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Figure 2.3 Form of BLAST in International Protein Indices
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Figure 2.5 Form of BLAST in human EST

MI7OS71 BMATOST1 AGENCOURT 5462665 NiH_MGC_71 4
piens CDNA done IMAGESS33448 5, mRNA sequence.
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Figure 2.6 Form of BLSAT in HSUNIGENE

 To view detail BLAST result S'blasthsungene

Figure 2.7 Form of BLAST in TIGRHGI

s1 blast igrhgi .

2.3.3 Query

Query was designed to retrieve data from one or more tables by using specified
criteria and sorted records in some order. Query was built from Structural Query
Language (SQL).

For output of BLAST in SPTR:
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SQL>

SELECT BLAST in Human SPTR.SequencelD,
BLAST in Human_ SPTR.Sptrldentifier,
BLAST in Human SPTR.SptrProteinName

FROM BLAST in Human SPTR

ORDER BY BLAST in Human SPTR.SptrProteinName;

2.3.4 Report
A report provides an object used to print database records. The reports in this thesis

were created to be printer-friendly.

2.4 Java Applet for Data Input

Basically, all applets are a Java document parsing tool. First, it automatically searches the
data files under a specified directory in the local computer, then read the file content and
filtered result based on a keyword associated with the field name. It then creates a Java
Database Connectivity (JDBC) linked to the BLAST-AUF1 database and inputs data into
the table. The data from each protein or nucleic acid database search for each cDNA
sequence was entered as one record that had the highest score in the BLAST result.
JAVA applets were run on the Windows platform of Java™ 2 SDK, standard

edition, version 1.4.1. The Java codes for the data inputs are listed in APPENDIX.



CHAPTER 3
RESULTS
3.1 Data Input
The number of each record was tracked by the field, RecordNumber, in the table of
cDNA_ Sequence_ Information. The partial records, from 257 to 261(last five), in each
table are shown below as examples (Table 3.1-3.7):

Table 3.1 The partial records in cDNA_Sequence Information: table

RecordNumber SequencelD | cDNASequence SequenceLength
257 283 C:\documents and settings\jeibo lu\my 368
documents\aufl target\hgmp result\
cDNA_SEQUENCE\s283
258 284 C:\documents and settings\jeibo lu\my 361
documents\aufl target\hgmp result\
cDNA SEQUENCE\s284
259 285 C:\documents and settings\jeibo lu\my 596
documents\aufl target\hgmp result\
cDNA_SEQUENCE\s285
260 286 C:\documents and settings\jeibo lu\my 596
documents\aufl target\hgmp result\
cDNA_SEQUENCE\s286
261 287 C:\documents and settings\jeibo lu\my 588
documents\aufl target\hgmp result\
cDNA SEQUENCE\s287
Table 3.2 The partial records in BLAST in_Human SPTR: table
SequencelD Sptrldentifier | SptrAccessID | SptrProteinName SptrProteinLength
283 SPTR:BAC22 | BAC2259%4 Peptidylglycine alpha- 973
594 amidatingmonooxygenase
284 SPTR:AAHIS5 | AAH15888 ALDOA protein. 364
888
285 SPTR:Q9UFK | Q9UFK3 Hypothetical protein. 341
3
286 SPTR:CAH3 | P07451 Carbonic anhydrase III 259
HUMAN (EC 4.2.1.1)(Carbonate
dehydratase IIT) (CA- III).
287 SPTR:BAC22 | BAC22594 Peptidylglycine alpha- 973
594 amidatingmonooxygenase
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Table 3.2 (Continued)
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SptrScore

SptrEvalue

SptrQuerySeqFrame

SptrDetailResult

236

3e-63

-1

C:\documents and settings\jeibo lu\my
documents\aufl target\hgmp result\
HUMAN SPTR\s283

196

3e-51

+1

C:\documents and settings\jeibo lu\my
documents\aufl target\hgmp
resultHUMAN SPTR\s284

