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Introduction

Aim of this demonstration:

e Provide an overview of BioloMICS

e QOutline the ‘Atlas of Living Australia’ offering for CHACM-

BioloMICS ‘a
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What is BioloMICS? AUSTRALIA

e Biological collection management system
e Established in 1999 NCTC

e Globally used %\ (E,%it:';ﬁon“' My
> Agency A Hesaith Protection Agency Cultune Coll

—

riocruz - ABINBev CDCHES
rosnyz N COCHG)

g@&,  Institut Pasteur

www.cabi.org

0 -t
P n b G
centre for infectious diseases & microbiolo: The University of Syd
Public Health B2 e University of Sydney
g%n uvm"

e Specialised in:
- Data storage/management
— Data analysis
— Publishing of the data
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Why BioloMICS? AUSTRALIA

v High security level
v Free use and support until at least 2012
v" Multi user access

v' Relational database

v" Virtually any data can be stored (morphological,
administrative, pictures, sequence data, geographical, ...)

v Option to create/write own scripts

v' Easy import and export of data

v" Many analysis tools available

v Online instruction movies - www.bio-aware.com

BioloMICS ‘s
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What can BioloMICS do? AUSTRALIA

BioloMICS includes tools to:

Store and share data

Customise and secure data

Search data

 Polyphasic identification and classification
 Gelanalysis

« Laboratory Information Management System (LIMS)
 Images analysis

 Geographic manager

e Sequence tools

e Publish (to intranet, ALA and AMRIN)

BioloMICS ‘a
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Main interface AUSTRALIA

< ost R -mx
File Edit Databases&Configuration Import-Export  Sequences Tools Views Customfunctions Help
T Layout | CBS yeast strains 2564 e |50 = i 3
Search O = o 4 4 Pager2/23 b Bl | Fields and states XQ
e = £ o
™ = Fields Values -
Stepl Select oper: : d
EEpiL cicckiicid Ssuntid DR Sie peration Sl 9 ) E13: Status of the strain Type of Candida cateruiata Diddens & Lodder
B o g Start with % 7 7] E15: Substrate of isnatin Faeces of man with dysentery
Step 4. Start searching the database by dlicking on ‘Search' AR E et R men
- | 4] E18: Locality Puerto Rico
search Querles: |+| | Resetquery Order by
il e, | | ) E19: Isolated by
= 4] E21: Identified by
~_CBS 565 4] E22: Deposited by R, Ciferri 7
A7) E25: History B.k. Ashford » R, Cierri {Monila rugosa)
i CBSrnumber | Corrected taion name  rT———
S 85 565 Candida catenulata Diddens & Lodder 4] E26: Preservation L¥, LM, FR (10% glycerol)
- GenBiank LMS714 (265 DA
312 CBS 566 Fichia quilliermondi Wickerham ) E38: Miscellaneous information e {azsToNR)
313 Bs 567 Lindnera jadinii {A. & R. Sartary, Weill & Meyer) kurtzman, Robnitt & Basehoar-Powers [l constituents]: glucese (42); mannose (58)
314 CBS 566 Kodamaea ohmert (Etchells & Bell) 1. Yamada Suzule, batsuda & Mikata q 8 £y ol v
15 CBs 569 Cryptacaceus heveanensis (Groenawage) Baptist & Kurzman 447 ESB: Location of strain (storage)
316 CBS 570 Cryptococeus curvatus (Dicdens & Ladder) Galubey 7] E59: dditonal geographic information
17 B3 571 Cryptococcus humicala Daszewskal Goluber 4] E60: Price ps culburs: gl
= E61: DNA location
318 cBs 572 Candida intermedia (Cife & Ashford] Langeron & Guerra var. intermedia a
- -47] E62: Email of depositor
319 CBs 573 Pichia kudriavzevii Baidin, Pignal & Besson e ———
320 CBs 579,68 Kiugveramyces lactis Dombrowskil Van der Walt var, lactis 1] Ok Filds
321 CBS 587,95 Saceharomyces carevisiae Meyen ex E.C. Hansen var, cerevisiae %2 RLinkS70_back: Indoor collection => [Indoor] =
322 ces 598 Pichia membranifaciens (E.C. Hansen] E.C. Hansen (5, Macro- and microscopie pictres
323 a5 599 Varrawia lipalytica (Wickerham et al) Van der Walt & von Are [z Bibliography
320 CBs 500 Kiuyveramyces mardanus (€.C. Hansen] Van der Walt 2l Physiology
+) . Fermentation
325 cBs 601 Wickerhamonmyces canadensis iWickeam) Kurtzman, Rabnett & Basehoar-Powers b
o Assimiation-Growth
326 CBS 601,94 Saccharamyces cerevisiae Meyen ex E.C. Hansen var, cerevisiae i oo
327 cBs 602 Candida mesenterica (A Getger Diddens & Lodder (53 Temperatures
328 CBs 602,94 Schizasaccharamyces pambe Lindner (5 Sexuality
329 CBs 603 Fichia fermentans Lodder | B Morphology
330 cBs 604 Candida parapsilosis (Ashfardi Langeran & Talice var. parapsilosis M Macro-marphology
= = [+ Micra-mophology
31 CBS 504,94 Cryptacoccus albidus (Saito) CE. Skinner var. albidus .
=kl oA
332 cBs 605 Wickerhamonyces anomalus (£.C. Hansen Kurtzman, Robnett & Basehoar-Powers Y LT
333 CBS 606 Wickerhamomyces anomalus (£.C. Hansen) Kurtzman, Robnett & Basehoar-Powers 5-1) Sequences
334 cBs 607 Klugreramyces mandanus (€.€. Hansen] Van der Walt %, M1: rDMA sequences 265 = [Sequences] Mi_ Sequence e
335 cBs 608 Kiuyveramyces marsanus (€€ Hansenl Van der Walt 1% FirstRecord[11217] LME714 - NRRL 1508 - Candida catenulata 265 rbosomal RNA gene par
= T Metschnikowia pulcherrima J, Fitt & MW, Miller (3, Description [11217] L45714 - NRRL ¥-1508 - Candida catenulata 265 ribosomal RNA ¢
337 ces 611 Metschnikowia gruessit Gimenez-Jurado | s
asaccasccgogatigert
336 cBs 613 Canelica rugosa (HW. Anderson) Diddens & Lodder var. migosa | Ei1. oo Hitigatale ——
339 s 614 Leucosporidium scotti Fell, Statzell LL Hunter & Phatt L) E498: Qualty -
340 CBS 615 Candida tenuis Diddens & Lodder £499: Sequence depostar Save and close & Close | & Clean %3 Reverse sequence & Sequence info. () 1de
el a e 2 - s seqL
341 CBS 615.94 Saccharomyces cerevisiae Meyen ex E.C. Hansen var, cerevisiae 7] ES09: Strain name b che a2 a
302 B 617 Candida sake (Saito & Oclal van Usken & H.R, Buckley AR B
343 cBs 618 Candida thagii Jurzitza, Kihiwein & Kreger-van Rj B Erein |
4] ES12: Forward primers i
344 CBs 619 Candida zeylanoides iCastellani] Langeron & Guerra var, zeylanaides | A copcctagtasatateeegtocttototagticttecntaatccetietacene
345 cBs 620 Pichia cactophila Starmer, Phaff. Miranda & h.W. Miller | = RLirkS14: (B3 strain data =3 [C5 strail,
346 cBs 621 Lindnera jadinil (4. & R. Sartory, Weill & Meyerj kurtzman, Robnett & Basehoar-Powers | w &, FLRKELS: Trace files = [Fles_] F1_: Fle content =
63760 records found. Records 301 to 600 displayed 1 recordis} selected || | 4 [ i — »

