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MUKPO4YUTTMPOBAHUE

CuHTe3 nepsoun ogHouenovedHon kKOHK
OTumnCTKa

Cuntes 3’apanTepa
CunHte3 ayuenodyeyHon KAHK

CnHTe3s komnaemeHTapHou PHK

OT1umcTka KPHK
Cuntes KAHK BTOpPOro ynkna

maponuns KPHK c nomouwbio PHKa3zomn

OTtumcTka KOAHK
dparmeHTauma n mevyeHme ou-kAHK

Mbpnansaunm pparmeHToB Ha YMN MATPULLbI
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EMOUH®OPMATUYECKMA AHANA3

TargetScanHuman

Prediction of microRNA targets e 7.2: March 2018
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PANTHER

Classification System

PANTHER GO

| view: [100% v
PANTHER Protein Class
Total # Genes: 583 Total # protain class hits: 378

Select Ontology: | Protein Class

Click to gat gene list for a category:

M calcium-binding_protein (PCO0050) &
cell adhesion molecule (PCO0DEY) &
cell junction protein (PCOO070) @

M chapercne (PCO0072) @&

B chromatin/chromatin-binding,_or -regulatory protein (PCO0077) &
cytoskeletal protein (PCO0D0DB5) @
defense/immunity protein (PCO0090 -]
extracellular matrix protein (PCO0102) ®

M gene-specific transcriptional regulator (PC00264) &

M intercellular signal molecule (PCO0207) ™

B membrane traffic protein (PCO0150) =

M metabolite interconversion enzyme (PCO0262) &

M nucleic acid metabolism protein (PCO0171) &

M protein modifying_enzyme (PCO0260) &

M protein-binding activity modulater (PCO0095) &

M scaffold/adaptor protein (PCO0226) &
structural protein (PCO0211) @
transfer/carrier protein (PCO0215) @

B translational protein (PC00263) @
transmembrane signal recepter (PCO0197) &

M transporter (PCO0227) -]

®%Chart tooltips are read as: Category name (Accession): # genes; Percent of
gene hit against total # genes; Percent of gens hit against total # Protein
Class hits

Select Ontology: | Pathway | view: |[100% v |

PANTHER Pathway
Total # Genes: 583  Total # pathway hits: 280

Click to get gene list for a category:
M 5-Hydroxytryptamine degredation (P0O4372) B

SHT1 type receptor mediated signaling pathway (P04373) =&
SHT2 type receptor mediated signaling_ pathway (P04374) =&

5HT4 type receptor mediated signaling_ pathway (P04376) @
Acetate utilization (PO2722) =

M Alanine biosynthesis (P0O2724) &

M Alpha adrenergic receptor signaling_pathway (P00002) @
Alzheimer disease-amyloid secretase pathway (PO0003) ®
Alzheimer disease-presenilin pathway (PO0004) &

M Androgen/estrogens/progesterone biosynthesis (PO2727) &

M Angiogenesis (PO000S) &

Angiotensin II-stimulated signaling_through G proteins and beta-arrestin (P05%11)

B Apoptosis signaling_pathway (PO000&) &

Asparagine and aspartate biosynthesis (PO2730) &

M Axon guidance mediated by Slit/Robo (PO0DD8) M

M Axon guidance mediated by netrin (PO000S) @

Axon guidance mediated by semaphorins (PO0D0T) @

M B cell activation (PO0010) &

Betal adrenergic receptor signaling_pathway (P04377) @

Select Ontology: [ Molecular Function | View: [100% v |

PANTHER GO-5lim Molecular Function
Total # Genes: 583 Total # function hits: 453

Click to get gene list for a category:
M binding (G0:0005488) &

m

M molecular function regulator (G0:0098772)
meolecular transducer activity (G0:0060089)

B structural molecule activity (GO:0005158)
transporter activity (GO:0005215) &

QL..y
Color picker powered by "~  VisiBane

Select Ontology: [ Biological Process v | View: [100% v

PANTHER GO-Slim Biological Process
Total # Genes: 583 Total # process hits: 1157

Click to get gene list for a category:
biclogical adhesion (G0:0022610) &

M biclogical phase (G0:0044848) &
biclegical regulation (G0:0065007) -]

biomineralization {G0:0110148) @
M cellular process (G0:0009%87) M@

developmental process (G0:0032502) o
growth (GO:0040007) @
M immune system process (GO:0002376) @