359

1e-99

C:\documents and settings\jeibo lu\my
documents\aufl target\hgmp
resultHUMAN SPTR\s285

272

2e-73

C:\documents and settings\jeibo lu\my
documents\aufl target\hgmp
result\ HUMAN SPTR\s286

81

Te-16

+3

C:\documents and settings\jeibo lu\my
documents\aufl target\hgmp
resul\HUMAN SPTR\s287

Table 3.3 The partial records in BLAST in_IPI: table

SequencelD | IPIAccessID | IPIProteinLocus IPIProteinName | IPIDetailBlastResult
283 IPI0001571 | SWISS- alpha-amidating | C:\documents and
4.1 PROT:P19021|REFSEQ_ | monooxygenase | settings\jeibo lu\my
NP:NP_000910TREMBL | precursor documents\aufl
:Q13749;095080{REFSE target\hgmp
Q_XP:XP 031121;XP 03 result\[PI\s283
1120]............
284 IP1I0002182 | SWISS- aldolase A C:\documents and
0.1 PROT:P04075|REFSEQ settings\jeibo lu\my
NP:NP_000025|TREMBL documents\aufl
:Q9BWDS|REFSEQ_XP: target\hgmp
XP_008117;XP_043948; result\IPI\s284
XP_054797;XP_043944;
XP_043947;XP_043946;
XP 043945 ............
285 IP10000392 | SWISS-PROT:P11177 Pyruvate C:\documents and
5.1 dehydrogenase settings\jeibo lu\my
Elcomponent documents\aufl
beta subunit, target\hgmp
mitochondrial result\IP1\s285
precursor
286 IPI0001167 | SWISS- Carbonic C:\documents and
2.1 PROT:P07451|REFSEQ | anhydrase III settings\jeibo lu\my
NP:NP_005172|REFSEQ documents\aufl
_XP:XP_045079;XP_005 target\hgmp
207[ENSEMBL:ENSP000 result\IPI\s286
00220705
287 IPI0001571 | SWISS- alpha-amidating | C:\documents and
4.1 PROT:P19021REFSEQ_ | monooxygenase | settings\jeibo lu\my
NP:NP_000910|TREMBL | precursor documents\aufl
:Q13749;095080|REFSE target\ngmp
Q XP:XP 031121......... result\[PI\s287




Table 3.4 The partial records in BLAST in_Human_EST: table
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SequencelD | HEAccessID HELocus HELength | HEDetailResult
283 EMU:CD108547 | CD108547 CD108547 848 C:\documents and
AGENCOURT 1401671 settings\jeibo lu\my
7 NIH_MGC 179 Homo documents\aufl
sapiens cDNA clone target\hgmp
IMAGE:30364994 5', result\HUMAN_EST\s
mRNA sequence. 283
284 EM:CB113062 CB113062 CB113062 K- | 615 C:\documents and
EST0154971 L6ChoCKO settings\jeibo lu\my
Homo sapiens cDNA documents\aufl
clone L6ChoCK0-8-G11 target\hgmp
5', mRNA sequence. resull HUMAN_ EST\s
284
285 EMU:CNSLTOS | AL550921 human full- 1196 C:\documents and
u3 length cDNA 3-PRIME settings\jeibo lu\my
end of clone documents\aufl
CSO0DI065YD19 of target\hgmp
PLACENTA COT 25- resul\HUMAN_EST\s
NORMALIZED of Homo 285
sapiens (human)
286 EM:BM924263 | BM924263 BM924263 1108 C:\documents and
AGENCOURT 6630466 settings\jeibo lu\my
NIH_MGC 116 Homo documents\aufl
sapiens cDNA clone target\ngmp
IMAGE:5760536 5, resul\HUMAN_EST\s
mRNA sequence. 286
287 EM:BI430552 BI430552 BI430552 659 C:\documents and
0000243 Human settings\jeibo lu\my
endometrium Homo documents\aufl
sapiens cDNA 3' similar target\ngmp
to beta-lactamase, mRNA resul\HUMAN_ EST\s
sequence. 287

