I pucopvesa Mapus
Ilpumeuanue:

ChIPMunk evioasan owubKy Ha Onuny momuea 27, maxk KaKk MAKCUMaibHoe 3HadyeHue pagHo 22

Ha caiite 6akrepuanpHOi 0a3pl MOTHBOB RegPrecise Obina BeiOpana rpymnmna Micrococcineae.

TF regulogs RNA regulogs Total regulogs

Phylum/class Taxonomic group (regulons) (regulons) (regulons) Genomes
Actinobacteria Bifidobacteriaceae 68 (299) 2(18) 70(317) 10
Actinobacteria Corynebacteriaceae 59 (262) 13 (56) 72 (318) 8
Actinobacteria Frankineae/Propionibacterineae/Pseudonocardiaceae 29 (123) 0(0) 29(123) 9
Actinobacteria Micrococcineae 40 (220) 0(0) 40 (220) 14
Actinobacteria Mycobacteriaceae 30 (154) 12 (80) 42 (234) 9
Actinobacteria Nocardiaceae 35 (114) 0(0) 35(114) 4
I[anee ObLIH BLI6paHBI YCTBIPE PETYIIATOpPA:
Nwms perynsatopa Zur PaaR LexA NrdR
KommaectBo caitToB 35 31 50 23
s g ¢ § £ 2 2 8 2 £ 8 5 3§ 2
£ £ £ 2§z oz f &3 8 ¢t o8
Family Type Regulator § % % & &5 5 o © = £ 2 1 g = Function
ArgR ArgR 1.1 171 1 /[2 2 12 1 1 Arginine biosynthesis
ArsR SutR 1 11 1 Sulfur metabalism
CsoR CsoR 20|20 20 A [ 1 100|874 Copper resistance
DtxR MntR 3 12 1 1 1 1 1 1 1 Manganese homeostasis
FUR Zur 0 00 [ 0 ) S5 S T ) D Zinc homeostasis
GntR/MocR Becav 0044 1
Becav 0410 1 Metabolite transport
Pyridoxine/pyridoxal homeostasis;
E PdxQ = = Metabolite transport
PdxR 1 1 1 Pyridoxine biosynthesis
PdxR2 2 2 Pyridoxine biosynthesis
PdxR2(2) 1 Pyridoxine/pyridoxal homeostasis
PdxR3 101 101 1 1 1 Pyridoxine/pyridoxal homeostasis
GntR/Others Adur 0050 2 2 | 3 1 2 1 1
E Adur 2567 | 1 |1 101 |1 101 |1 1 :-lmull:::;:lrug resistance; Multidrug
E Ansk 2 1 2 Aspartatg utilization; Asparagine
- degradation
Arth 3541 2774704 4
Bcav 0107 1 1 Multidrug efflux
DasR 52 5 [ 2 N-acetylglucosamine utilization
lolR i & 5 4 4 2 4 Inositol utilization
LidR 2 2 2 4 1 2 2 Lactate utilization
LndYR 1 1 Antibiotic resistance
HrcA HrecA 3 4 4 4 3 2 4 3 4 4 3 5 3 Heat shock response
HxIR QorR 2 12 1 Energy metabaolism
lelR LthR 3 3 3 3 2 13 3 3 3 Leucine biosynthesis
Lacl Adur 3503 | 1 1 Sugar utilization
Adur 4078 | 2 2 3 4 Galactosides utilization
Arth 2426 2 02 1 1 2 Sugar utilization
BgaR 2 2 GCalactosides utilization
CelR 1 1 1 1 - * e utilization
FruR 2 3 Bgak utilization
lolR 2 4 . L stilization
Msmk z - 2 1 Jonesia denitrificans DSM 20603 lization
RhaR 4 5 7 1 4 Rhamnose utilization
LexA LexA 5 5 5 4 5 4 4 3 4 3 4 4 SOS response
NrdR NrdR 2 2 2 2 2 1 1 1/1 2 2 1 3 1 Deoxyribonucleotide biosynthesis
NrtR NrtR 3 11 /11 1 1 NAD biosynthesis
Rex Rex 5 5 5§ 3 3 4 Energy metabolism
TetR AmtR 2 2 1 Nitrogen metabolism
BioQ 3 2 2 2 2 Biotin biosynthesis
PaaR 5 7 7 4 5 3 Phenylacetic acid degradation


http://opera.autosome.ru/chipmunk/discovery/mono/new
http://regprecise.lbl.gov/RegPrecise/regulog.jsp?regulog_id=5900
http://regprecise.lbl.gov/RegPrecise/regulog.jsp?regulog_id=6040
http://regprecise.lbl.gov/RegPrecise/regulog.jsp?regulog_id=6559
http://regprecise.lbl.gov/RegPrecise/regulog.jsp?regulog_id=6453
http://regprecise.lbl.gov/RegPrecise/collection_tax.jsp?collection_id=1002
http://regprecise.lbl.gov/RegPrecise/

I[J'Iﬂ KaXXJ0T0 U3 BLI6paHHBIX PEryjIsiTopoB ObL1a HaliJieHa AJIMHa MOTHBA:

Regulog Zur - Micrococcineae

Properties
Regulator type: Transcription factor
Regulator family: FUR A TCA
; . Taa Toalle T-A
Regulation mode: repressor AATI VRSN LIS IYIATS
- . s " R rNmSno~OSS T aNINEERS e D
Biological process: Zinc homeostasis
Effector: Zinc ion, (Zn2+) . .
Built upon 40 sites

Phylum: Actinobacteria EE MORE

Visualization:

Allows to visualize regulog content in
the context of metabolic pathways

Regulog PaaR - Micrococcineae

Properties
Regulator type: Transcription factor
Regulator family: TetR A A c T T T
Regulation mode: repressor -'f“:.-ql'.': Eg,\-—%-.-,\ =W aT éA'_\n
=NMTN DR OMO = N T WD oo -

Biological process: Phenylacetic acid degradaton ~~ TrrTToosees &&H
Effector: Phenylacetyl-CoA . .