Movie: add new record

BioloMICS @
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Data sharing

/ Desktop

Konnections between (n) coIIect%
specific databases
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Data storage/management
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 Data management

e Analysis Tools

e Publishing Data

For online access to Australia’s biodiversity information

Database

Tables, Fields, Records
Layouts

Security and Rights
History of Changes
Search

Import and Export data
Programming Manager

BioloMICS @

www.ala.org.au




Database
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= CBS 2042
Id Name Locality Identified by Category
| 1001 RS 2042 LSA - LW, Fell & A, 5ta..  fungus ) ) Taxon .
a AL, L ibliogra
S e Bibliography Files tables
] 1004 RS 2045 : ta ble na mes
I —r e Ul table ]\ J
Strains table |
:> containing a
number of fields
Database of a
collection ﬂ ﬂ r N
DNA
Sequences
table
( N\
y
Stock _ Host
management RReshEs table
table
\_ )

BioloMICS ‘s
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Tables, Fields, Records

 Add, modify and delete:

— Tables and fields: can only be modified by
administrators

— Records: anyone who has access to the database with
writing rights

uuuuuuuuuu

o 21 field types

Links between tables
are visible from the
database manager

BioloMICS e
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How to display the data

Not everyone needs to see all tables or fields
e Various layouts can be created per table

Layouts can be shared

When changing a layout the data does not change

BioloMICS @
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 Alogin and password are required
e Only registered users can access the system

« Users belong to groups that have specific rights on tables,
flelds and records

* Only the administrator can add, modify or delete a users
profile or a group -

 Records can be temporarily protected

BioloMICS ‘a
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Security - Rights

* Rights on tables, fields and records are given to a group of
users

e Three levels of access:
— Read (R), Write (W), Delete (D)

Table A Field 1 Field 2 Field 3 Field 4 Field 5
Row 1
Row 2
Row 3
Row 4
BioloMICS @
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History of changes
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« Every modification made to a given database is recorded

 The administrator can search the tracking system and undo

or redo a number of actions

History of changes

Eile  Edit  Help
= A

Step 2, Select operation

Is after

Step 3. Give value
~ | 1172011

Ordered by date (descending) =

Operation

Comment

User e-mail

Previous value

Newr value

Record name changed
Field value changed
Field value changed
Creating recard
Field value changed
Field value changed
Field value changed
Field value changed
Field value changed
Field value changed
Field value changed
Field value changed
Field value changed

Creating record

Record name changed
Field Year changed from

Field &uthors changed fr..
Record #1straind’ creat.,
Fitldt Total volume chang...
Field Result changed fro..,
Field State charged from..
Fitlel PCR date changed f..
Fieled Email changed fro..

