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DNAMAN Database

» Designed fo manage customer sequence data
» Noft to replace large public databases

» Common database management system o
provide performance, scalability and reliability

» Database can be administrated by dedicated
users

» Built-in user-level security
» Compatible with third party database tools



Database Engines

» SQLite3
» Available to all DNAMAN user licenses

» Self-contained, high-reliability, full-featured, and in
public-domain

» Not Server-Client based

» MySQL

» Available to Institutional user licenses
» Open-Source, high performance and reliability

» Microsoft SQL Server
» Available to Instifutional user licenses
» Microsoft proprietary



Database Setup

» SQLite3 is the default database ) e
engine in DNAMAN \ € -

» Instifutional users may opt to
MySQL or MS SQL using command E&e
||ne OperOhOHS 2017-11-13 18:19:21 Database driver loaded

2017-11-13 18:19:21 DB Driver ver:10,0,2,8

B
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Databases folder(server): MININT-327F34M

» MySQL: set database driver=2 2017-11-13 18:18:46
» MS SQL: set database driver=3
» Turn off sequence compression

» set database compression=0 >set database driver=2
ok
Complete: set

» Turn on database logs

» set database enablelog=1

Log-cmd | Channel Database File



Sequence Database
- SQLite Database Structure

» One data table: DNAMAN Seq DB

» 8 TEXT fields including "Name", "Source", "Ref",

"Misc”, "Definition”, "Keyword", "Annotation”,
"cds”

» 3 INT fields including "Type", "Length" and
"NumAnnotation®

» 3 LongBinary fields including “Pwd"”,
“Structure” and “Sequence”




Database Functions
- Create New Database

¥ DNAMAN
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Create New Database
- SQLite Database

® | Information Input

Enter database name

‘Seq_dm 1

Administrator narme

‘admin 2

Administrator password

- 3




Add Sequence Records
- SQLite Database

1 | Sequence Database O X

I:l | seq_db1.dbs Total Entries: 2000
Users ‘ Compact ‘

Disconnect ‘ Mew Database ‘ Execute S Display 60 [ Protein Only

Filter Add Entry ‘ Add File 4 Delete Entry ‘ Export Entries ‘ Clear Filters ‘ Find Duplicates
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Edit Sequence Records
- SQLite Database

1

Disconnect ﬁew Database ‘
‘ Adﬁy ‘ Add File ‘

Total Entries: 30
Display 60 [ Protein Only

Clear Filters ‘

vectors_pucl8.dbs

Execute SQL ‘ Users ‘ Compact ‘

Delete Entry | Export Entries ‘ Find Duplicates
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AB593379
AB593378
AB593377
EU234497
EU234496
KX357893
AY737006
AY737005
AY737004
AY619005
AY619004
AY599233
AY500231
AY599228
AY500227
AY500226
El 1 QANAN
<

piggyBac donor ... <a="Mitsutake H... 8127

PiggyBac don... CIRCULAR .

<t="source" id="" pos=...

B | DNAMAN Database Entry

MName
Definition
Keywords
Source
Reference

Ref Title

Comment

(" Lingar DNA

|PiggyElac donorvector pPIGAIFIuc DNA, complete sequence.

|CIRCULAR.

2

|piggyBac donorwvector pPIGAIFluc

[ ==

|<a="Mitsutake,H. and Kobayashi.J" j="Unpublished"><a="Mitsutake.H. a

|piggyBaC—mediated stable transformation of cultured Bombyx mori

® CircularDNA& 7 Protein

Annaotations |[<t="source"id="" pos="08126" src="piggyBac_donor'><t="misc_feature" id="" pos="0 403"
att="cloning_vector."»<t="repeat_region" id="" pos="b55 590" at="piggyBac_b'_im."><="gene" id="hsp70"
pos="1372 1764"><t="regulaton" id="hsp?0" pos="1372 1764" aft="Hsp?0Bk;"» ¢t="gene" id="pac" pos="1863
2462"> <t="cds" id="puromycin_N-ace" pos="1863 2462"><t="gene" id="PGK" pos="2516 2821"><t="misc_feature"
id="PGK" pos="2516 2821" att="PGK_polyadenyla"»<t="gene" id="A3" pos="2839 3494"><t="regulaton" id="A3"
pos="2839 2965" att="actin_A3;"><t="exon" id="A3" pos="2966 3034" aft="actin_A3;"><t="intron" ic="A3" pos="3035
3494" att="actin_AJ"><t="gene" id="luc" pos="3524 5176"><t="cds" id="luciferase" pos="3524 5176"

