Gene Database Testing Report

Export Information

Version of GenMAPP Builder: gmbuilder2.0-b72

Computer on which export was run: Front row , second computer from the left
Postgres Database name:Leishmania_major_11262013

UniProt XML filename: UniprotXML Leishmania 05112013 Gabe Lena.xml

= UniProt XML version (The version information can be found at the UniProt News Page): UniProt
release 2013 10 - October 16, 2013

= Time taken to import: 7.12 minutes
GO OBO-XML filename: Leishmania 05112013 Gabe Lena.obo-xml.gz

* GO OBO-XML version (The version information can be found in the file properties after the file
downloaded from the GO Download page has been unzipped):
Monday, November 04, 2013, 2:03:38 AM

» Time taken to import:6.32 minutes
= Time taken to process: 0.4 minutes
GOA filename:LeishmaniaGOA 19112013 Lena Gabe.goa

=  GOA version (News on this page records past releases; current information can be found in the
Last modified field on the FTP site): 14 November, 2013

12-Nov-2013 11:47 3.0M
» Time taken to import: 4.54 minutes

Name of .gdb file: Media:LeishmaniaGDB Lena Gabe 20131203.gdb

= Upload your file and link to it here.
Note:

TallyEngine


http://uniprot.org/news
http://beta.geneontology.org/page/download-ontology
http://www.ebi.ac.uk/GOA/
ftp://ftp.ebi.ac.uk/pub/databases/GO/goa/proteomes/
https://xmlpipedb.cs.lmu.edu/biodb/fall2013/images/3/36/LeishmaniaGDB_Lena_Gabe_20131203.gdb
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XML Path XML Count Database Table Database Count

UniProt a041|UniProt 28041
COrdered Locus 0{Ordered Locus 0
ORF B8355(0RF 8355
Refseq 3317 |RefSeq 8317
GenelD 8317|GenelD 8317

o GO Terms 40065|G0 Terms 40065

Close




Using XMLPipeDB match to Validate the XML Results from the TallyEngine

‘@ Command Pmmpt_ - ; . l -

Imjf_H1_B136:
Imjf _26_2018:
Imjf_14_B31H:
Imjf _23_1278:
Imjf _36_608H:
Imjf_29_1786:
Imjf_13_12506:
Imjf _16_1886H:
Imjf_18_B718:
Imjf_32_39408:
Imjf_16_1885:
Imjf_29_B216:
Imjf_36_52208:
Imjf_15_13208:
Imjf_12_B82H:
Imjf_32_3988:
Imjf _35_584H:
Imjf _23_12806:
Imjf _29_1978:
Imjf_B1_B126:
Imjf_32_205H:
Imjf_14_B326:
Imjf _26_2020:
Imjf_22_B358:
Imjf_35_146H:
Imjf_19_15806:
Imjf _18_BA72H:
Imjf_13_1268:
Imjf _29_B2806:
Imjf _32_20406:
Imjf_32_3978:
Imjf_12_B816:
Imjf_36_5218:
Imjf_15_1338:
Imjf _35_1478:
Imjf _35_5A5H:
Imjf_29_19608:
Imjf_B1_B1i6:
Imjf_23_1298:
Imjf _26_2038:
Imjf_14 HB338:
Imjf _33_2098:
Imjf_19_1598:
Imjf _26_D8BH:
Imjf_13_1278:
Imjf_18_0736:

MMM NN RN DN NN DN DN DN RN DN DN DN RN DN DN RN DN

Total unigue matchez: 8353

C:Usersskeckuzer~Douwnloads >

Are your results the same as you got for the TallyEngine? Why or why not?

* We found 8353, we are missing 2 ORFs, but cannot reach the stragglers via coding.



Using SQL Queries to Validate the PostgreSQL Database Results from the TallyEngine

select value from genenametype where type='ORF' and not value ~ 'LIMm][Jj]F([\. _]1|)[0-9]1[0-9][\.
_1[0-9][0-9][0-9][0-9]’;

File Edit Query Favourites Macros Niew Help

EH iANGe A plbPEigEn

‘ : | [ Leishmania_major_26112013 on postgres @localhost: £ | +

J SQL Editor Graphlml Query Bmlder e

Previous queries ’ Delete H Delete Al

_11y [0-8] [0-8] [

select wvalue from genenametype where type="ORF' and not wvalue ~ "L[Mm] [JJ]F({[\.