Field Creator changed fr..
Fielet Strip number char,.
Fielel Pasition changed fr..
Fieled PCR machine Id cha.,

Recard #1 'straind’ creat..,

straind

null

notes on strainl

1958

dewey suem an...

150

1

2
2011020600000
email@exampl...
Harold

1

562

dexter

~ Search
Step 1. Select field & subfield
Date -
Step 4. Start searching the database by clicking on ‘Search”
Search
List of changes
Ref, ‘ Use ‘ Date Connection name | Table name Record ID Changed Field
14 Undo- 09/02/2011 11:36:58 Test0l Taxons_Literature_ 1
I 13 Undo 09/02/2011 11:36:26 Test0l Taxons_Literature_ 3 Year
12 Undo 0970272011 11:36:20 Test0l Taxons_Literature_ 1 Authors
I had Unda 09/02/2011 11:35:40 Test0l Taxons_Literature_ 1
1 Undo 0970272011 11:33:11 Test0l Lims_PCR 1 Totalvolume
4 Undo 09/02/201111:33:03 Test0l Lims_PCR 1 Result
8 Unda 08/02/2011 11:33:00 Test0l Lims_PCR 1 State
I T Unda 0870272011 11:32:54 Test0l Lims_PCR 1 PCR date
6 Undo 08/02/2011 11;32:47 Test01 Lims_PCR 1 Email
5 Undo 08/02/2011 11:32:42 Test01l Lims_PCR 1 Creator
4 Unda 08/02/2011 11:32:37 Test01l Lims_PCR 1 Strip number
I 3 Undo 0870272011 11:32:32 Test01l Lims_PCR 1 Position
2 Undo 08/02/201111;32:28 Test01l Lims_PCR 1 PCR machine Id
& Undo 08/02,/2011 11:31:57 Test01 Lims_PCR 1
14 record(s) listed

For online access to Australia’s biodiversity information

BioloMICS

www.ala.org.au




aas of LIVING

AUSTRALIA

Basic search

' Search . e ) R D[4 4 Page#1/213 b M@

Step 1. Selact field & subfield Step Z.Selectoperation  Step 3.Givevalue | &
E15: Substrate of isolation = | Start with ... i *

Step 4. Start searching the database by clicking on 'Search’

| Search || Queries |'H | [

Advanced search

' Search £ o D Eds & |4 4 Pageri/2s b M@
Step 1. Select field & subfield Step 2.Selectoperation  Step 3.Givevalue VI
E18: Locality = | |Start with ... = Thailand ™
Step 4. foptional) Add to conditions’ list.

Add || Deete | Deletean |
Ref | Title |
-2 Eld:Locality start with Thailanc’
Lo | El&:Lacality start with ‘French Guyana’
€0 ElmCategory of substrate start with ‘wood

Step 5. (Optional} Complex query string. Use brackets, OR, AND and NOT
C_OAND [C10RC2)

Step 6. Start searching the database by clicking on ‘Search’

| Search

|| Queries "Il Reset query II Order by

BioloMICS e

www.ala.org.au
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Import data

e Everyone with writing rights can enter new data

e Large amounts of data can be imported as tab-delimited
(from Excel for example)

e Sequences can be imported in fasta format

>Species name|collection number| other information...
ACCTCTTCGATGGCTAGATCGGATCGGATCGATCGATGCT

* Images, text files and PDFs can be attached to records

Data can be appended, merged or replaced

BioloMICS ‘s
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Export data AUSTRALIA

« All data can be exported using standard formats such as
Tab delimited, text, MS Excel, MS Word, Fasta, etc.

e Users can define own formats and create reporting
templates

« Export to ALA and AMRIN will be part of the standard
configuration

BioloMICS ‘s
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Programming manager

=& BioloMICS programming manager - =X
File  Edit Bujld Help
Q- — 6 2@ 2.
2l Code explorer « ||~ BioloMICS code editor
& [ Scripts | =] SamplePairvisedlignmert. vb ” =] Sample seflignmentAgainstGenbankvh || =] SampletWindowsForm.vh " =] mpartindaar, vh |_x
- 18] CBSShainstindSequences.vb
2] ChangeLinkToChid.vb £ e
Ell DuongTest vb 59 Dim TextToImport A= Stringi) = Split(Clipboard.GetText, vhCrLf)
18] Impottivdocr vh &0 Dim Request As String = "¢
- 1e] PYCCb b
'131 Replace Links.vh 62 For Each Row As 3tring In TextToImport
8] Ronaldimport.vb 63
E‘ SampleBiocoderT est vb &4 Dim TheCells as 3tringi) = split(row, vhtah)
18] SamplePainuisedlignment vb 65 1f TheCellsiO G[g SerializableAttribute L]
] SamplePaimisedlignmentdgainstGen 13 == Shart = =
18] §amplePaivisedlignmentagainstac, 57 Dim StrainlD %)S\ngle ] =
- 18] SamplewindowsForm.vh 68 Console. Write % Sortedlist ToString & vhorlf
2] SpeciestndSsquences vb 59 {3} Sperialized
- 18] TawonomyFile.vb 70 If StrainID = % Stack
‘I'E] Untitled? 71 6{3 StackCrverflowException
T Dim Sequencel Z‘; STAThreadattribute —heTable)
3 If SequencelD Class String
74 Chnant ey e % StringBuilder ¢ |[IRepresents bext as a series of Unice
5
76 1 load secuence the records
b Regquest = "ID = " & SequencelD.ToString
78 If Run.LoadRecords (Results, Request, SequenceTable, SequenceFi
79 DrawMessages () 3 display errors
[=]u} Feturn
21 End If
G2 '0 is the record/strain neame “
] Tii | # <l lui >
@ Compilation results and errors ¥
frtrr‘::«rug& ]] Custprt |
Vi | Basi C#
L =
e Specific functions are developed
4

