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1. SynaBlast-Mega

SynaBlast-Mega™ &t — A2 P A1 L TH, H P ] R 2N\ A A TR 5. XA
T RASRE SN DY BN S5 5 43 7 M ABRAE K 7 o e T BRI SR 45 0 PR IR f i i 14 4%
BT A M g5 5 . SynaBlast-Mega e 1F#E SynaBASE M AT#% 1 IR-A% 171 & 1 -5
FURFI AR A - IR 48R . SynaBlast-Mega /&K H FASTA # U1 E A N7 51 A A1) o

2. BHETRE

EI_II_IEBLAST-MEBA Search Result (by Job 1D}

D Quer\,rtypelNucleotide—NucIeotidej
Guery sequencesl@uery Sequence Input (FASTAfDrmat)j Total guery: 0

Gluery input (FASTA formaty Clearl

|[Paste query sequence(s) here)

JDbtitIeI Job (D 488233036121

SynaBASE |H_Sapiens Genome MCBFGRC Release 37.1 j Word size |15 'l

Report options
4 — - -
Bit score threshold ID E-value cutoff |1D.D Format | Fairwise allgnment\flewj Maximurn results reported per query |1D 'I

D Advanced options

- Show
@ Submit | l_ Be notified by email I (AN ermali will be sent to the address provided when the reswits are avaliahig)
1. PR
2. iHMAA P AIER
3. #% SynaBASE
4. BEEMRS R
5. WE'mHIELT (Afik)
6. 1217 SynaBlast-Mega. %5 AE LB FL 1 A4 3
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3% SynaBASE:
MR AR AL — A B IE M HAR SynaBASE. A4~ SynaBASE KA & H O —ERRIAE RS HX
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Query Summary
Jobh title Dpox
Query type - Mucleotide/Mucleotide
Total query o4
Target SynaBASE  : Viral RefSeq Genome NCBI Release 39
Word size 213

—— Bit score threshold E-value cut-off Format Maximum results reported per query

LRl 1] 10.0 Fairwise alignment view 10
- - Gap Existence Gap Extension Matches Rewards Mismatch Penalty
Scoring options
] 2 1 -2
Indels Score Window Length Repeat filter Overlap filter
Filter options ot - B - B
10 20 300 Weak - Maximum Relative Freguency (MRF) 10.0 10
Submission Progress :
[ | Completed!
Cancel Process Download Input File Download Result File

Result Preview (Please click on the "Downioad Result Fiie"to get the complate result fite)

# SynaBASE : Synsbase API Version: ; Build: Dec 14 2010, 01:51:40

# Datsbase : wrl rag nebi-39_sh3.0.9

# Min. Length : 13

# Max. Length : 0

# Max. RelFreq : 10.0

# Filter Length : 300

R

] IR B A5 A 55 40 BRI B ERATAE 55 1K 5 LS AR Ay 2 50k 158 3 30

RN

FEATE R RE AR S R U B . $RACRI AR, P Al ARG 4 el < O e Al
P PRACHE LRI TR A R MR RSO, e U N B e I R 4
R
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SUMEBLAST-MEGA I Retrieve Result {by Job ID) I

Query type | Mucleotide - Muclectide

Query sequences | Query Sequence Input (FASTA format) » | Total query: 0

Queryinput(FASTAformat)[ Clear ” Gettest sequence ]

[Paste query sequence (s3] here)

Job title |.J0b 1D: 647727318186 (Uob 10 s wsed for reslit rettieval) |

Target database

SynaBASE |H_sapiens Genome NCBIFGRC Release 371 % | ‘Word size | 15 v

Report options

Bit score threshald |0 E-value cutoff [10.0 Format | Pairwise alignment view % | Maximum results reported per guery | 10 %
Advanced options

- Show

Submit query [ e notified by email (An email will be sent to the address provided when the resuits are availabla)

MR AW G, AOEMIGREERCH, M R AT LUER Ui AR, R e R AR
555D E AT T (1 B2 SynaBlast-Mega £ 2 45 S DU A i H A0 IR A B R

5I.|rlE|BLAST~ MEGA Query Page

Keyinthe unique Job ID 647727318186
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Query Summary

Job ID CB4TT2TI8186

Querytype  : MNucleotidefMucleotide

Total query : 50

SynaBASE  :Plant Refseq Genome MCBI Release 42

Word size 16
Bit score threshold E-value cut-off Format Maximum results reported per que
Report options — " " £ pelanery
u] 10.0 Fairwize alignment view 10
S T Gap Existence Gap Extension Match Rewards Mismatch Penalty
g 2 1 -2
Indels Score Window length Repeat filter Overlap filter
Filter options ot - B - B
10 24 300 Wealk - Maximum Relative Fregquency (MRF) 10.0 10
Submission Progress :
[ 152%

The result file will e avalizble online for 7 days, before being deleted.

