

218 2. DNA M<¥ A< dolg

AT Bolol A AME DANS BAEZ ¥kl o)y
e 58l 2310 gh= ORFE A48 okehe S

2 54 [27 2]°] DAN A di-ollA [27 3]3%

2ol ORPY] %% A 2 4 ojof @k, o)

135 atgcgggagatocotaagcoochacatcgcogacgcogggagocto
180 ctocgydagycctgyodcaadddgaadcdcctoctonttgagoag
225 gooocaggocaccotgotggacctgaactacggoacctaccoectac
270 groacgagoroccateocacgUtUggUagatectgutguggacy
315 gooclCotCCCacaayUoCatCaccaagUiciacguc gt ggccand
360 goctacaccacgagydtadyydaadycocctiootcactgyagote
405 cagggggagotogeccaccacctoogydanaaggucgacgagrac
450 ggcaccaCCACUUUaRgUCCCadgRagutggUCiggciggaccty
495 grggooctocggracgoctgogaggtgaacggctttgacggocte
540 groctoaccaagotgdacdtgototocdugctyadaadytgaag
585 gtggocgtggagtacotgdacdgdgdcoogooooddgdaggcgagc
630 coggaggoggtgogoetacctggagoticogggetggggogaccte
575 CoCCacdtUaaredsCdyyaddacCtosCCdranacstoCtoogs
720 taccrtggagotogtgdaggagcacacoguggtocoocgtggtocte
765 thotocacgagooooadgcdddaddacacot todggdcagtoagc
510 tgggtctas 918

a7 3. 100dp =72 ORF AM Az}

+ mRNA A <Ee4 ORFE 371
& [27 4]9} o] AR,

1 constant process
1.1 Sequence minimum length of ORF for finding
1.2 Overlapping data length
2 Initialization of some variables
21 A3} ZES] g A
22 §8 £ YA A%
23 X ZET FE TE AP EAeE HA AGE
o] A
24 A1 2= A E e e
25 FH &= AHeE 9 e
3 oIa]g/DNA = mRNA o/ x-/cdo///(f 57// _ug//IOjl Z,ﬁ;%o//
tjgt 3709 FEELEO)EE FYH TiE G
31 98d /99 59 o] 1o mhE AR} T
I} FE ZEL Y
32 original sequence®] tj3t 6 frame FA}
3.3 compliment seqence®)] e 6 frame z‘}
4 4G F A ZEF A shs FENAFEH FE ZES
Y= A H71R] ORFZ 717
41 G4 ORF $209) 5 612 43 2E0] EXjpi= 3
P oo NG ZEY FE ZENHY o}
overlapping data length®2 5 34 22 ORFS
AR im0 2 ZFFepE, o] Folin s ofF
ORF =ZEv7F H30
S4ZE 217}e] ORF 3H o tgt g3zl

3% 4. ORF 4 daels

3.1.2 DNA %A} A4 LaglE

U2 [17 219 @%-ol slFsl: DNAS RNA
2 ARk Aol digk date]s Ftolth DNAR
HE RNAZF vHEojAE A4S Aty eolekal 5)n
RNAE %2202 DNASH FARIE 340w o)



wid ToRNA(KEY #Seq, KEY *RNA) {
mnt iy
or((=0:1<RNA->size/1++)
Seq—>bul i]=="T")
RNA->bufl i]="U"
else
RBNA->bufl i]=Seq->bufl i],

1% 5. DNA replication &alg]&

B gng]Ee 374 DNA 2474, DNAS RNAZ
AV WES} RNAS of|ieibo 2 Wejsh 1E,
ORF Finder 2% 83 97|-goju ghald e

ol tidk AR HIE 913 BER U 5 vk
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+ [29 613 [2

Y 7 Bd B e
918 ksl Bl 35 e Fol A o PR o
# AERES HelFa )

1. Initialization of variables
11 Init. of Amino array
1.2 Store values at Amino sequence
1.3 Store of sequence of each kind of frame
2. Start of conversion for first frame
21 Make a unit by three RNA sequence
U->0 C->1, A->2 G->3
22 Ho] 7 A g FolF #E TAl WA EFF
23 ofp)x} ZE ]G4 S HE #lof RNA 35
7] Al gy
24 A A Ze o ojE #E =9
3 ZH9)S o} Fofte] 2= PEl A)F
4 2} Za|gjo] s f9 HYE FE AFAR v

2% 6. mRNA WY dugsE

char =start_lit[]={"AUG","CUG,"GUG", "UUG", "AUU";
char =stop_lifl] = {"UAA""UAG","UGA"};

ctar symboll JF4][4]-({ F F L. L),
{575,557,
(VY 0 (CCL W ),

(L1 (P PP P,
(H,H.Q Q) (B R, R,
(11,1, M) (T, T, T, T’
(NI NIKK (S)S)S)S) )
(VYL (ALALALAY
(DD EE) (GG GG

.

void  ToAMIINOI(char

void *Seq,char*Amino,  int
aminosize)

int idx[3], size=aninosize...
char *three...
for(i=05i<size;i++)
} Aninoli]=symbol[idx[0]]lidx[11][idx[2]]; ...

{Void ToAMINOIL multi(List *dna_list, KEY **amino)

*amino=(KEY*)malloc(sizeof (KEY)*lise_size(dna_list));

for(i=0;i<list_size(dna_list);i++ element=element->next)
KeyInit(&(+amino)[il free);

;foAMINO(dan_bufstart(element), (*amino)[i].buf,
(*amino)[il.size);
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