 Add script to main menu
BioloMICS @
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Analysis tools

* Polyphasic identification
* Polyphasic classification
 Gelanalysis

. Analysis Tools * Laboratory Information
Management System (LIMS)

 Images analysis

* Publishing Data - Geographic manager
 Sequence tools

— Pairwise alignment

— Multiple alignment and trace
file edition

 Data management

BioloMICS @
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Polyphasic identification

| e Identification: 1 source records ve 00 reference records, [computed in 769 me) SO
File  Hslp
H &
@ Identification results @ Start dlustering (| - Show details
Id |1'_qu_& Id Mame Similarity v| Fields accounted | Fields avail
|1 conidium aculeat.. Veasts species |1 Aciculoconidium aculeatum 100.0 % 163 305 -
i | 134 . Candicta kunwiensis . 93.7 % . Ta . 308
| 55 l Candlida albicans l 937 % l 203 l 343
| 233 . Candicla tepae . 92,0 % . 132 . 321
| 31 . Brattanomyces naardenensis . 92,0 % . 191 . 331
| 217 . Candida solani . 91.9 % “175 . 315
| 101 . Candida ergatensis | 491.9 % . 165 . 305
& i il 7 I ? :{..:I; s == | o o
# of record identified + of reference records accounted
u& ‘Aciculoconidium aculeatum’ compared with "Aciculoconidium aculeatum’
|Code | Description: |ch|cutocomd|um aculeatum |.N:|culocorud|um aculeatum |Slmllaflty‘ |Accounted |We|gh1: |Jilgorit,hm‘. fiad]
|9 51 Humber G‘Ea-scospores P | & e ol | Loag spoa 3
| 1 [ T4 [ Asci evanescence [ nao asci [ nao asci | 100.0 % [ 171 [ 1.000 [ .(iefault
| 2 - TS - Asci shape - no asci - nao asdi 100.0 % - 171 - 1.000 - cefault
| 3 Ta - Ascospores with gelatin... - no ascospores - no ascospares : 100.0 % - 14 - 1.000 - cefault
| l4 I 'I'a‘ . Ascosp;nres l\-.\rlitl:{.a .g.rlcln.ove I na as-l:ospo-re; . na la-séo;por;s ;HIUU-.lU % . 1l_-'l1 | 1000 . ci;fla-ultl
| 5 -TS - Basiclia septation - - no basidi.a - no basi(l-i.a - 100.0 % - 171 - 1.000 - default
| @ T4 [ Basiclia shape [ no basidia [ na basidia 100.0 % [ 171 [ 1.000 [ clefault
| 7 -T11 - Basidia catenate—solitar}- | no basidia - no bamlla : 100.0 % - 171 | 1.000 - clefault
| 8 I -Tcl DSQTTES ] felias‘tores - na teli o<;-ores :.100 0% - 1.'. 1 1:805 - (i‘&‘f‘a‘tilt.
k . L] e o . . 0 . ) . d
Unknown r “<=>"Unlimi cords

Any selection of characters or fields
BioloMICS e
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Polyphasic classification

p
=& cbsdatabase@localhost [Roberi] - =X
File Edit Databases & Configuration Import-Export Sequences Tools Views Help
7 Layout  Yeasts species g/t BG4 @) =2 ®l% .2 = : T | @J
= - 1 > 2 » = 2 - LV
LJAC ) id mp 5 4 d Pagesi/i b Clustering @ sgglomerative (@) Reset A setup
d Name ] Records to cluster A
1 Aclculocanidium aculeatum
3 Acculoconidium aculeatum :
i Agaricostilbum hyphasnes
2 Agaricostitbum hyphaenes B =
B 3 Ambrosiozyma cicatricosa
3 Ambrosiozyma cicatricasa H
m + Ambrosiozyma monospora
4 Ambrasiozyma monaspara H
B b5 Ambrosiozyma philentoma
5 Ambraosiozyma philentoma 3 - . L
— 6 Ambrosiozyma platypocis
[ Ambrosiozyma platypodis B T
B 7 Arthroascus fermentans
7 Arthroascus fermentans H
B 8 Arthroascus javanensis
H Arthroascus javanensis H hd
a Arthroascus schoenii Nao record selected
| 10 Arcula adeninivorans ‘.'.’LV CIIIStBI'iﬂg parametars
11 Arcula terrestris
mn I adid Code | Fields titles Include Merge Subfie.. | WA
12 Ascobotryozyma americana
- @ [Yeasts speces] 51 Number of ascospores per ascus Include v | No 0=
13 Babjevia anomala i I ) I I
— 1 [feasts species] T1: Reddish diffusing pigment Include ¥ Mo ¥ 10—
14 Bannoa hahajimensis i | : . | 1
i 2 [Yeasts species] T2: Colony margin Inclucle ¥ | Neo N | 1.0
15 Bensingtonia changbaiensis i z - I I
. 3 [feasts species] T3: Filaments Include ¥  No ¥ 1.0
la Bensingtonia ciliata i 1 1
= t <+ [feasts species] T4 Asci evanescence Incluce & No 1.0
17 Bensingtania ingoldii i
— 5 [Yeasts species] Ta: Asci shape Include ~  HNo » 1.0
18 Bensingtonia intermedia I I ‘ . I I
L [ [Yeasts species] Ta: Ascospores with gelatinous sheath Include ¥  MNo ¥ 10
148 Bensingtania miscanthi § T i T T
= i [f=asts species] T1: Ascaspores with a groove Inclucle ~ | No v 1.0
20 Bensingtania musas i z T Z
- 8 [feasts species] Té: Basicia septation Include ¥  No v 10
21 Bensingtonia naganoensis 1 T . ) T T
— El [Weasts species] T Basiclia shape Tnelude ~ | No s R L
2 Bensingtonia phyllada 1 . T
v i [feasifpecies] TiLL Basidia catenate-solita Inchude & No RN
s N e ! ) s
4 i = l g | B
B06 records found, Records 1 to 806 displaves et s