Built upon 38 sites
Phylum: Actinobacteria [SEE MORE]

Visualization:

Allows to visualize requlog content in
the context of metabolic pathways

Regulog LexA - Micrococcineae

Properties

Regulator type: Transcription factor

Regulator family: LexA Tc A CA T c A
Regulation mode: repressor LA e b4
Biological process: SOS response TNoThorONRTHERIRE
Effector: DNA damage . .

Phylum: Actinobacteria Built upon 62 sites [SEE MORE]

Visualization:

Allows to visualize regulog content in
the context of metabolic pathways

Regulog NrdR - Micrococcineae

Properties

Regulator type: Transcription factor
Regulator family: NrdR A T
Regulation mode: repressor -E-C.:A IAE =|A A~
Biological process: Deoxyribonucleotide biosynthesis TSRO 2T Re
Effector: Deoxyribonucleotides . 3

Built upon 44 sites
Phylum: Actinobacteria [SEE MORE]

Visualization:

Allows to visualize regulog content in
the context of metabolic pathways

C nomompio uacTpyMenTa ChIPMunk st ickana MOTUB HalICHHOW JUTMHHBI BO BCEX M3BECTHBIX
MHE Tocen0BaTenbHOCTIX. [lomydeHHble TaHHbIe ObLITN 3aIMCaHbl B TAOIHILy HIDKE.


http://opera.autosome.ru/chipmunk/discovery/mono/new

3arem ObLT BHITIOJTHEH MOMCK MOTUBOB B XpoMocoMe 14 (IpUBOXKY CIIHCOK KOMaHHBIX CTPOK B
cucreme linux):

java -jar sarus.jar chr4.fa aaaaaaajib_motif.pwm 11.74123 > log_jib.txt
wc log_jib.txt
43 127 1283 log_jib.txt

java -jar sarus.jar chr4.fa aaaaaaajia_motif.pwm 9.86845 > log_jia.txt
wc log_jia.txt
332 994 9956 log_jia.txt

java -jar sarus.jar chr4.fa aaaaaaajhz_motif.pwm 5.51548 > log_jhz.txt
wc log jhz.txt

77608 232822 2284742 log_jhz.txt

java -jar sarus.jar chr4.fa aaaaaaajhv_motif.pwm 9.18885 > log_jhv.txt

wc log_jhv.txt
2624 7870 77892 log_jhv.txt

[TepBas mudpa (-1 3HaYeHKE) MO BBIBOJA — YHMCIIO HAXOAOK + 1.

Pesynbrarel B TabM1Ie:

TF name lrenri);}fl Chtllfc’ll(\él lmk KDIC Threshold Number of hits
Zur 21 aaaaaaajhv 0.5356 9.18885 2623
PaaR 22 aaaaaaajib 0.63977 11.74123 42
LexA 16 aaaaaaajia 0.68866 9.86845 331
NrdR 16 aaaaaaajhz 0.58907 5.51548 77687

3nauenne nnpopmannonnoro coaepxxkanus (KDIC) paBHoe ~0.5 cunTaercs HOpMaITBLHBIM
(3rauenune KDIC nomxHo BxoauTs B ipomexyTok [0,5:1]). Uem Boite 3Hauenne KDIC, tem nyudine,
CJIeI0BATEIHHO, KOJINYECTBO HAXOJOK JOJDKHO OBITH MEHBIIIE.

B nenom, 3ta koppensuus BeINoIHgeTcs (0COOEHHO B paboTax y MOMX OJHOKYPCHHUKOB, HO MHE,
MOXO0XE, HE O4YEHb 1MoBe3710). HanMeHnbiee uncio Haxonok nomxydaetcs mpu KDIC = 0.63977
(BTOpoe no yOriBaHMIO 3HaYeHHe), a Hanbompiiee — rnpu KDIC = 0.58907 (BTopoe no
BO3pacTaHMI0). IHTEpeCcHO, YTO €CiIM BHICTPOUTH BCE 3HAYEHUS B IOPSAJKE BO3PACTAHUS, TO KaX10€
nocleayouee OyaeT OTIMYaThCs OT MPEABLAYIIETO Ha TOPSAOK.

TF name KDIC*100000 Number of hits
Zur 53560 2623
PaaR 63977 42
LexA 68866 331
NrdR 58907 77687
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http://regprecise.lbl.gov/RegPrecise/regulog.jsp?regulog_id=5900
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http://regprecise.lbl.gov/RegPrecise/regulog.jsp?regulog_id=5900
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