5. A%

N BB T SynaBlast-Mega FAE A A HIA% X AT T A g S —
H 47 %11#) SynaBASE .

BTSN EE

# SynaBASE : Synabase API Version: ; Build: Dec 14 2010, 01:51:40
# Database : sprt_prtn_upkb-release 2010_09 sb3.0.9
# Min. Length : 6

# Max. Length : 0

# Max. RelFreq : 1.0

# Filter Length : 300

# Indels : 5

# Score : 15

# Fuzzy : 0

# Overlap Filter : 10%

# Min. % Identity: no limit

# Min. BitScore : 5.0

# Max. E-value : 10.0

# Search Mode : PP

# NW : on

# Scoring Matrix : BLOSUM62
# Gap Opening Penalty : 11

# Gap Extension Penalty: 1

# Extension Cutoff : 20

# Output Format : pairwise
# Strand : F+ only
# Max. Output per Query: 5

# Min. alignment length: no limit
# Major Min. identity: no limit
SynaSearch 1.4.1 [2010/02/08]
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Reference: Synamatix Sdn Bhd Application Development,
"SynaSearch, a database search and alignment tool using SynaBASE",
All rights reserved.
Database: Swiss-Prot UPKB Release 2010 09
519,348 sequences; 183,273,162 total letters

Query= sp|034788 |BDHA BACSU (R,R)-butanediol dehydrogenase OS=Bacillus subtilis GN=bdhA
PE=3 SV=1 |kw|Complete proteome;Metal-binding;NAD;Oxidoreductase;Zinc;
(346 letters)

Score E
Sequences producing significant alignments: (Bits) Value
sp|034788 |BDHA BACSU (R,R)-butanediol dehydrogenase OS=Bacillu... 687 0EO
sp|Q65JE7 | TDH BACLD L-threonine 3-dehydrogenase OS=Bacillus 1i... 119 2.245E-26

>sp| 034788 |BDHA BACSU (R,R)-butanediol dehydrogenase OS=Bacillus subtilis GN=bdhA PE=3 SvV=1
| kw|Complete proteome;Metal-binding;NAD;Oxidoreductase;Zinc;
Length = 346

Score = 687 bits (1772), Expect = 0EO
Identities = 346/346 (100%), Positives = 346/346 (100%)

Query: 1 MKAARWHNQKDIRIEHIEEPKTEPGKVKIKVKWCGICGSDLHEYLGGPIFIPVDKPHPLT 60
MKAARWHNQKDIRIEHIEEPKTEPGKVKIKVKWCGICGSDLHEYLGGPIFIPVDKPHPLT
Sbjct: 1 MKAARWHNQKDIRIEHIEEPKTEPGKVKIKVKWCGICGSDLHEYLGGPIFIPVDKPHPLT 60

Query: 61 NETAPVTMGHEFSGEVVEVGEGVENYKVGDRVVVEPIFATHGHQGAYNLDEQMGFLGLAG 120
NETAPVTMGHEFSGEVVEVGEGVENYKVGDRVVVEPIFATHGHQGAYNLDEQMGFLGLAG
Sbjct: 61 NETAPVTMGHEFSGEVVEVGEGVENYKVGDRVVVEPIFATHGHQGAYNLDEQMGFLGLAG 120

Query: 121 GGGGFSEYVSVDEELLFKLPDELSYEQGALVEPSAVALYAVRSSKLKAGDKAAVFGCGPI 180
GGGGFSEYVSVDEELLFKLPDELSYEQGALVEPSAVALYAVRSSKLKAGDKAAVFGCGPI
Sbjct: 121 GGGGFSEYVSVDEELLFKLPDELSYEQGALVEPSAVALYAVRSSKLKAGDKAAVFGCGPI 180

