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: : submit.py is designed to accept Portable Batch System or PBS : :
In an .eﬁort to better u.nderStanc the re_Iat.lon_shlps between scripts from a user through the front-end and run them on The results of processmg genomic
Organ's_ms1 We are trying to map the S'm”a“ty between computer clusters, the back-end. The tool transfers files as well as sequence data and creating 3-
gleno.rtrllqlc seg(l;.e?ces. T”hbro;Jgh the use of complex returns output to a user. dimensional visualizations have huge
AIJOTINMS, dISIances: BEWeen genomic sequences may - - - - iImplications within the fields of biology,
be defined. and these distances can be scaled and used In order to do all of this, the submit.py program, with command line b _ _

’ _ functionality, was integrated with the Cloudmesh framework. Via medicine, and genetics. Being able to
to create a plot. There Is, of course, some work to be o _ SSH and SCP connection, submit.py may access computer quickly and reliably process genomic
done. These processes developed by the lab are heuristic Functions: clusters such as those within FutureGrid, one of the computer grid . . . L
and only understood and accessible by a few. Also they resource providers utilized by Cloudmesh. Also, within Cloudmesh, sequences I.ntO fr_lendly Vlsua“_zatlons
are not automated. However. these issues can be submit.py saves submission information into a history trace. The may allow biologists to recognize

N ’ Cloudmesh framework is designed to allow efficient communication : : : o

unnoticed relationships, geneticists to

addressec_l by setting up a serv_er to ru_n a Python based between local machines and computer clusters [3]. It possesses a p. J :

portal designed to accept user input via the web and run user-friendly front-end command line and graphical user interface understand and ex_plaln evolutlon_ary

these algorithms on computer clusters. This portal would which both may be altered for specific purposes. Also, the benefits changes, and medical experts to infer

be integrated into an existing framework, Cloudmesh, of integrating with Cloudmesh include access to multiple cluster the effectiveness of potential

lendi friendly f g g ful back-end resources, job monitoring, and web based interfacing [3]. Figure 2 ¢ ¢ ts B Ki to st i

ending a user-friendly front-end and a powerful back-en displays the architecture of the genomic sequence processing and reatments. by Working to streamiine

for processing. Being able to efficiently map the
differences in genomic sequences will vastly improve
people’s understanding of organisms’ evolutionary

how submit.py fits in. the Jjob submission process, analysis

of genomic data will become more
accessible to these groups: biologists,

histories. This may also hav_e vast implications in the z:*il:\:feitfraesl)cf Cluster A doctors, geneticists, and other
_realms of genetics an_d medicine as a res_ult of the equence interested parties.
|mp_roved und_erstandlng of the relationships between orocessing
various organisms. b m 't
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