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2 MRNAS 1T
£ GeneBank 3k 2]Rv1636 [ MRNAJT 1]

Mycobacterium tuberculosis H3/Rv complete genome; segment 6/13

GenBank: BX3425/7 1

GenBank  Graphics

be1(33624030: 111194111634 Myeabacterium tuberculosis H3TRv comlete genome: seement 6/13
AT GO T AT A A TOO TOGTAG G ARG AL G T TCGCACTCR TORATOCRAGCOGTAGATCRCG

GG A AT GO ARG T TR AT CATCR LU TU RGO AT ACCT ACCTCAGUALGAGGACGL

TG A AT TCTCAAGG AL ARAGCT ACAAGGTOACGGCACTRLOCOGATUTACCAGATCTTG

CACRACG ARG AN AT T A AR GO ETEOC AAARCT TURAGG AACGRCORATCRTCRGCGCCC

O TG G T TG T AN TG AT A AG ARG LR ACCTCCTRETCR TORGCAATTORGTCT

AGCACCATCL LG TG e T TCOATCLGTACCROCCAATG TR TCACGCCOGECCARGGTORACETG
CTCATCRTGCACACCACTTAG
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WebLabF

#CdsCount: 1

#Coding GC 63.72%

#1st letter GC 67.35%
#2nd letter GC 42.86%
#3rd letter GC 80.95%

#Codon AA Fraction Frequency Number

GCC

GAC
ATC

AAG
CTG
GTC
GTG

A

<< X =

0.583 95.238

0.833 68.027
0.889 54.422

0.875 47.619
0.583 47.619
0.412 47.619
0.412 47.619
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 fEUniprot#X2|Rv1636 1 2 IR T 7]

Sequence Length Mass (Da) Tools
006153 [UniParc]. FASTA 146 15,312 Elast -
Last modified July 1, 1997 Version 1.
Checksum: 23FDES15DE3EF4ED
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Miuumbheaey of amino acids=s:

Molecular weight:

Theoretical pI:

Aminoe acid composition:
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Total number of negatively charged residues (Asp + Glu): 20
Total number of positively charged residues (Arg + Lys): 16

Atomic composition:

Carbon C GLY
Hydrogen H 1101
Nitrogen N 1593
Oxygen 0 214
Sulfur S 2

Formula: Cgg7H1101N153021452
Total number of atoms: 2177

Extinction coefficients:

This protein does not contain any Trp residues. Experience shows that
this could result in more than 10% error in the computed extinction coefficient.

-1

Extinction coefficients are in units of Mt cm , at 280 nm measured in water.

Ext. coefficient 5960
abs 0.1% (=1 g/1) 0.389



Eztimated 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, 1n vivo).
»10 hours (Escherichia coli, in vivo).
Instability index:

The instability index (II) is computed to be 25.53
This classifies the proteln as stable.

Aliphatic index: 106.30
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Secondary structure

Helix ~ Strand ] Tumn

Beta strand
Helix
Beta strand
Helix
Beta strand
Helix
Beta strand
Helix

Beta strand

6-9
15-27
32 -39
66 - 78
64 - 90
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128 — 135
139 — 142
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TMHMM posterior probabilities for sp 0068153_Y1636_MYCTU
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. Mycobacterium

tuberculosis H37Bw

MEZEREVVV AVENAENIZBENANLITEARANL ARZEEIL IVEREVEALVEL

. Mycobacterium

marinum M

Bz Bl vvvE BovE:lvlzcvlic

. Mycobacterium

kensesii ATCC 12478

% | e arvEzvlacvlc

. Mycobacterium

ulcersns Agy33

Bz Bl vvvE Rz vlzrvil

. Mycobacterium

parescrofulaceum ATCC BAR-614

o | B:lvi:vik

Bozvef:g

. Mycobacterium

lepree TH

Bz EllvvvE Rz vlzrvil

booz:fei:

-1 [ [ Jee Joo [ra [

. Mycobacterium

gvium subsp. evium ATCC 25251

o-F | Pawd | vyl

| By Y

. Mycobacterium

colombiense CECT 3035

o-F | | BByl

| By Y4

[T

. Mycobacterium

gvium subsp. perstuberculosis E-10

o-F | | vBvllvl2ovlL

| By Y4

ery
(=1

- Mycobacterium

intracellulare ATCC 13550

o-F | | BByl

| By Y4

ery
[

- Mycobacterium

intracellulare ATCC 13350 hypothetical proteidBrENEvvvE

BBl

| By Y4

rery
(5]

- Mycobacterium

xenopi RIVMTOO03E7

9 | e vBalvl2ovBeL

- Mycobacterium

phlei RIVM&01174

BBl vE vBallvlaivlc

- Mycobacterium

evium 104

5. Mycobacterium

smegmatis str. MCZ 155

BrovvERvELE
il EllvvviE E2lvizcvi

- Mycobacterium

thermoresistibile ATCC 18527

% b | e

. Mycobacterium

ap. MCS

Mycobacterium venbealenii PYR-1

- Mycobacterium

gilvum PYR-GCE

Mlsyllvvvll

- Mycobacterium

intrecellulare MOTT-g4




o) g A AR

69| Mycobacterium intracellulare ATCC 13950
Mycobacterium intracellulare ATCC 13950 hypothetical protein

96

92 Mycobacterium colombiense CECT 3035

Mycobacterium avium subsp. avium ATCC 25291

911 0 L Mycobacterium avium subsp. paratuberculosis K-10
- Mycobacterium parascrofulaceum ATCC BAA-614
4 Mycobacterium tuberculosis H37Rv
Mycobacterium kansasii ATCC 12478
51 | 40 Mycobacterium leprae TN
06| | Mycobacterium marinum M
99 || 100 L Mycobacterium ulcerans Agy99
—— Mycobacterium xenopi RIVM700367

—— Mycobacterium phlei RIVM601174
—— Mycobacterium smegmatis str. MC2 155

Mycobacterium thermoresistibile ATCC 19527

100
63 Mycobacterium sp. MCS
51 Mycobacterium vanbaalenii PYR-1
70 Mycobacterium gilvum PYR-GCK

— Mycobacterium avium 104
100 L Mycobacterium intracellulare MOTT-64
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Predicted residue error [Angstram]

Residue error plot

Predicted local error for structure Batch.1.short.pdb
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3.Crystal structure of hypothetical protein Rv1636
from Mycobacterium tuberculosis H37Rv
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