M interspecies interaction between organisms (G0:0044419)

M |ocalization (G0O:0051179) @

M locomotion (GO:0040011) &

M metabolic process (GO:0008152) @&

B multi-organism process (G0:0051704) &
multicellular organismal process (G0:0032501) - ]
reproduction (GO:0000003) -]

B reproductive process (G0:0022414) @
response to stimulus (GO:0050836) &

M rhythmic process (GO:0048511) @

M signaling (50:0023052) &

meolecular adaptor activity (G0:0060090) @

m

]
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BUONHDOPMATUYECKUN AHATIN3 KITETOK MENAHOMbI

\ 12
= S ‘Xv";' f\i; Fold — p_val 4 FDRP-val Description
. . Symbol ) Change
count: 1456 Y A 4 A 4 A 4
| 16666485 IF44L 8,05 293 3478 1,09E-11 5,23E-07 interferon-induced protei... ‘; 6,5
16757373 OAS2 9,03 44 2467 542E-11 7,78E-07 2-5-oligoadenylate synth... B
| 17108816 MXRAS 7,56 2,89 2534 812E-11 7,78E-07 matrix-remodelling assoc...
16705011 DKK1 7,59 2,86 26,52 941E-11 7,78E-07 dickkopf WNT signaling...
‘ 17020846 coL12a1 815 311 33 111E-10 7,78E-07 collagen, type XII, alpha 1
| 16757324 OAS1 815 434 1401 114E-10 7,78E-07 2-5-oligoadenylate synth...
| 16908037 FN1 1147 78 1269 117E-10 7,78E-07 fibronectin1
17059355 SEMA3D 578 255 941 1,55E-10 7,78E-07 sema domain, immunogl...
16773727 RXFP2 64 303 10,38 1,56E-10 7,78E-07 relaxin/insulin-like family...
16785127 RHOJ 737 313 188 161E-10 7,78E-07 ras homolog family mem...
16997816 EDIL3 8,28 414 1761 213E-10 8,08E-07 EGF-like repeats and disc...
17059119 SEMA3C 8,04 471 1006 216E-10 8,08E-07 sema domain, immunogl...
16965377 SLIT2 637 327 857 231E-10 8,08E-07 slit guidance ligand 2
16968735 HERC6 858 443 17,76 235E-10 8,08E-07 HECT and RLD domain c...
17083370 PDCDILG2 667 383 7,2 457E-10 1,47E-06 programmed cell death 1...
16981730 VEGFC 10,48 79 596 6,04E-10 1,81E-06 vascular endothelial grow...
16947357 PTX3 692 299 1523 712E-10 1,81E-06 pentraxin 3, long
16666509 IFi44 99 70 743 712E-10 1,81E-06 interferon-induced protei...
16714618 ANK3 854 53 943 796E-10 1,92E-06 ankyrin 3, node of Ranvie...
16830202 XAF1 89 572 903 934E-10 2,15E-06 XIAP associated factorl
‘ 16897834 EFEMP1 726 4,02 949 105E-09 2,24E-06 EGF containing fibulin-lik...
16994272 SEMASA 6,62 3,98 6,25 1,09E-09 2,24E-06 sema domain, seven thro...
16996684 ADAMTS6 614 318 782 112E-09 2,24E-06 ADAM metallopeptidase...
17067696 NRG1 751 459 7,57 1,30E-09 2,36E-06 neuregulinl
1ARSIR71 SFRPINR RQ7 ST Q4R 12DF-NQ 2 3RF-NA cernin nentidace inhihitor v
dac dac dac contr contr contr
N3meHeHune akcnpeccuu B 607 reHax.
[MoBbicunack B 263 reHax

CHusunacb — 344 renax Cell cycle Signaling Pathway

VEGFA-VEGFR?2 Signaling Pathway
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