Add Map

Sequence

00001
00071
00141
00z11
0ozsl
00351
00421
00451
0056l
00631

TCGCGCGTTT
GIRAGCGGAT
CTTAACTATG
GCGTRAGGAG
GGETGCGEECC
RCGCCAGGGET
BACGCTCGCGC
TIGICARACG
GRRLGATAGT
TCCGTCGCTG

CGGTGATGARC
GCCGGGRAGCR
CGGCATCAGR
RRRRTACCGC
ICITCGCIAT
TTITCCCAGTIC
GACTTGGTIT
RAGATICTIAT
CTGCGTRARR
TGCATTTAGG

GGTGRRRACC
GACRAGCCCG
GCAGATTGTR
ATCAGGCGCC
TACGCCAGCT
RCGACGITGT
GCCATTCTTT
GACGIGITIA
TTGRCGCATG
RBCATCTCAGT

TCTGRCARCAT
TCAGGGCGCG
CTGAGAGTIGC
ATTCGCCATT
GGCGRAARGEG
RALLCGACGE
AGCGCGCGTC
RAAGTITAGGT
CATTCTTIGRL
CGCCGCTTIGG

GCAGCTCCCG
TCAGCGGEEIG
RCCATATGCG
CAGGCTGCGC
GGATIGIGCIG
CCRAGTGCCAR
GCGTCARCARCRE
CGRAGTARAGC
ATATTGCTCT
AGCTCCCGTG

GAGRCGGTCR
TTGGCGGEETG
GIGIGRRATR
BACTGTIGGG
CRAGGCGATT
GCTTGCATGC
GCTTGGCCAC
GCARATCITT
CICITICTRRL
AGGCGTGCTT

CAGCTITGTCT
TCEEEECTIGE
CCGCACAGAT
RAGGGCGATC
RAGTIGGGTA
CTGCAGGTCG
AATGTIGGTTT
TITARCCCTIA
ATAGCGCGRR
GTCRATGCGG




Edit Database User List
SQLite Database
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Use Database Seguence
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fic vector p..

Synechocystis sp. PC...

ector pAJM-...
Reporter vector pJDL....
Synthetic construct pl...
Cloning vector pEAVO...

PiggyBac donor vecto...
PiggyBac donor vecto...
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Cosmid vector pPIBTc...
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gene
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Log-cmd Channel |Database | File

misc feature

misc feature
misc feature

misc feature

/source="Nicotiana tomen"”
2729..3273
/source="Cauliflower mos"
3274..5999
fsource="Caning_vectDr"
6000..6045
fsource="ﬁgrobacterium_t"
66..284

/fattributes="nopaline syntha;"
complement (285..1337)
Jname="hph"

complement (285..1337)
/name="hygromicin-B-ph"
1751..1781
/fattributes="multiple clonin;"
2081..2363
fattribate5="maltiple_clonin:"
2660..2728
fattributes="multiple clonin:;"

1 TGGTGTRAAC RAATTGACGC TTAGACRACT TAATRACACE TTGCGGRCGT TTTTCGGAIC
TGCCCGATCT AGTRACATAG ATGACACCGC GCGCGATAAT TTATCCTAGT .
TATTTTIGITIT TCTATCGCGT ATTARATGTA TAATTGCGGG ACTCTAATCA

TCTCATRAAT ARACGTCATGC ATTACATGTT AATTATTACA TGCTTAACGT

RRATTATATG ATAATCATCG CRAGACCGGC RACRGGATTC




Sequence Database
- MYSQL Database Structure

» One data table: DNAMAN_Seqg_DB

» 8 TEXT fields including "Name", "Source", "Ref",
"Misc”, "Definition”, "Keyword", "Annotation”,
"cds”

» 4 INT fields including “ROWID", "Type",
"Length” and "NumAnnotation”

» | BLOB "Structure” and 1 LONGBLOB
“Sequence”

» One log table if enabled: DNAMAN_Log_Msg




Sequence Database
- MySQL Database Management

» MySQL databases are managed by local
administrator. DNAMAN is not responsible for
server side operations.

» MySQL database administrator is responsible
to create users and assign read-write rights to
users

» Database logs reside on server. DNAMAN
may not track all logs




Sequence Database
- Microsoft SQL Database Structure

» One data table: DNAMAN_Seqg_DB

» 8 fields of varchar(max) including "Name",
"Source”, "Ref", "Misc”, "Definition”, "Keyword",
"Annotation”, "cds”

» 4 INT fields including “ROWID", "Type",
"Length” and "NumAnnotation”

» 2 fields of varbinary(max) including
“Structure” and “Sequence”

» One log table if enabled: DNAMAN_Log_Msg




Sequence Database
- MS SQL Database Management

» Microsoft SQL databases are managed by
local administrator. DNAMAN is not
responsible for server side operations.

» Microsoft SQL database administrator is
responsible 1o create users and assign read-
write rights to users

» Database logs reside on server. DNAMAN
may not track all logs




Shared Database

» MySQL and Microsoft SQL databases are
Server-Client based, so databases can be
shared natively

» SQLite is not Server-Client based, so database
sharing may be restricted and performance
may decrease with simultaneous access by a
large number of users



Shared Database

- SQLite database

» Create a folder on shared drive: eg T:\shared_database

» Point DNAMAN
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