Any selection of characters or fields
BioloMICS @i
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Presenting the results AUSTRAUA

-
«g Clustering 1 Tree =rEX
File Edit Options Help
Tree | Select fields |
Egﬁ UPGMA agglomerative clustering Q@ X options
" =& UPGMA agglomerative clustéring MDS = =X
e b Desciotions C2 D-Galactose | C3 L-Sorbose C4 D-Glucosamine
r T T T T 1 Yeasts i Yeasts i Yeasts iologi File  Help
227 182 136 091 045 o 1 I |
—: Aciculoconidium aculeatum g c: d
i i T p 0 A W o i O - i e e v _
Ascobotryozyma americana -+ - dw - P el--RRQFE[ 1] J W '@ .LI” i J
Ambrosiozyma cicatricosa = = = 23 Multi-dimensional scaling results
E Ambrosiozyma monospora = = < B 30 display of resuls H-Statmas |
Ambrosiozyma platypodis -+ - -+
Ambrosiozyma philentoma - = +
Arthroascus fermentans - - dw =
Arthroascus javanensis - d -
Arthroascus schoenii - +,d,w »
———— Arxula adeninivorans + + +
_ Arxula terrestris + + -
Agaricostibum hyphaenes - d -
™ = 3
v IA Alries - -
1IN/ = | 11 ]
Ve U\JL\JIIIIH U i 2

~ _List of items £
Number| Description % ¥ = | Color |5mw |abel |5mw item | -~
1 CBS 132 -0.3197 0.0125 0.0645 ]
| 2 CBS 1‘33‘ -0.03441 0‘095.1 0..05; l:l
3 | CBS 134 | 0.0323 | 01698 0.0391 I:l i
_.4 | CBS 135 | 0.0123 | 0.1284 0.0626 I:l T
5 CBS 136 -0.1745 -0.1956 0.0885 El
5 ces 137 -0.0211 | 00928 -0.0898 F
- - = = 3 CRE 2046 0.1473 -0.0389 | 0.0047 i | T
Multi-Dimensional Scaling - = = = = =
52048 01383 -0.0328 0.0135 I:l
' CBE 2649 .—[i:l.Sll .—(I‘[I’JEE. -0.0968 I:l M

For online access to Australia’s biodiversity information
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“
3 Load Gel Page

+smocthing @ Normal smoothing -

Region of interest Lane detection | Band detection |

Peaks detection : 11 Pesks surface : pet

Smoothing Pe_.ak_s

Operations

Unda

Redo

Criginale

Rotate Image
Save filkred image

»

Color

Rotate Color

Invert

Sepia

Gray scale

Garnra correction
Gray Scale to RGE
Color filkering
Euclidien colar Filkering
Channels filkering

HSL Color space

Brightness
Contrast
Saturation
HSL Linear
HSL Filkering
Hue Modifier

Binarization

Morphology

Edge detectors
Convolution and correction

Help.
Other L

I( ) Eand detection,
R he

LS A < S < <

Gel arialysis modute

Width of bands :

s

u e —
2 & d b

Find all previous Mext

s Bands

e Apgly

ot

BUEh

a0

o0

130

200

250

300

330

400

450

=

@
D
™

H 1

Q)
(
Q)

* Any for
e Automatic lane and ban

(D

dified
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1. Crezts DNA sxtrects from @,
extarnal source [MS-Excal)

o

| Strains

7. Create DNAsxtracts A
from selected strains
2. Linkimported DNA  “.@

DMA
extracts

rasults

o
Azoptions & trace files @,
o, vikibos & identfication
¢ = E
i

BioloMICS LIMS module

Ciick on movig icons

11, Workflowviswser to check (@,
progress of tasks

o

|

extracts & Streins |

recards from strainstable /J |
F.

