1 HSP90AA1

The heat shock protein 90kDa alpha (cytosolic), class A member 1 is involved in Protein processing in
endoplasmic reticulum, Antigen processing and presentation, PI3K-Akt and NOD-like receptor signaling
pathways, Progesterone-mediated oocyte maturation, Estrogen signaling pathway, Pathways in cancer,
Prostate cancer. It does not seems particularly differentially expressed in the analyzed samples.
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Figure 1: IGV Genome Browser screenshot of gene HSP90AA1.
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Figure 2: Sashimi plot of gene HSP90OAAT.



Scale 100 Kok i hgto
chrid 102,400,000 102,450,000 102,500,000 102550.000 | 102.600,000 | 102650,000 1
hg19_ebola_segemehl-HUH-Mock-3h_all
“g78_sbola_tophat-HUL
ig19_ebola_sagemehl-HUF ioek 7
FgT8_ebola_tophat AUH-MGSK-7h__all
l " . 1919, Stiolp_fopna UM il PRI - A L
7378 ebola._segemehFUNMadk 23n_ all
Tg19_ebola_tophat HUH-MECK 235 4l
4 L J 1 ki P e J4L) TR
hg18_sbola_segemehi-HUH-EBOV 3 _all
g1a_sbola_tophat-HUH-EBGV-7h_all
mr " hg19_ebol: hi-HUH- EE’OVE&’ all 1 I " M
Shoia_segemeh-HUH-EE0V
. i -gegementr b LA A | L | J L LE]
FgT9_ebola_tophat HUREBOV-53hal
RgTa_marburg_segemeh-HUFVARV-h_all
T8 marburg_tophai-HUH-MARV 30 —al
7 marburg_segemshl-HUH-MARY-7h_all’
. . 1 T8 b =g o LI iR
TS marbirg_segemGhHUK-MARY 231 all
TS marburg_tophatHUH-MARV-EGR_al
TSep, GenBank, CODS, gy, AR Sompirdive Génomics)
[ am—— DYNCTH1 t PE Y VBB Py ) Wi MOK m<
ST e — DYNCTH] i v HSPSOAAT AK130824 =
PPPRSCIA HSPOOAAT itk WDRz0F
PPP2RSC oo HSPOOAT B WDR20F
PPP2RSC WDRz0F
PPP2REC— WDRz0F
WDR20F
WDR20F
bt WBRz0F
contigs rac
T IO o contig227017]  contig7868871—  contig820115H—  cont o B amm contig943311 | conig2243411  contig3s08471
ST p———————— v ) 1769851 Coniges 11 mnngssuzl—u Coniig1245 i1 Gonliga020371
GO 12208 | Coniges 13| Contig2007181 conligfs1048|  contigests il cont384103 Kt Contiga0asa0
Contigz56932 Contiga0s440] | contig2299661 Conig165504 migioei|  contzoosz] Coniigasases ki onigo04s:
Conlig236933 ——t———Hl Conlgs18186 4  * conla 1580021 Conligaaads!  conligze0631 e o244 i Conlganas2
Conla7650 44 ontlga24053 Coniigao103s| 1567211 contigassddo il contigsbe744! Conilgaoasaa
Conig30198 (] Coniga0772| contigazoos71 " conigszazesli Coniigsadsas| Sontlg109303
Coniga0196 Conig1916; Sonigsesns| Coniigse23951 Sontigagasoor
coniod 18809 -—+————Hm 52831 Coniig839002 Contigd07358
P — Contgi 788421 ' conligs28954 Conigs629831 Coniigse234s
Conilga0199 Contigazsaal Contigs64300 | Contig109202
B — ] Contiga14936 Sontigsesads| Contigae3za3
conlfsass —+— 4l Gontigs206071 Contigsaarar|
o] e — 108594331 Gonigsaarar|
L Coniigs 738161
configh99336 Contigss34g4 |
onIg339337 ——f——4 conigs733571
e —— Goniig3739841
B —" Coniigs75087 |
Contga 76357+ Contgi241 |
ConiQa 76355 F—+—————4il migizial
Coniapa30 1 ————till Rigklszch
nlg e contigb3agiol
configl1546 | Goniigs9065|
contgeosroz | Coniiga397331
Conligeesds Gonige0aai 11
Gonigs73263 | Coniigsds3 6!
Contigaas4se | Contlgs2e122]
COnigs82419 onige0ss37 |
conioessek Coniio3138471
conlgaseiie conig3943s81
oniaa01E71 Contiae57731
RefSeq Genes
RetSeq Genes ——+——+=
Pubiications: Sequences in ScientifcAdicios
Seauences —+—+——1 e |
SNee 1 il i
Human mANAs from GenB
Human mANAs H—+——l
man ESTs That Have Been
Solced ESTs b—-———1 =St The
100 ) H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 call s from ENGODE.
Layered H3K27A l A \
° e e i A A e G n
el FiyoarsansTiviy Glusiors i 125 cell pes T
DNase Clusters I " (T AT e i Fi“j cin]w it ‘t‘ifm i "ODWMCW‘ )M e 11w 1 ! NI
ranscription Fa 5 actors) from i otfs
' TR T ot il 79 (101 fectre) from FREOCH FqrPeoy 'Rt T e

Txn Factor ChiP |
488

100 Vert. Cons

Eepna

x .wcansﬁmﬁﬁiﬁiwmﬂﬁﬂﬂlmﬂﬂ =t
R ==

EeitE =1

AR T

m umum Bl

00 yertebrates Basewise Consewam}ﬂ.h PhyloP
11

NRRAR AR RN AR WRARR AR R ARRANE YA TA AR

A=
| Iﬁm?lm'ﬁmﬂwmmﬂﬁﬂwmﬂmﬂiﬂﬁli ik P

Common SNPs(

Repeathasker Bl 11111l

ercontiqs7286 1
Supercontigs 7267 M

supercontigs 7268 M
Supercontigs7289 e
Supecanigs7293)
supercontigs 7290 |
superconigs7291 |
Supercontigs 72921
upercontigs7294 M
supercontias7295 M

U1 i ] i o 1
superconi

supercontis726] sup‘émonugg,anz- supercontigs7304

‘Superconligs7303 1 \up('n:mvlmﬂﬁ(l'v\

supercontigs7307 |

arss)
S pazoniigzz200]
supercnnnuS‘ZSEﬁ
SShaconigsranot

e ercoigs 750 m—

Figure 3: UCSC Genome Browser screenshot of gene HSP90OAAT.
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Figure 4: IGV Genome Browser screenshot of gene HSP90AA1, zoom.
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