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Habop reHoB

m Bo3bmuTe 0AMH M3 Habopa reHoB U3 crucka

Ytobbl danAbl HE MOBTOPSAUCH Y PA3HbIX CTYAEHTOB, NPEeAAAraeTcs
otcumntatb N-bi danA U3 cnmMcka, B3sB 3a N AeHb BalLero

POXAEHUSA

AEANAMH - 10 anpens B 23:59



https://makarich.fbb.msu.ru/suvorova/students/lists_go/

BapuaHTbl 3apaHUA

BbibpaB Habop reHoB, Bbl MOXETE NOWUTU ABYMS NMYTAMMU
BapuaHT 1: aHaAM3npoBaTb Habop reHoB

BapuraHT 2: BbibpaTb M3 Habopa OAMH FEH U U3yvaTb TOALKO €ro
Mo)XHO caenatb 06a BapuaHTa

ObpaTtnte BHMMaHUE, YTo pasHble Basbl AdHHbIX OPUEHTUPOBAHbI HA
reHbl AU Ha Benkn. B Hawen yuebHon 3apade Mbl ByaeM CUMUTATb, UTO
Hal cnmMcok coctout u3 ID reHoB UAK 6eAKOB, B 3aBUCUMOCTH OT TOrO,
Kakon 6a3omn bypaem NoAb30BaTbCA. B XXM3HU HY)XHO YETKO MOHUMATb, C
Yyem Mbl paboTaem.

B KauecTBe oTBETa HanuLuTe oT4eT Ha 3-5 CTpaHuL, BKAIOYAIOLLUM
onucaHue BallMxX AEMCTBUM, MOAYYEHHbIE PE3YAbTATbl B BUAE CMUCKOB
U\MAU KapPTUHOK, a TaKXe 00CYyXAEHUE NMOAYYEHHbIX PE3YALTATOB.

Otyer OoTrnpaBble Ha Mo4Ty , YKa3aB Balln UMA,
daMUAUIO U Ha3BaHUE AUCLIMNAMHBI B TEME NMUCbMa U Ha3BaHUN c|>a|‘/'|/\a.


mailto:azharikova89@gmail.com

BapunaHTt 1

[TpoaHaAM3upymnTe Ball cnmMcok ID ¢ nomoLlblo cepBUca
https://string db.org/

Protein by name




STRING

Ans HekoTopbix ID String bypeT npeararatb aAbTEPHATUBHbBIE UAU
NOX0OXKWe Ha3BaHUS.

He nyrantecsb, ybeantecn, Uto BbibpaHbl UMEHHO Te ID, uto
yKa3aHbl B BalLEM CMUCKE

‘ToQe"

+| CO06 - Ubiquinone biosynthesis monooxygenase COQ6, mitochondrial; FAD-dependent monooxygenase required for the C5ring hydroxylation during
ubiquinone biosynthesis. Catalyzes the hydroxylation of 3-polyprenyl-4-hydroxybenzoic acid to 3- polyprenyl-4,5-dihydroxybenzoic acid. The electrons required
for the hydroxylation reaction may be funneled indirectly from MADPH via a ferredoxin/ferredoxin reductase system to COQ6

‘CUBN":

+| CUBN - Cubilin; Cotransporter which plays a role in lipoprotein, vitamin and iron metabolism, by facilitating their uptake. Binds to ALB, MB, Kappa and lambda-
light chains, TF, hemoglobin, GC, SCGB1A1, APOA1, high density lipoprotein, and the GIF-cobalamin complex. The binding of all ligands requires calcium. Serves
as important transporier in several absorptive epithelia, including intestine, renal proximal tubules and embryonic yolk sac. Interaction with LRP2 mediates its
trafficking throughout vesicles and facilitates the uptake of specific ligands like GC, hemoglobin, ALB, TF and SCGB1A1.[...]