Table 3.5 The partial records in BLAST in_Ensembl c¢DNA: table

SequencelD | Encldentifier | EncDatabaseType | EncGenelD EncClonelD EncContigID

283 ENST000003 | core ENSGO000001 | AC010250 AC010250.7.1
25306 45730 157061

284 ENST000003 | core ENSGO000001 | AC093512 AC093512.2.1
20381 49925 157481

285 ENST000003 | core ENSG000001 | AC116036 AC116036.2.1
13679 68291 178106

286 ENST000002 | core ENSGO000001 | AC084734 AC084734.4.1
85381 64879 .181044

287 ENSTO000003 | core ENSG000001 | AC010250 AC010250.7.1
25306 45730 157061




Table 3.5 (Continued)
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EncChromosome

EncBasepair

EncStatus

EncProteinLength

EncDetailBlastResult

5

102632612

known 3685

C:\documents and
settings\jeibo lu\my
documents\aufl target\hgmp
resul\ENSEMBL cDNA\s28
3

16

30386996

known 2425

C:\documents and
settings\jeibo lu\my
documents\aufl target\hgmp
resul\ENSEMBL cDNA\s28
4

57782043

novel 1560

C:\documents and
settings\jeibo lu\my
documents\aufl target\hgmp
resul\ENSEMBL cDNA\s28
5

86090151

known 2356

C:\documents and
settings\jeibo lu\my
documents\aufl target\hgmp
resul\ENSEMBL ¢DNA\s28
6

102632612

known 3685

C:\documents and
settings\jeibo lu\my
documents\aufl target\hgmp
resul \AENSEMBL_cDNA\s28
7

Table 3.6 The partial records in BLAST in HSUNIGENE: table

SequencelD

HsugAccessID

HsugLocus

HsugLength

HsugDetailBlastResult

283

UG:Hs.83920

gnl[UGIHs#S1727286

3960

C:\documents and
settings\jeibo lu\my
documents\auf] target\hgmp
result\HS UNIGENE\s283

284

UG:Hs.273415

gnl[UG|Hs#S1728284

1464

C:\documents and
settings\jeibo lu\my
documents\aufl target\hgmp
result\HS UNIGENE\s284

285

UG:Hs.979

gnl[UGIHs#S1727317

1501

C:\documents and
settings\jeibo lu\my
documents\aufl target\hgmp
result\HS UNIGENE\s285

286

UG:Hs.82129

gnl[UGJHs#S 1730476

2357

C:\documents and
settings\jeibo lu\my
documents\aufl target\hgmp
result\HS UNIGENE\s286

287

UG:Hs.446484

gnl[UGIHs#S2927215

1334

C:\documents and
settings\jeibo lu\my
documents\aufl target\hgmp
result\HS UNIGENE\s287




Table 3.7 The partial records in BLAST in TIGRHGI: table
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SequencelD | TigrhgiAccessID | TigrhgiLength TigrhgiScore | TigrhgiEvalue | TigrhgiDetailResult
283 NP099080|M | 2925 722 0.0 C:\documents
37721.11 AA and
A36414.1 settings\jeibo
............ lu\............
284 THC728537 | 2272 704 0.0 C:\documents
fructose- and
bisphosphate settings\jeibo
aldolase lu\my
A”™Maldolase documents\aufl
A (AA 1- target.........
364).........
285 THC847071 | 1575 1039 0.0 C:\documents
E-1 beta and
subunit of settings\jeibo
the pyruvate lu\my
dehydrogena documents\aufl
............ target\ngmp
resul\TIGRHG
N\s285
286 THC795744 | 2377 1053 0.0 C:\documents
carbonic and
anhydrase settings\jeibo
[I1**carboni lu\my
¢ anhydrase documents\aufl
III, muscle target\ngmp
specific resul\TIGRHG
[Homo N\s286
sapiens]
287 THC721240 | 1251 650 0.0 C:\documents
PRO1708 and
{Homo settings\jeibo
sapiens} lu\my
documents\aufl
target\ngmp
result\TIGRHG

N\s287
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3.2 Output of Protein Information
The three fields, SequencelD, Sptridentifier, SptrProteinName, were queried from
BLAST in_Human_ SPTR: table and the output was sorted by protein name (Table 3.8).
The protein outputs in the field of SptrProteinName were further grouped (Figure 3.2.1).

