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INTRODUCTION [ Visualization of selected stress responsive genes as line and bar graphs

] Recent studies suggest that each stress response has a distinct
molecular profile yet extensive cross-talk occurs between | ‘ B - |
different stress responses via hormones and sighal transduction
pathways.

d It is critical to comprehensively understand the stress
responses and their interactions to design strategies which
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enhance stress response. P—
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DAlthough ook of the eXiSting tools and databases PrOVide - -H-;ﬁ;—;:ﬁ;;/( =

microarray data analysis services they are not specifically and e &= o[
extensively built for analysis of stress responses in plants. e

METHODS
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(STRING-DB)

1 Stress responsive genes (SRGs) identified from meta-analysis of
microarray studies are available online through a user friendly

GO:0016491 oxidoreductase activity 44 0.031
Protein domain —
interface built using HTML5, PHP and JavaScript with MySQL i T T Fa——
BioCyc
GO:0046906 | tetrapyrrole binding 20 0.024

(AraCyc and
RiceCyc)

backend at URL http://srgps.bio.mtu.edu Jf
RESULTS

d Query result for miRNAs showing the number of target stress genes in
each stress condition. Selecting any stress, lists details of target genes and

their expression
SRG P"_-‘: Home SRGPs Results |

B8 || srgps.bio.mtu.edu/SRGPS/MainPage.html

Query Information: Organism = Rice, Stress = All, Database = microRNA, Query = Not specified, Exclusive = Yes

*IF EXCLUSIVE, LIST GENES THAT CHANGED EXCLUSIVELY WITHIN THE SPECIFIED STRESSES
*IF NO QUERY 1S SPECIFIED IT RETURNS ALL GENES FOR THE SPECIFIED STRESS

= \ | Homepage of SRGPs

¥ search: salinity
SrgpS ProbelD Locus Annotation FC Pvalue D.E

65 miRNAs 0s.18734.1.81_at LOC_0Os03g01700 expressed protein 1.8665 0.000000 Down

An cnline rescurce for comparative analysis of "Stress Responsive Genes in Flants'.
miRNA ID Drought Salinity Bacteria Fungi All Os.34767.2.81_s_at LOC_0s03g12530  cation efflux family protein, putative, expressed  [1.9810 0.000000 Down

0sa-miRf10319-akr 9 6 & 2 1 0s.47914.1.81_at LOC_0s06g11210 12-oxophytodienoate reductase, putative. expressed |1.0583 0.000000 Down

osa-miRf11270-akr 0s.11914.1.81_at LOC_0s06g11240 12-oxophytodienoate reductase, putative, expressed |0.8974 0.000100 Down

Organism: (Q) Arabidopsis () Rice

0sa-miRf12007-akr 0s.18665.1.81_at LOC_Os08g13699 expressed protein 1.1885 0.000000 Down

osa-miRf11218-akr

1
1
Stress: Al A S~ 0sa-miRf10830-akr 5 6 |1 OsAffx.30196.1.81_at LOC_0s09g39070 thiol protease SEN102 precursor. putative, expressed |2.0952 0.000000 Down
1
1

032 at ATCG01080
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More information on this project can be found at the About's section

CONCLUSION

0 Comparative stress genes table dynamically generated from homepage u SRG!:’S is ong stop yvebsite .dedicated for the analysis of stress responsive
showing fold change, up or down regulation and p-value genes integrating various -omics resources
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—; FUTURE DIRECTIONS

3892 Genes Crrought Salinity

Amtaion FC_ Pvive DE| FC Puvae DE sive_0 a d Include co-expression network and visualization plugins like cytoscape

815684 at AT1G01720 ATAF1; transoiption activaton transoription factor 0.2114 0.000000 0.2934 0.000000 Up - - - - - - A
7_at AT1G03500 photosystem || family protein 1.4287 0.000100 0.7184 0.000000 - - - - - - and Strlng-db

at AT1GE05340 unknown protein 0.0875 0.000000 0.1354 0.000000 Up - - - |0.4432 0.000000 Up

2 at AT1G0557E unknown protein 1.4123 0.000000 0.5478 0.000000 Up |D.2858 0.000000D 06309 0.000000 Down

55 st AT1GOB00D UDF-glucaronasyl/UDP-glucosyl ransferase family protein 0.5779 0.000000 . . - |1.2208 0.000200 11558 0.000000 Down D Expand to other Stress Conditions including metalS, Chemicals (abiotic),

282828 st AT1308420 FTSHE; ATP-dependent peptidase’ ATPase/ metallopeptidase’ zinc ion kinding (0.5282 0.000400 0.7748 0.000000 Up - - - - - - o .
G235 _at AT1GE06570 FDS1 (FHYTOEME DESATURATION 1); 4-hydroxgyphenylpyruvate dicxygenase  (0.2320 0.000200 0.3711 0.000000 Up - - - - - - pathogenlc algae and VIruseS
at AT1G08620 Z-oxoglutarate-dependent dicxygenase, putative 0.8429 0.000000 0.8005 0.000000 Up [1.1520 0.000000
T7_at AT1E07430 protein phosphatase 2C, putative / PP2C, putative 0.08528 0.000000 0.1848 0.000000 Up - - - 0.8425 0.000400 Down
° ° °
e D R I O Expand to other model plant and agronomically important crop species
863 at AT1G02570 LRR XI-23; ATP binding ! kinase! protein kinase/ protein serine/threcnine kinase  |0.8951 0.000000 0.7873 0.000000 Up [1.2325 0.000000 08183 0.000000 Up

_at  AT1GE10270 ERDD (EARLY-RESPONSIVE TO DEHYDRATION 3); glutathione transferase 0.8317 0.000000 0.7058 0.000000 Up - - - 1.8351 0.000000 Down

1000000000000 O3|O

26 at AT1G11530 PMEFCRA (METHYLESTERASE PCH Al enzyme inhibitor’ pedctinesterase 1.0316€ 0.000000 1.2796 0.000000 Down |1.2168 0.000200 0.9782 0.000000 Down
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