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Mori et al.
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51:1247, 2002)

Hanis et al.
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Hanson et al.
Pratley et al.
Cox et al.
Elbein et al.
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Hegele et al.
Ehm et al.
Mc Carthy et al.
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Submit
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: : No. N terminal transmembrane region C terminal type length

1 72 GNIWTHLLGCVFFLCLGIFYMFR 94 PRIMARY 23

2 108 VFGLFFLGAILCLSFSWLFHTVY 130 PRIMARY 23

3 142 KLDYSGIALLIMGSFVPWLYYSF 164 SECONDARY 23

[Contents] 4 170 PCFIYLIVICVLGIAAIIVSQW 191 PRIMARY 22
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7 272 SHQLFHIFVVAGAFVHFHGVSNL 294 SECONDARY 23

£

[Sample Sequenct

7TEIREEEBTHAHCENFIHA

P ieazA THIFE TS

(htto://sosui.orofephe ity of Zekya S ahRIAINORRATICS


http://sosui.proteome.bio.tuat.ac.jp/sosuimenu0.html)-
http://sosui.proteome.bio.tuat.ac.jp/sosuimenu0.html)-
http://sosui.proteome.bio.tuat.ac.jp/sosuimenu0.html)-
http://sosui.proteome.bio.tuat.ac.jp/sosuimenu0.html)-
http://sosui.proteome.bio.tuat.ac.jp/sosuimenu0.html)-
http://sosui.proteome.bio.tuat.ac.jp/sosuimenu0.html)-
http://sosui.proteome.bio.tuat.ac.jp/sosuimenu0.html)-
http://sosui.proteome.bio.tuat.ac.jp/sosuimenu0.html)-
http://sosui.proteome.bio.tuat.ac.jp/sosuimenu0.html)-

AdRT7 2 /&1 RECHIM S 2 RIEEDHETE

— TMHMM,JPREDIZ &5 FH —
JPRED TMHMM

TMHMM posterior probabilities for Sequence

@
=
Il

-
=
T

[}
o

o

=

[o8

hydrophaobicity

EUU 25 SDU 3"'0

transmembrang —— inside —— outside ——

D7 ILTVXLTEHE7EREBREEB THAHETH
Topology[ZDULyTIEControversial

AdipoR1 AdipoR2

RELEBEODT—42E
& TTopologyZiRE

Permeabilized

Bioinformatics (P

M terminus  C terminus N terminus C terminus M terminus C tarminus M terminus



Conserved Domain DatabaselZ & A8 FDHEEEHEE

119 ekl
CGI-45 protein L
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(C. elegans)

4 301
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(S. cerevisiae)
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Uncharacterised protein family
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