Table 3.8 The output from BLAST in Human SPTR: table

SequencelD Sptrldentifier SptrProteinName
215 SPTR:DHCR_HUMAN | 24-dehydrocholesterol reductase
precursor(EC 1.3.1.-) (3-beta-
hydroxysterol delta-24-
reductase)(Seladin-1)
(Diminuto/dwarfl homolog).
118 SPTR:PSDC_HUMAN | 26S proteasome non-ATPase
regulatory subunitl12 (26S
proteasome regulatory subunit p55).
30 SPTR:PSDC_HUMAN | 26S proteasome non-ATPase
regulatory subunit12 (26S
proteasome regulatory subunit p55).
231 SPTR:AAH32324 3-hydroxyisobutyrate
dehydrogenase,mitochondrial
(HIBADH).
99 SPTR:AAH32324 3-hydroxyisobutyrate
dehydrogenase,mitochondrial
(HIBADH).
127 SPTR:AAH32324 3-hydroxyisobutyrate
dehydrogenase,mitochondrial
(HIBADH).
222 SPTR:RL31 HUMAN 60S ribosomal protein L31.
155 SPTR:ASAH HUMAN | Acid ceramidase precursor (EC
3.5.1.23)(Acylsphingosine
deacylase) (N-
acylsphingosineamidohydrolase)
(AC) (Putative 32 KDA heart

protein)(PHP32).
162 SPTR:Q8TAQ6 Aconitase 2, mitochondrial.
271 SPTR:Q8TAQ6 Aconitase 2, mitochondrial.
60 SPTR:ARFI_HUMAN | ADP-ribosylation factor 1.
57 SPTR:ARFI HUMAN | ADP-ribosylation factor 1.
25 SPTR:AAP36057 ADP-ribosylation factor 1.
263 SPTR:AAP36057 ADP-ribosylation factor 1.
100 SPTR:DHAM HUMAN | Aldehyde dehydrogenase,

mitochondrialprecursor (EC 1.2.1.3)
(ALDH class 2) (ALDHI) (ALDH-
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E2).

210 SPTR:AAH15888 ALDOA protein.

717 SPTR:AAH15888 ALDOA protein.

211 SPTR:AAH15888 ALDOA protein.

69 SPTR:AAH15888 ALDOA protein.

61 SPTR:AAH15888 ALDOA protein.

284 SPTR:AAH15888 ALDOA protein.

103 SPTR:AAH15888 ALDOA protein.

137 SPTR:AAH15888 ALDOA protein.

163 SPTR:AAH15888 ALDOA protein.

268 SPTR:AAH15888 ALDOA protein.

14 SPTR:AAH15888 ALDOA protein.

273 SPTR:AAH15888 ALDOA protein.

264 SPTR:AAH15888 ALDOA protein.

270 SPTR:AAH15888 ALDOA protein.

188 SPTR:AAH15888 ALDOA protein.

6 SPTR:AAH15888 ALDOA protein.

2 SPTR:ANX2 HUMAN | Annexin II (Lipocortin II) (Calpactin
Theavy chain) (Chromobindin 8)
(P36) (Protein I)(Placental
anticoagulant protein IV) (PAP-1V).