4. Create DNA extraction (@i (_/
microplata from axisting

DMA extracts & edition

L
5. Craata PCR plate & L) =
adit results // \
//
i

PCR

Wi : :
6. Craste PCR plate based @, ann . z
an 2 loci (TS & 265) @ | reaction | -
8. Creste & =dit sequencing plate @

7.Select PCRsamples @), m -
according to results &
sand to sequencing plate \

Sequencing
reaction

- o,
8. 5sarch fora microplate

Primers Microplates Protocols

e Laboratory Information Management System

 To manage and track sequencing operations
BioloMICS e
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Image analysis AUSTRALIA

‘ P 71-vegz+ PG - = x
Picture viewer et reference scale Redgion of interest: ‘Object detection xis detection Restits {

@0 8

Copy allto Copy seleckion Copy selection |
‘t!iph'nard with headers  without headers
Resulis i

Result of de 5 ox
Pixels measurement : 76 Pixel =5 ¥
Color picker &
= 210
BES 210
B 210
RGE 13816530
% 393
v 707

Object properties

b Perimetre

100 2.1 0.48 24,54 564,54
| zs 248 0.4 24,77 480,72
BE 272 0.37 34,91 1056.34
| I 1.96 051 z4.52 442.5
| Mean 10,67 46 2.32 0.44 27,13 636,18
| i 9.4 397 1.96 0,57 24,52 442.5
| Maximum 13.96 512 272 051 34,91 1056.54
| Median 9.66 465 2.29 0.4 24,66 522,63
|| standardDevistion 2.2 0.5 0.35 0.07 515 285.1
! 299 333

Measureme on a picture

BioloMICS g
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Geographic manager

«& Geographic locator - 82X
Flle Edit Help
; : A\ |
¥ GIs coordinates = 9‘\ & | M setup Q’I
Distribution list «
I |I‘\_Iame lcon.. | Latituge | Longitude ~
34 | CB5109.9 5215833 4.49306 7 PMacenamos 35
7] = Counfry: CBS 110
35 RS0 540833333  12,1333333 Latitude: 54 0833333
= i | Longitade: 12.1333333
45 | CBS117 -2 174
47 | CBS 118 56 10 f
anmark
50 | CB5133 -5 120
52 | CBS 135 525 575
54 | CB5137 525 5.15
56 | CB5139 0 25 2 ;
I [ Belqiqu.a
57 | CBS140 525 575 o )
LiHes u
59 | CB5142 36 138
64 | CBS 155 35.685 138,7513889
63 | CBS 157 500166667 | §.05
71 CBS159 35 138
74 | CBS 160 473333 13.3333
75 | CBS 161 419666667 | 12.6666667
1| ~
== 2

ocate strains on the map by lat/long or text field
BioloMICS e
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| =& Sequences pairwise alignments EAMy Documents\MultialignRes 9_15_2010_1_U_DS_SS_PM\MuItl'AI\gnRe5]_1___5_201U_S_SS_ZE_AM\AIignmermR N = 4

File  Help
= BlastNxM alignmen‘ls — 1x1 alighment 1% M alignments | =, Results! Options
‘a Query sequences CB5 72 - AY964182 - CBS 72 - Dekkera bruxellensis strain CBS 72 265 ribosomal RNA gene partialsequence. ELIES
& | Query Description From field Database =
1 CBS 72- AY964182 - CBS 72 - Dekkera bruxellensis strain CBS 72 265 ribasomal RMA gene partialsequence, M1 rDMA sequence., | Local | o
2 CBS 72- AY964182 - CBS 72 - Delleera bruellensis strain CBS 72 265 ribosomal RMA gene partialsequence, M1 DMA sequence., GenBanl- nr |
3 CBS 72- AY954182 M1 rDMA sequence.. | Local
4 CBS 72- AY954182 M1 rDHA sequence., | GenBank - nr
L4 RC 72 {3 RS 33 MNaklara he 11 icMan In_v\ﬁf I+ (2101 2000EL '_.IG rCARLA £ALLAN, a fram TR Macti L eTABLA cAnLLAnCS 1 1 V

= Reference sequences Dekkera pruxellensis 185 rRNA gene, [TS1, 265 rRNA and 55 rRNA genes (rDNA tandem repeat 1), and partial 185 r... &2

i
# | Reference Description Score E Value Similarity % Fragments Caoverage 3 Drirection ]
1 Deklera bruxellensis 185 rRNA gene IT51, 265 rRHA and 55 RNA ge.. 10815 [ 100,000 1 100,000 =+ =

| 2 | Dekkera bruxellensis strain DSMZ 70001 265 ribosomal RMA gene, p.. | 1081.5 | ] | 100,000 | 1 | 100,000 | +i+

| 3 | D;kkera .b.ruxeilénsii ;trai‘n .CBS 1.2 Zés.r.ibo.sc;mal R‘NAQEHE,"pﬂrﬁ.ﬂ.\ | 1081.5 . 1] . 100,000 | 1 . 100,000 . +f=

| 4 . Deklera bruxellensis strain CBS 98 265 ribasomal RMA gene, partial .. . 1081.5 | ] | 100,000 | 1 | 100,000 | +/+

| 5 | Deklera bruxellensis strain CBS 74 265 ribosomal RMA gene; partial ... | 1081.5 | ] | 100,000 | 1 | 100,000 . +/+

| 3 | Deklera bruxellensis strain CBS 73 285 ribosomal RMA gene partial .. | 1081.5 | ] | 100.00d [ 1 | 100000 | +/+

| 7 | Deklera bruxellensis strain ATCC MYA-4596 265 ribosomal RNA gen.. [ 1074.7 | a | 100.00a [ 1 | 100,000 | i

i 8 | De‘%:i(er‘a b‘ruxelle‘n‘sis stram CBS 46"Eil 26; rib‘ost‘:l"nal RI;IAI g‘]‘ene,‘part'r‘.‘.. | 1‘0??.9 | ] | 1‘00.000 | 1 | 1‘00.000 | +E T