Query: 181 GLLVIEALKAAGATDIYAVELSPERQQKAEELGAIIVDPSKTDDVVAEIAERTGGGVDVA 240
GLLVIEALKAAGATDIYAVELSPERQQKAEELGAIIVDPSKTDDVVAEIAERTGGGVDVA
Sbjct: 181 GLLVIEALKAAGATDIYAVELSPERQQKAEELGAIIVDPSKTDDVVAEIAERTGGGVDVA 240

Query: 241 FEVTGVPVVLRQAIQSTTIAGETVIVSIWEKGAEIHPNDIVIKERTVKGIIGYRDIFPAV 300
FEVTGVPVVLRQAIQSTTIAGETVIVSIWEKGAEIHPNDIVIKERTVKGIIGYRDIFPAV
Sbjct: 241 FEVTGVPVVLRQAIQSTTIAGETVIVSIWEKGAEIHPNDIVIKERTVKGIIGYRDIFPAV 300

Query: 301 LSLMKEGYFSADKLVTKKIVLDDLIEEGFGALIKEKSQVKILVRPN 346
LSLMKEGYFSADKLVTKKIVLDDLIEEGFGALIKEKSQVKILVRPN
Sbjct: 301 LSLMKEGYFSADKLVTKKIVLDDLIEEGFGALIKEKSQVKILVRPN 346

>sp|Q65JE7 |TDH_BACLD L-threonine 3-dehydrogenase OS=Bacillus licheniformis (strain DSM 13 /
ATCC 14580) GN=tdh PE=3 SV=1 |kw|Complete proteome;Cytoplasm;Metal-
binding;NAD;Oxidoreductase;Zinc;

Length = 346

Score = 119 bits (298), Expect = 2.245E-26
Identities = 86/287 (29%), Positives = 147/287 (51%), Gaps = 11/287 (3%)

Query: 65 PVTMGHEFSGEVVEVGEGVENYKVGDRVVVEPIFATHGH----QGAYNLDEQMGFLGLAG 120
P GHEFSGEVV+VGE V K G+ V E G 4+ ++ LG+
Sbjct: 62 PYVEFGHEFSGEVVQVGENVTTVKEGEYVSAETHIVCGKCLPCLTGKEHVCKKTLILGV-D 120

Query: 121 GGGGFSEYVSVDEELLFKLPDELSYEQGALVEPSAVALYAVRSSKLKAGDKAAVFGCGPI 180
G F+EYV + ++K P + + ++ EP A++ V + + AG K AV GCGPI
Sbjct: 121 TDGCFAEYVKMPAANIWKNPAGMPEDLASIQEPLGNAVHTVLTG-MTAGVKVAVVGCGPI 179

Query: 181 GLLVIEALKAAGATDIYAVELSPERQQKAEELGAIIVDPSKTDDVVAEIAERTGG-GVDV 239
GL+ + KA+GA + A++ + R A ++GA + + +D + ++ T G G D+
Sbjct: 180 GLMAVAVAKASGAAQVIAIDKNEYRLDLALOMGATDIISVEKEDPLKNVSALTNGEGADL 239

Query: 240 AFEVTGVPVVLRQAIQSTTIAGETVIVSIWEKGAEIH-PNDIVIKERTVKGIIGYR--DI 296
E++G P +RQ+++ G ++S+ E I NDIV K TV+GI G + +
Sbjct: 240 VCEMSGHPTAIRQSLKMAANGGRVHVLSLPEHPVCIDMTINDIVEFKGLTVQGITGRKMFET 299

Query: 297 FPAVLSLMKEGYFSADKLVTKKIVLDDLIEEGFGALIKEKSQVKILV 343
+ V L++ G ++T + +++ E+GF + K + +L+
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Sbjct: 300 WRQVSGLLQSGTIQIKPVITHRFPMEEF-EKGFELMRKGQCGKVVLI 345

Database: Swiss-Prot UPKB Release 2010 09
Number of letters in database: 183273162