Qutput pane

| Data Output | Explain | Messages | History |
value

character varying
IMRJOOGEZE
L1063.01
L3640.11

Lmj 1130
L374.02

“l

nid W M| e

oK. Unix ln1,Col1, Ch1 5 rows. 41 ms 4]




select count(*) from genenametype where type='ORF' and value ~ 'L[Mm][Jj]F(. | )[0-9][0-9].[0-9][0-
9][0-9][0-9]";

I ¢+ Query - Leishmania_maj

File Edit Query Favourites Macros VYiew Help
E"_‘ | é& o | & | le 3 %1; D[E] ?{:8 | _ ¢ | O Leishmania_major_26112013 on postgres@iocalhost:EE
Scratch pad >
SQL Editor | Graphical Query Builder ¥ Sali 23
-
Previous queries[ '” Delete ” Delete Al ]
belect count (*) from genenametype where type="ORF' and walue ~ "L[Mm] [JJ]F({.|})[0-9][0-9].[0-59][0
4 | 1 | 3 p »
Cutput pane x
Data Output | Explain Messages History ¥
count
bigint
1 8350
OK. Unix ln1,Coll, Ch1 1 row. 51ms

8350 that match original pattern, 5 stragglers. There is an inconsistancy in patterns where some have
underscores, some have periods, some have spaces. We were unable to capture all IDs at once.

OriginalRowCounts Comparison

Within the .gdb file, look at the OriginalRowCounts table to see if the database has the expected tables
with the expected number of records. Compare the tables and records with a benchmark .gdb file.



Copy the OriginalRowCounts table and paste it here:

B e R
File Home | Create  ExternalData  Database Tools Fields  Table &
# cut T 4| Ascending 7 Selection - =5 New = Totals [ﬁ 3 Replace [ % catiori Ta
53 copy H.Descending T._T]Advanced' = =H save ?Spelhng = GoTo~
Vlfw Feste # Format Painter Fifter ; Rel Sort ¥ Toggle Filte Remfh X Delete - FH More ~ Find Select ~ ol A S
7 99 Al L 0
Views Clipboard £l Sort & Filter Records Find Text Formatting Fl
| 1) Security Waming  Some active content has been disabled. Click for more details. | Enable Content | X
Tables @ «
# Gene =
T GenelD-EMEL [ OriginalRowCounts o =2 8
ZH GenelD-Geneantalogy a2l 7| =I5 < -
H GeneD-InterPro !
Systems 30
T GenelD-OrderedLocusia... Relations %
3 GenelD-PDE Other 0
FH GenelD-Pfam GeneOntologyTree 90153
55 GeneOntology GeneOntology 5101
T8 GeneOntologyCount UniProt-GOCount 2933 3
ke GeneOntologyCount 2932
E GeneontologyTree UniProt-GeneOntalogy 14881
H o UniProt 8041
= mnterpro pfam 1923
FH OrderedLocusNames = RefSeq 8315
T orderedLocushames-EMBL £DB 101
InterPro 3451
EH ordsrediocusames-Gen... OrderedLocusNames 16662
23 orderedLocushames-Inter.. GenelD 8315
i OrderedlocusNames-PDB EMBL 218
T OrderedLocusNames-Plam SnErotEMBE SHEY
e —— UniProt-OrderedLocusNar 16662
UniProt-GenelD 8637
= other UniProt-PDB 151
5 ros UniProt-InterPro 13737
B3 pfam UniProt-RefSeq 3637
T Refseq UniProt-Pfam 5689
T RefseqEMBL RefSeq-Pfam 5734
RefSeg-InterPro 13835
T3 RefSeg-GenelD Refseq-PDB 190
EH Refseq-GeneOntalogy RefSeq-GenelD 10183
FH Refseg-nterPro RefSeq-OrderedLocusNan 20292
ZH Refseq-OrderedLocushiam... RetsrieFMET EORG
T8 Refseq-poB GenelD-Pfam 5734
GenelD-InterPro 13835
Z Refseaptam GenelD-PDB 190
B3 Relations GenelD-OrderedLocusMar 20392 4
BB systems | [Recorai 4 < roraz v omv § No Filter | [Search
Datashest View Num Lock |[FE]e @

Visual Inspection

Perform visual inspection of individual tables to see if there are any problems.

= Look at the Systems table. Is there a date in the Date field for all gene ID systems present in the

database?

= No there are only dates for approximately 50% of the ID systems in the database

= Open the UniProt, RefSeq, and OrderedLocusNames tables. Scroll down through the table. Do all
of the IDs look like they take the correct form for that type of ID?

= All IDs appear to take the correct form for that type of ID.

.gdb Use in GenMAPP



Note: Most GDB use in GenMAPP is profiled on the GenMAPP users page
Putting a gene on the MAPP using the GeneFinder window

= Tryasample ID from each of the gene ID systems. Open the Backpage and see if all of the cross-
referenced IDs that are supposed to be there are there.

Note: All IDs seem to be present.
Creating an Expression Dataset in the Expression Dataset Manager

* How many of the IDs were imported out of the total IDs in the microarray dataset? How many
exceptions were there? Look in the EX.txt file and look at the error codes for the records that
were not imported into the Expression Dataset. Do these represent IDs that were present in the
UniProt XML, but were somehow not imported? or were they not present in the UniProt XML?

= There are 1820 errors in the exceptions file. Approximately 1758 not found in XML the rest not
imported into database due to species specific coding not complete

Coloring a MAPP with expression data
Note: Coloring successfully yielded graphical depiction of expression data
Running MAPPFinder

Note: See final project deliverables (.mapp)and (.xls)