-, Alignment details

Deference sequence: Dekkera bruxellensis 185 rINA gene, ITZ1l, 265 rINA and ES rINA genes (¢DNA tandem repeat 1), and partiazl 1885 A
Sequence length: 2343

Similarity: 5937533 [100.000%], Caps: 0O [0.000%], Coverage: E99/533 [100_000%]
Score: 1081.5, E walue: 0, Direction: +/+

Query 1 TAAGCGLAGCAL AL GARACCARCAGEGATTGCCCCAGTAATGECGAAT CAAGCGLCARGL &0
(RN R R R N R R NN RN RN

Shjct ZZZe TAAGCGLAGGAALAGARACCAACAGGLATTGOCCCAGTAATGECCAAT CAAGC GLCARGA 2285

Query &1L CCCCAAATTTCAAATCGCCCAACCCAGTTCTAATTTCCAGACCOCACAC TAGAGACCAGT 1z0

Ferrerrenn (AN
L] ST CTTGTAL A

i
i

er

ew sequences against Genbank or local database

For online access to Australia’s biodiversity information
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Multiple alignment & trace file edition

=& Multiple alignment and trace files edition I

Flle Edit Sequence Options Help

=2 5 |2 | 4 Stinglpostiontofind > | 42 1> |[Regularintenal | = &€ |G |;7| dhip k8 8 Q@ Ti-A- ]Ejaa% S——FF | b |
EaaiEns s G SéD lllllllll 5'}'0 lllllll 59‘0 llllllll 59'0 lllllll GDID llllllll 51‘0 llllllll
23 sequencas, OptSin=245%.

Pessim=0.7%

AYA64182 - CBS 72 - Delkera bruxe..
AY964182 !
“or- CBS 73 - Dekkera bruxellensis ..
“AY969048 - CBS 73 - Dekkera bruxe...
AYA69048

~di32098 - ifa 1590 - deldkera bruxell
32105 - ifo 1590 - dekleera bruxell... i
A8 T3E - nerl y-12961 - dekkera bru.
- af113890 - chs 74 itype strain) = de..
032105 - ifa. J'SEILA. deldeera bruxell...
~el32105 - ifo 1590 - deklera bruxell...
cr- €BS T4- Dekkera bruxeliensis .
~EF550257 - NRRL ¥-12961 - Deklera...
CAYA69049 - CBS 74 - Dekkera bruxe..

=% Multiple slignment and trace files edition I

File Edit Seguence Options Help

D32105 - IFO 1590 - Dekkera bruxe... i 1 -~ E L 2 e v FIT Ew E)| & o T I b

i o = 4 String/positiontofind » 4% ¥k | Regulsrintenal A |6 | 6| T == 9 & £¥ JOERS - 99% (=——1—lild] [ g (e
D32098/-1F 011590 = Dekkera bruxeis =y | - a/p LN = || I_l I_‘ dh s | =30 A Q@ A |&] d o e g
45738 - MRRL ¥-12961 - Dekkera | RS : : ‘ ‘ j : ! ‘ " g2a : : ! ‘ : : : : " Eho ' : ! [
AR 2 sequences, OpESin=923% :
EF550257 PesSim=i0.6%
EU011655
o= CBS 75 - Deklera bruxellensis T C.C
2l |

ex 10198_LRS_A07_063.ab1

|~
Ii

BioloMICS ‘s
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Publishing Data

 Data management

e To Intranet
e Analysis Tools

« To ALA and AMRIN
e Publishing Data

BioloMICS e
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Publishing data to intranet

Pairwise sequence alignment

1 have read the disclaimer and T agree with the conditions and limitations associated with the usage of the software
First, select the most suitable options to perform the pairwise alignments, paste your raw unknawn sequence and dlick on the “start alignment"
button.

Fungi database

Identifications will be performed in a manophasic way. This means that anly DNA o protein sequences will be compared to produce = global
similarity or prabability coefficient between the unknown sequence and the referance sequence database. Results should be evaluated with care and
2 critical mind.

Tome Seath  Toemiemn Dok G5 Fegeboton  Cortat oo Flease contact the curater of the datsbase if you fesl that you need mare explanations on how the comparisons ars performed.