GIF - Gagtric intringic factor: Promotes abzorption of the esgential vitamin cobalamin (Cbl) inthe ileum. After interaction with CLBN, the GIF-cobalamin complex
is internalized via receptor-mediated endocytosis [a.k a. IFMH, ENSTO0000533847, CCDS7977]

LRPZ - Low-density lipoprotein receptor-related protein 2; Multiligand endocytic receptor (By similarity). Acts together with CUBN to mediate endocytosis of
high-density lipoproteins (By similarity). Mediates receptor-mediated uptake of polybasic drugs such as aprotinin, aminoglycosides and polymyxin B (By
similarity). In the kidney, mediates the tubular uptake and clearance of leptin (By similarity). Also mediates transport of leptin across the blood-brain barrier




STRING

B pe3synbTraTte Bbl Nosy4yuTe rpad

Y6e,£I,MTECb, YTO B HaCTDOﬁKaX BKJIFOYEHbI BCE TUMbI CBA3EM

CYP2781

CYP24A1

@
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Basic Settings

@ Less



STRING

O6paTtute BHMMaHWe Ha pa3aen Functional enrichments in your network

3 13 4 reHoB Hallen BbIOOPKU
NPUHaAANEXAT KaTeropumn
Anterior/posterior lineage
restriction, imaginal disk

© Viewers > (@ Legend > % Settings > [ Analysis = BB Exports > f Clusters > @ More @ Less

Network Stats

number of nodes: 4 expected number of 0
number of edges: 6 PPl enrichment pvalue: 7.22e-07
average node degree: 3
avg. local clustering coefficient: 1
Functional enrichments in your network

> Biological Process (Gene Ontology)

GO-term description count in rgtwork strength false discovery rate
G0:0048099 Anterior/posterior lineage restriction, imaginal disc 3of4 3.42 4.87e-07
G0:0035217 Labial disc development 20f4 3.24 0.00020
G0:0007224 Smoothened signaling pathway 4o0f12 3.06 7.18e-09
GO0:0001746 Bolwigs organ morphogenesis 30f9 3.06 1.73e-06
G0:0060914 Heart formation 20f6 3.06 0.00032

(more...)
Molecular Function (Gene Ontology)

GO-term description count in network  § strength false discovery rate
G0:0005113 Patched binding 20f 5 3.14 0.0024
G0:0070273 phosphatidylinositol-4-phosphate binding 20f6 3.06 0.0024

G0:0005102 Signaling receptor binding 3 of 268 1.59 0.0178




STRING

ObpaTtnte BHUMaHUE Ha OAHY U3 OHTOAOTUIM, OTMEUYEHHbIX KPaCHbIM
MOXHO AWM YTO-TO CKa3aTb 0 Habope reHoB, ONUPasaChb Ha NOAyYEHHbIE 0boralleH1a?

ECTb AU KaTeropumum, KyAa NMNornaAn BCE reHbl U3 cnucka?
B KaKyrO KaTeropmnto nornano HanboAbLLEE KOAMUYECTBO FEHOB U3 CMUCKA?

Biclogical Process (Gene Ontology) | download
Molecular Function (Gene Ontology) | download
Cellular Component (Gene Ontology] | download
Reference publications (PFubMed) download
Local network cluster (STRING)  download
KEGG Pathways | download
Reactome Pathways | download
WikiPathways | download
Annotated Keywords (UniProt)  download
All enriched terms (without PubMed) download
Selected terms only




PANTHER

m [lpoaHaAM3npynTe Ball HABOP reHOB C MOMOLLIbIO CEPBUCA

1. Enter ids and or select file for batch upload. Else enter ids or select file or list from
workspace for comparing to a reference list.
AARS

CARS ¥ | separate IDs by a space or comma
DARS Y

Bribepute chaiin | ®aiin He BblbpaH

Please login to be able to select lists from your workspace.

Selec
List Type:

ID List

Previously exported text search results
Workspace list

PANTHER Generic Mapping

ID's from Reference Proteome Genome
Organism for id I\st[ Absidia glauca (ABSGL) v