Number of sequences in database: 519348
Gapped
Lambda K H

0.267 0.0410 0.140

Matrix: BLOSUMG62
Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 519348
Length of database: 183273162
# Total reads =6
# Unique hit =0, 0.0%
# Multiple hits = 6, 100.0%
# Repeat hits =0, 0.0%
# Missed hits =0, 0.0%
#
# Elapsed time 130 milliseconds

R HSIEE

# SynaSearch 1.4.1

# SynaBASE Synabase API Version: ; Build: Dec 14 2010, 01:51:40
# Database : sprt _prtn upkb-release 2010 09 sb3.0.9
# Min. Length : 6

# Max. Length : 0

# Max. RelFreq 10.0

# Filter Length 300

# Indels : 5

# Score : 9

# Fuzzy : 0

# Overlap Filter 10%

# Min. % Identity: no limit

# Min. BitScore 0.0

# Max. E-value 10.0

# Search Mode PP

# NW on

# Scoring Matrix BLOSUM62
# Gap Opening Penalty 11

# Gap Extension Penalty: 1

# Extension Cutoff 20

# Output Format hit table
# Strand : F+ only

# Max. Output per Query: 10

# Min. alignment length: no limit
# Major Min. identity: no limit

# Query: >sp|034788|BDHA BACSU (R,R)-butanediol dehydrogenase OS=Bacillus subtilis GN=bdhA

PE=3 sv=1

# Fields: Query id, Target id, % identity, alignment length, mismatches,
start, g. end, s. start, s. end, e-value, bit score

sp|034788|BDHA BACSU sp|034788 | BDHA BACSU 100.00 346
1 346 1 346 0EO 687

sp|034788|BDHA BACSU sp|Q06004 |DHSO BACSU 36.06 355
1 346 9 352 6.073E-48 191

sp|034788|BDHA_ BACSU sp|P77280|YDJJ ECOLI 32.14 336
12 339 14 338 1.148E-38 160

sp|034788|BDHA BACSU sp|Q1PSI9|IDND VITVI 29.28 345
10 342 29 363 1.658E-37 156

sp|034788|BDHA BACSU sp|Q58D31|DHSO BOVIN 30.09 329
7 326 14 332 6.299E-37 154

sp|034788|BDHA BACSU sp|P07846|DHSO SHEEP 29.36 327
7 326 13 330 6.299E-37 154
Sp|O34788|BDHA_BACSU Sp|Q07993|XYL2_YEAST 33.61 241
64 293 63 301 3.954E-31 135

| kw|Complete proteome;Metal-binding;NAD;Oxidoreductase;Zinc;
# Database: sprt_prtn_upkb-release 2010_09 sb3.0.9

gap openings, J.

0 0
151 7
147 9
159 5
148 5
151 3
101 3
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# SynaSearch 1.4.1-SNAPSHOT

# Query: >sp|P82974|AMPD CITFR 1, 6-anhydro-N-acetylmuramyl-L-alanine amidase AmpD
OS=Citrobacter freundii GN=ampD PE=1 SV=1 |kw|3D-structure;Cell wall
biogenesis/degradation;Cytoplasm;Hydrolase;Metal-binding;Zinc;

# Database: sprt_prtn_upkb-release 2010_09 sb3.0.9

# Fields: Query id, Target id, % identity, alignment length, mismatches, gap openings, q.
start, g. end, s. start, s. end, e-value, bit score

sp|P82974 |AMPD CITFR sp|P82974 |AMPD CITFR 100.00 187 0 0
1 187 1 187 6.392E-111 397
sp|P82974|AMPD CITFR sp|P30013|AMPD SALTY 89.84 187 12 0
1 187 1 187 1.131E-99 360
sp|P82974 |AMPD CITFR sp|P13016|AMPD ECOLI 88.83 179 12 0
1 179 1 179 2.44E-94 342
sp|P82974|AMPD CITFR sp|P82973|AMPD ENTCL 80.21 187 18 0
1 187 1 187 3.647E-90 328
# Total reads =6
# Unique hit =0, 0.0%
# Multiple hits = 5, 83.3%
# Repeat hits =1, 16.7%
# Missed hits =0, 0.0%
#
# Elapsed time : 233 milliseconds
BLAT’s psl #3X
SynaBASE : Synabase API Version: ; Build: Dec 14 2010, 01:51:40
Database : sprt_prtn upkb-release 2010 09 sb3.0.9
Min. Length IS
Max. Length : 0
Max. RelFreq : 10.0
Filter Length : 300
Indels : 5
Score H]
Fuzzy : 0

