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Pax7 I1s one of the muscle stem cell marker.
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Role of Pax7 in Gene Regulatory networks
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Pax7 remodels the chromatin landscape in skeletal muscle stem cells
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Pax7 binding DNA motif
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# Matriz: EDNAFULL
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 Length: 1612
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# Alizned zequences: 2

# 1. FaI7T_MOUSE

2. 1

# Matrix: EELOSIMGZ

# Gap penalty: 10.0

# Extend penalty: 0.5

#

# Length: BO3

# Tdentity: BO3/803 (100, 0%)
# Similarity:  BO3/B03 (100, 0%)
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s HIEHEXPASYEF| HE R 5P47239# fTcompute parameters
The sequence PAX7_MOUSE consists of 503 amino acids
A AiRE{EFH Tsubmit, FE|I0 L

Number of amino acids: 503
Molecular weight: 54938.72
Theoretical pl: 9.10



Amino acid composition:

« Ala(A) 36 7.2%
« Arg(R) 36 7.2%
« Asn (N) 15 3.0%
« Asp (D) 24 4.8%
*Cys(C) 6 1.2%
*« GIn(Q) 26 5.2%

Leu (L) 36 7.2%
Lys (K) 24 4.8%
Met (M) 11 2.2%
Phe (F) 12 2.4%
Pro (P) 45 8.9%
Ser (S) 52 10.3%

* Glu(E) 27 5.4% « Thr (T) 28 5.6%
« Gly(G) 44 8.7% e Trp (W) 3 0.6%
e His(H) 15 3.0%  Tyr(Y) 17 3.4%

clle(l) 20  4.0% - Val (V) 26 5.2%



Charged Residues

« Total number of negatively charged residues (Asp + Glu): 51
Total number of positively charged residues (Arg + Lys): 60

« Atomic composition:

Carbon C 2393
Hydrogen H 3787
Nitrogen N 709
Oxygen O 744
Sulfur S 17

* Formula: C2393H3787N7090744S17

Total number of atoms: 7650



Extinction coefficients

» Extinction coefficients:

Extinction coefficients are in units of M-1 cm-1, at 280 nm measured In
water.

o Ext. coefficient 42205

Abs 0.1% (=1 g/l) 0.768, assuming all pairs of Cys residues form
cystines

 Ext. coefficient 41830
Abs 0.1% (=1 g/l) 0.761, assuming all Cys residues are reduced



Estimated half-life

« Estimated half-life:
The N-terminal of the sequence considered is M (Met).

* The estimated half-life is:
30 hours (mammalian reticulocytes, in vitro).
>20 hours (yeast, in vivo).
>10 hours (Escherichia coli, in vivo).



Instability index

* Instability index:
The instabllity index (I1) is computed to be 50.00
This classifies the protein as unstable.

« Aliphatic index: 65.57

« Grand average of hydropathicity (GRAVY): -0.658



Protein modeling—phyre?2

PAX7 top template—PAX8(human)



Protein modeling—Swiss model

PAXT template—pax8(human)
GMQE:0.17



ERRWR. PHEMRENNNEAREXS
S H AR YO 44 FR EAE3S (Entry name)
paired box 7 |[Mus musculus (house mouse)] P47239
paired box 7 |[Homo sapiens (human)] P23759
paired box 7 |[Gallus gallus (chicken) 042349
paired box 7 |[Rattus norvegicus (Norway rat)] D3ZRAS8
paired box 7 |[Pan troglodytes (chimpanzee)] H2PY64
paired box 7 |[Pongo abelii (Sumatran orangutan)] H2N8U5
paired box 7 |[Chlorocebus sabaeus (green monkey)] AOAO0D9S8ES




Evolutionary relationships of taxa (Gene)

Homo sapiens
100_{
Rattus norvegicus

99

100 | L— Mus musculus

100 — Gallus gallus

Monopterus albus (swamp eel)

Oryzias latipes (Japanese medaka)

Coturnix japonica (Japanese quail)

HIX 7PN EERcdsRmiL X +
§|J IXNeighbor-Joining %14
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norvegicus (MRELAFR) ZI8]
RS R REwII.
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