15 SPTR:AAHS52567 ANXA? protein.

172 SPTR:AAHS52567 ANXA2 protein.

94 SPTR:AAHS52567 ANXAZ? protein.

51 SPTR:AATC_HUMAN | Aspartate aminotransferase,
cytoplasmic (EC2.6.1.1)
(Transaminase A) (Glutamate
oxaloacetatetransaminase-1).

206 SPTR:AAO88883 ATP synthase FO subunit 6.

86 SPTR:AAP35908 ATP synthase, H+ transporting,
mitochondrialFO complex, subunit
F6.

152 SPTR:AAP35792 ATPase, H+ transporting, lysosomal
31kDa, V1subunit E isoform 1.

105 SPTR:ATPB HUMAN | ATPB_HUMAN P06576 ATP
synthase beta chain,
mitochondrialprecursor (EC
3.6.3.14).

258 SPTR:ATPB_HUMAN | ATPB_HUMAN P06576 ATP
synthase beta chain,
mitochondrialprecursor (EC
3.6.3.14).

130 SPTR:Q9H4R9 BA472K17.2 (Collagen type IV
alpha 1) (Fragment).

202 SPTR:QINTM9 BA483F11.3 (CGI-32 protein).
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40 SPTR:Q8IZL7 Basigin long isoform.

119 SPTR:Q9HI1D5 Beta-myosin heavy chain.

113 SPTR:Q9HI1DS5 Beta-myosin heavy chain.

117 SPTR:Q9HI1DS5 Beta-myosin heavy chain.

214 SPTR:Q9HI1DS Beta-myosin heavy chain.

91 SPTR:Q9HIDS Beta-myosin heavy chain.

26 SPTR:Q9H1DS Beta-myosin heavy chain.

78 SPTR:Q9HIDS5 Beta-myosin heavy chain.

72 SPTR:Q9H1D5 Beta-myosin heavy chain.

136 SPTR:Q9H1D5 Beta-myosin heavy chain.

46 SPTR:Q9H1D5 Beta-myosin heavy chain.

36 SPTR:Q9H1D5 Beta-myosin heavy chain.

151 SPTR:Q9HIDS Beta-myosin heavy chain.

207 SPTR:Q9HIDS Beta-myosin heavy chain.

176 SPTR:Q9HI1DS5 Beta-myosin heavy chain.

47 SPTR:Q9H1DS5 Beta-myosin heavy chain.

20 SPTR:Q9HI1DS Beta-myosin heavy chain.

12 SPTR:Q9HIDS5 Beta-myosin heavy chain.

4 SPTR:Q9HI1DS5 Beta-myosin heavy chain.

286 SPTR:CAH3 HUMAN | Carbonic anhydrase III (EC
4.2.1.1)(Carbonate dehydratase III)
(CA- III).

225 SPTR:CAH3 HUMAN | Carbonic anhydrase III (EC
4.2.1.1)(Carbonate dehydratase III)
(CA-TII).

244 SPTR:CAH3 HUMAN | Carbonic anhydrase III (EC
4.2.1.1)(Carbonate dehydratase III)
(CA- 1ID).

282 SPTR:Q9UMS53 Cardiac myosin binding protein-C.

157 SPTR:Q8IVCS Cas-Br-M (Murine) ecotropic
retroviraltransforming sequence b.

89 SPTR:CD81_HUMAN | CD81 HUMAN P18582 CD81
antigen (26 kDa cell surface
proteinTAPA-1) (Target of the
antiproliferative antibody 1).

259 SPTR:CDK4 HUMAN | Cell division protein kinase 4 (EC
2.7.1.-)(Cyclin-dependent kinase 4)
(PSK-J3).

139 SPTR:Q9H4N1 Clone CDABP0107 mRNA
sequence.

143 SPTR:CO3 HUMAN Complement C3 precursor
[Contains: C3aanaphylatoxin].

59 SPTR:AAP35439 Creatine kinase, muscle.

55 SPTR:AAP35439 Creatine kinase, muscle.

260 SPTR:AAP35439 Creatine kinase, muscle.