Select options:

Welcome to the QBank Fungal database. Gap creation penalty (1-100):
Gap extension penalty (1-10):

Maximum alignments to display (2-1000):

This database comprises sequential, phenotypical and ecological daFa of more than.zsn species that are of Penalty for a nuclestide mismatch (default is -1):
relevance to mycological phytopathology. Currently, the focus of this database is with the fungal genus
22% Phoma and the Oomeete Phytophthorz, but will be extended in the near future with data on Colletotrichum Reward for a nucleotide match (default is 1):
' and ather fungal genera of phytopathological relevance. All genera, although often completely unrelated, Word size:
comprise many species that have influenced yields in agriculture, farestry and horticulture in a negative .
& o ~ i i g Select sorting mode: [similarity ~|
P& woy. Besides the host-specific pathogens in these genera, many opportunistic or saprephytic organisms are
< encountered, making identification of the causal agent of a disease problematic. Select the reference file to be used for the alignment: \ITSDB v|
Nowadays, identification of fungi is heavily reliant on sequence[T T | GV AMFCISTS WRG: E s — T9635T T=7"
for the genera mentioned sbove the specimens in thess datsbq | 49 | gblEFs68098] AMFC 4848, seq. #1] i house seq WH | 78807 | 63semer07 | sasss |1 | o076 [+
sften have been misidentified. The QBank Fungal hel |50 | gblassa7sol amrcazes wivos szs | 36731 |2610Ea00 s |1 |osaz2 [ e ——— =
documented strains, that are, in most cases regarded as type accatttgeagttgcaate a
o baatctcttagtictageate B
Next ta the sequence data, morphelogical features are include i Bl
frther assure proper identification of your material. Before usirg 1 |Back to list kctgegegtagacteg 2
. ded to read the texts that introduce the Reference sequence: gb|AJE53755| AMFC4859 WM04.482
studies. Sequence length: 532
Similarity: 347/461 [96.9638], Gaps: 3 [0.651%], Coverage: 452/46L [99.343%]
With the electronic identification tools provided on this site, we: Score: 645.081, E value: 0, Direction: +/+
of the fungal biodiversity. Successt Query 28 CTGCTATCICTTACCCATGICTTTTARGTACCTICGTT TCBCCCROCE a7
FEEEE TEEEEEEEE R R R TR PR P i
sprce 33 %2
E_value Siry Fragments
Query &8 ATTGGACRA-- 145
N 645081 | 0 96.963 1 90.349 e
The QBank Fungal Team seyes 22 2
query 146 205 use seq WH 23933 | 6.15566E-65 95,181 1 100 /e
B N T, 23616 | 550011660 a8as 2 00485 e
query 206 265 use seq WH 259934 | 3.86091E-71 94.366 2 99.531 /e
I N
Spice 213 m use seq WMH 259934 | 3.86091E-71 94.366 2 99.531 e
Query 266 325 use seq WMH 259934 | 3.86091E-71 93,953 2 99.535 e
SEEEEEEEEEE PR PR R PP R
seiet 213 332 use seq WMH 23933 | 6.15566E-65 93,605 1 100 +e
e N 3 Query 326 GTIGGGTG- = use seq WMH 256764 | 3.47483E-70 93488 2 99.535 +f+
e aht 2 ght & BioAwar= B4, VL T D T
e 33 =2 240815 | 2.05188E-65 92344 2 99.522 +/+
Query 385 TATTGATT T m

You decide whi records to publish

BioloMICS g
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Publishing data to ALA and AMRIN B assRALR

 |s part of the standard configuration

e Script available through ‘Programming Manager’
e Two modes:

e Automatic (scheduled job)

 Manual (run script to produce file, then upload at
http://www.ala.org.au/share/share-data/)

BioloMICS ‘s
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The Atlas is offering to:

« provide BioloMICS licences to organisations that wish to
adopt it

e paying licence maintenance fees to at least 2012
« assist with installing and implementing BioloMICS

e assist with migrating existing databases or electronic files to
BioloMICS

« provide initial training in BioloMICS

« advise on establishing a web presence for microorganism
collections using BioloMICS, if required

e assist to export data from collection databases for sharing

through the ALA site and AMRIN. BioloMICS g
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o Data is kept safe due to high security rules

* Multiple users can access the data at the same time

e Data can be shared between labs

 There are many Analysis Tools available in the software

* Itis available for your use for free.

So, why not take 1t?

BioloMICS ‘a
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Where to get more information AUSTRALIA

These slides:
(ala.org.au)

BioloMICS support:
http://www.bio-aware.com/

Atlas of Living Australia:
http://www.ala.org.au/support/
support@ala.org.au

Nathalie van de Wiele:
nathalie@vdwiele.com

BioloMICS ‘a
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Any questions?

BioloMICS e
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MUSEUMVICTORIA Government www.gm.qgld.gov.au Exlone bhe pesinlities
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Water, Heritage and the Arts A_B"k S CsIRO Fisherics and Forestry
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OF ADELAIDE N2 » Southern Cross
AUSTRALIA / /4 UNIVERSITY
Council of Heads of Australasian Herbaria A new way to think

sharing biodiversity knowledge
The Council of Heads of Australian

Faunal Collections (CHAFC)
The Council of Heads of Australian
Entomological Collections (CHAEC)

Council of Heads of Australian
Collections of Microorganisms (CHACM .
The C I of H dg ‘ A ( lasi ) The Atlas is funded by the
€ Louncil of reads o ustralasian Australian Government under the
Museum Directors (CAMD) . .
National Collaborative Research

Infrastructure Strategy
and further supported by the
Super Science Initiative of the
Education Investment Fund

N Yo

An Australian Government Initiative

National Collaborative Research
Infrastructure Strategy
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