O VCF File  Flanking region |20 Kb * O Search Enhancer Data

O000O®@

2. Select organism.

Homo sapiens
Mus musculus
Rattus norvegicus
Gallus gallus
Danio rerio

3. Select Analysis.

O Functional classification viewed in gene list

® Functional classification viewed in graphic charts ®@Barchart O Pie chart

—



http://www.pantherdb.org/

PANTHER

m Onuwurte, KAaKUM KAaccam MPUHaAAANEXAT OEenKU 13 BALLETO
CMNCKa

Protein Class V] View: [100% v
PANTHER Protein Class

Total # Genes: 22 Total # protein class hits: 21

Select Ontology™

20
18
16
14
12 Click to get gene list for a category:
E} RNA metabolism protein (PCO0031)
& 10 B protein-binding_activity modulator (PC00095)
B translational protein (PC00263)
8 B Web
) - Colors by
6 Color picker powered by " = VisiBone
4
2
0 7

Category




BapunaHt 2

m M3 BbibpaHHOro Bamu cnmucka reHoB Bbibepute OAUH ID




[eHOMHbIM bpay3ep

m Hawnante BblbpaHHbIM reH B reHOMHOM Bpay3epe:
https://genome.ucsc.edu/

UCSC Genome Browser on Human (GRCh38/hg38)

. | gene, chromosome range, or other position, see examples “ go ‘ examples

chri (p36.22) (LI 1]

Scale 2 Kb} | hass
chri: 11,804,500| 11,805, 008| 11,8685,588| 11,5608, aoa| 11,808, 503| 11 BBT BGB| 11, 897 539‘ 11, 698 aan| 11,865,5608| 11,509, a08| 11,&89,!
| K atc ign
| ReFerence ﬁssemblu ﬁlternare Han]otupe sequence ﬁngnmenrs
GENCODE W39 (13 items filtered out)
MTHFR CLCHE el It
MTHFR <& CLCHE meiil -
MTHFR ek} cLone [l T
7 RefSeq genes from MCBI
RefSeq Curated L

OMIM Al1lelic Variant Phenotupes
OMIM Alleles
Gens Expression ih S4 tissues from GTEx RNA-seq of 17382 samples, 948 donors (W8, Aug 2819)

== Il L bl AR
1] "l | || “ [ “ |I

ENCODE Candidate Cis-Regulatory Elements (cCREs) combined from all cell tupes

c ENCODE cCREs I
188 _ H3K27AC Mark (Often Found Mear Regulatory Elements) on 7 cell lines from ENCODE
Lagered HIK2TAC
8 _ —
7 4 _ 108 vertebrates Basewise Conservarion by PhyloP

Cons 188 Verts

0.5 _ st e e e e ﬁ'“ mmﬁnfw‘ ;Urmww byl }LU-Hﬁw'r#'m‘r-wrwrwu~m‘4“#*&““#%—14‘.J-%-mw*-%-f*"wwr*r'f"

Zz Alignments o 88 Vertebrates

Fhesus

CKOAbKO TPAHCKPUMNTOB @aHHOTMPOBAHO AASl AQHHOTO reHa?
ObpatiTe BHUMaHWE Ha TPEK KOHCEPBATUBHOCTU, HA KAKWE INEMEHTbI reHa
MPUXOAATCA MUKN TPEKA KOHCEPBATUBHOCTN?



GeneCards

m Hanaute BbibpaHHbIM reH B GeneCards
m  OnuuwuTe AOKaAM3aumto U GYHKLMK FreHa

m Bbibepute Atobor AONOAHUTEABHbBIW PA3AEA U OMULLNTE
NPEACTaBAEHHYO AASI BbIOPAHHOIO reHa MHPOPMaLMIO

m Hanaute Ha cTpaHuue GeneCards ccbinky Ha Human Protein
Atlas.

m [lepenpunte Ha BknaaKy SUBCELL. B KakomM KAETOYHOM
KOMMNapTMEHTE AETEKTUPOBaHa cekpeumsa benka?

m [lepenpute Ha BkAaaKy TISSUE. B Kaknx opraHax
AETEKTUPOBAHbI 3KCNPECCUS FEHA, a B KaKUX cekpeLnsa beaka?

m He 3abbiBanTe MAAOCTPUPOBATbL OTBET COOTBETCTBYHOLLMMM
KapTUHKaMU

m Ecan npo BbibpaHHbIM Bamu ID mano nHdopmaLumnm, To
Bblbepute Apyromv reHm3 Crnmncka




BAXHO

m Ecany Bac BO3HUKAM BOMPOCHI, HE CTECHANTECH MMCATb MHE Ha NouTy!




