Bioinformatic Analysis of
assoclated Protein HMGCR In cow
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» HMGCR: 3-hydroxy-3-methylglutaryl-
Coenzyme A reductase;

» This transmembrane glycoprotein is
Involved in the control of cholesterol
biosynthesis. It Iis the rate-limiting
enzyme of sterol biosynthesis.
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http://string-db.org/newstring_cgi/display_single_node.pl?taskId=EV_RYYo66i8C&node=1066607&targetmode=proteins
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分析结果.doc

Number of amino acids: 888

Molecular weight: 97679.3

Theoretical pl: 6.27

Instability index:51.30 (K-
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3. f¥#HSignalP 3.0
'%‘ Hi‘ B,Jﬁm http://www.cbs.dtu.dk/services/SignalP/

SignalPF-4.8 prediction {euk networks}:; Sequence
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http://www.cbs.dtu.dk/services/SignalP/
http://www.cbs.dtu.dk/services/SignalP/

# Measure Position Value Cutoff signal
peptide?
max. C 24 0.173

max. Y 24 0.264
max. S 13 0.542

Name=Sequence SP='NO' D=0.322 D-
cutoff=0.500 Networks=SignalP-TM
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TMHMM result:

# Sequence Length: 888

# Sequence Number of predicted TMHs: 5

# Sequence Exp number of AAs in TMHs: 113.52092
# Sequence Exp number, first 60 AAs: 22.72743

# Sequence Total prob of N-in: 0.85176

# Sequence POSSIBLE N-term signal sequence
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http://www.cbs.dtu.dk/services/TMHMM/
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TMHMM posterior probabilities for Sequence
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R IR T 5 S RS A G T ], 455
RIAFHMGCRE AR FEREREAN S, 7

ESANEERE S I, - HIALTV20- F37,
Vo7- F/78s 191- F113. 1157- 1179, 1192-

A214.,

T



peelwheelXf 5 — NS IR X 22 iR

MI_ M@
C ®
c§ >
®W“
& Y

T



Score

ProtScale4thH

http://web.expasy.org/protscale/

FrotScale output for user =e quUEnCe
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TargetPHFIPSORT II ser
HMGCR F IV 41 g 5 o1

v TargetP B2 %

##4-targetp vl. 1-prediction resul ts AR AR ERT AT G AT T H TR TR HR
Kumber'of'query'sequences:"ﬂ

Cleavage  site predictions- included.

Using- NON-PLANT networks.

Name: <+~ +++-+-Len -+ mIP- - -SP- - other- - Loc' - RC - TPlen
Sequence: <<+ 888+ 0.288 0. 656 0. 076 -S4+ 23
QUEQEE: <+ e+ oo o-0,000: - 0. 000- - 0. 000
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功能位点预测.doc
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SOPMA:

Ho8 668 7a8

Alpha helix (Hh): 447 is 50.34%

Extended strand (Ee) :

127 1s 14.30%

Beta turn (Tt): 49i1s 5.52%

Random coil (Cc):

T

265 1s 29.84%
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PIG
CANFA
CALJA
RABIT
HUMAN
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95.4
94.1
95.4
95.2
92.7
92.5
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InterproScan
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[PROOOT3L: Sterol-sensing OTH hox, Domaln ~ (61-218)

P330156 T———

[PROOZZ02: Hydroxymethylglutaryl-coenzyne A reductase, Donaln  (475-871) . (464-871)
PFO0366 i S YA i
PSA0065 . o,

Y ———————————————————————
[PROOS0Z3: Hydroxymethylglutaryl-Con reductase, NAD-binding, Donaln  (587-703)

S3F 33033 I—

[PROO90Z9: Hydroxymethylglutaryl-CoR reductase, substrate-binding, Domaln  (441-861)
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nolPR: unintegrated, unintegrated  (46-221)
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