Overlap Filter : 10%

o

Min. % Identity: no limit

Min. BitScore : 0.0

Max. E-value : 10.0

Search Mode : PP

NW : on

Scoring Matrix : BLOSUMG62
Gap Opening Penalty : 11

Gap Extension Penalty: 1
Extension Cutoff : 20
Output Format : psl
Overlap Chaining : 5%
Strand : F+ only

Max. Output per Query: 10
Min. alignment length: no limit
Major Min. identity: no limit

H oS S S S e S S Sk S S S S 3 S S S e 3E 3k S H S e 3k

match mis- rep. N's Q gap Q gap T gap T gap strand Q
Q Q Q T T T T block blockSizes
gStarts tStarts
match match count bases count bases name
size start end name size start end count
346 0 0 0 0 0 0 0 +
sp| 034788 |BDHA BACSU 346 1 346 sp|034788 | BDHA BACSU
346 1 346 1 346, 1, 1,
128 151 0 0 0 0 0 0 +
sp|034788|BDHA BACSU 346 1 346 sp Q06004 |DHSO BACSU
353 9 352 1 355, 1, 9,
108 147 0 0 0 0 0 0 +
sp|034788|BDHA BACSU 346 12 339 sp|P77280|YDJJ ECOLI
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347 14 338 1 336, 12, 14,

101 159 0 0 0 0 0
sp|034788 | BDHA BACSU 346 10 342

366 29 363 1 345, 10, 29,

99 148 0 0 0 0 0
sp|034788 | BDHA BACSU 346 7 326

356 14 332 1 329, 7, 14,

98 133 0 0 0 0 0
sp|034788 | BDHA BACSU 346 11 293

363 14 301 1 298, 11, 14,

97 132 0 0 0 0 0
sp|034788 | BDHA BACSU 346 64 345

343 54 341 1 293, 64, 54,

96 151 0 0 0 0 0
sp|034788 | BDHA BACSU 346 7 326

354 13 330 1 327, 7, 13,

93 130 0 0 0 0 0
sp|034788 | BDHA BACSU 346 65 343

62 346 1 287, 65, 62,

89 113 0 0 0 0 0
sp|034788 | BDHA BACSU 346 65 307

62 310 1 251, 65, 62,

# Total reads =6

# Unique hit =0, 0.0%

# Multiple hits = 5, 83.3%

# Repeat hits =1, 16.7%

# Missed hits =0, 0.0%

#

# Elapsed time : 253 milliseconds

0 +
Ssp|Q1PSI9|IDND VITVI

0 +
sp|Q58D31|DHSO_BOVIN

0 +
sp|P22144|XYL2 PICST

0 +
sp|Q9Z9U1 | DHSO BACHD

0 +
sp|P07846|DHSO_SHEEP

0 +
sp|A7Z24X0 | TDH_BACA2347

0 +
sp|Q8R7K0 | TDH_THETN347

R IR -A% IR AR R T AU A b i AEL 81, OSB3 P S

WAL R -2 R RIS E O B W R

ﬁiiﬁéb‘ H

R A TR 1% TR

iyl AR 751 FASTA %X
H 45 SynaBASE A SynaBASE
RN BRUMELAC I P e i /e
MEHE K

Bit {H [ THl 0 (ERIA)

E-{E 1 1HE 10.0 (ERiA)
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8. BER-ERT

R IR- TR TR AMVONAR R P51, B AR HERE 2R, AEIEM By [ ER
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SynaBASE ¥ 741

HEHESH-

AR o XTI T
75 : AFIRIT S FASTA % 5(
H A% SynaBASE ~ : K [4/ii SynaBASE
SCF RN o BRUVE K8 P 1k 25040 1
MR

Bit i T : 0 (BRiA)

E-fET A :10.0 (BRIA)

e o BONHEBIA S (BRUO
% a5 ks : 10 (BRI

R IE IR

(1) 588 s A s ARAE 1L PR (BRI
VLPe 5 ALy % - 1, -2 (BRIA)

TR : 10 (BRiN)

it o BRUME M ik s
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S ik : 10 (BRiN)
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