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Fusarium oxysporum isolates from
the ISS represent a novel strain with
possible virulence in humans
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EC Classes

1.- Oxidoreductases

2.- Transferases 1

3.- Hydrolases

4.- Lyases

5.- Isomerases

6.- Ligases 1
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Gene Ontology Distribution ISS_F3 and ISS_F4

GO Distribution by Level (2) - Top 20
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Presence/absence of polyketide synthases in Fusarium oxysporum
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Virulence assay in a C.elegans invasive fusariosis model




>

Percent survival

1

Percent survival

00 - == F3
== F4
L =k 293sp
== 293gr
50 -
=~ F4antib
0 T T 1
0 20 40 60
Time, hrs
=@ F4 total

- F4 hyphae

20 40 60

Time, hrs

Percent survival

Percent survival

100--—---*’ == F3 hyphae
ScSsa .: F4 hyphae
——————
Beoc==== 1 =A= 293 sp hyphae
! ﬂ 293gr hyphae
50 - ) OF |
=9~ F4antib hyphae
0 1 L] 1
0 20 40 60
Time, hrs
100 -
-@- F3 total

50

L

<= F3 hyphae

0 20 40

Time, hrs

60



Acknowledgements

Science Team:

e Kasthuri Venkateswaran (NASA-JPL)

e Peter van Dam (University of Amsterdam)

* Jack Gilbert, Olga Zaborina, Alex Zaborina (University of
Chicago)

Implementation team (NASA ARC):

 F Karouia, A. Katterhagen, E. Barros, E. Pane, R.
Olivares, S. Suffel

Funding:

 This research was funded by 2012 Space Biology
NNH12ZTTOO1N grant # 19-12829-26 under Task Order
NNN13D111T.

e Copyright 2017 California Institute of Technology. U.S.
Government sponsorship acknowledged.

* Dr. Urbaniak is supported by the NASA Postdoctoral
program (NPP) fellowship

Special thanks to Captains T. Virts and J. Williams for
collecting the MT-1 samples on the ISS 14



