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Q96H96 PRELIHINARY: PRT: 766 AA.

Q96M96;

01-DEC-2001 {TrEMBLrel. 19, Created)

01-DEC-2001 (TrEMBLrel. 19, Last sequence update)

01-FEB-2003 (TrEMBLrel. 23, last annotation update}

Hypothetical protein FLJ32732.

Homo sapiens (Human).

Eukaryota: Metazoa: Chordata; Craniata; Vertebrata; Euteleostomi:
Mammalia. Eutheria: Primates; Catarrhini; Hominidae; Homo.
NCBI_TaxID=9606;

[1]

SEQUENCE FROH H.A.

TISSUE=TESTIS:;

Ishibashi T., Kanehori K., Yosida M., Watanabe S., Ishida S., Ono Y..
Hotuta T.. Hiracka S.. Hurakawa K., Takiguchi S.. Kusano J.,
Watanabe M., Fujimori K., Tanai H., Ishida M., Yamashita H., Chiba Y..
Sugiyama T., Irie R.. Otsuki T., Sato H., Wakamatsu A.., Ishii S..
Yamamoto J., Isono Y., Kawai-Hio ¥., Saito K., Nishikawa T.,
Kimura K.. Matsuoc K.. Hakamura ¥.. Sekine M., Kikuchi H., Kanda K.,
Wagatsuma M., Takashashi-Fujii 4., Oshima 4., Sugiyama A., Kawakami B.,
Suzuki Y., Sugano 5., Hagahari K., Masuho Y., WNagai K., Isogai T.;
“HEDO human cDN& sequencing project.”;

Submitted {OCT-2001) to the EMBL/GenBank-DDBJ databases.

—I— SIMILARITY: CONTAINS 2 PH DOMAINS.

EMBL:; AK057294; BAB71413.1; -.

InterPro; IPR001849; PH.

InterPro: IPR000219: RhoGEF.

InterPro; IPRO00306; Znf_ FYVE.

Pfam: PF01363; FYVE; 1.

Pfam; PF00169; PH: 2.

Pfam: PF00621; RhoGEF; 1.

SHART: SMO0064: FYVE; 1.

SHMART; SM00233; PH; 2.

SHART: SHM00325: RhoGEF; 1.

PROSITE:; PSS50010; DH_2: 1.

PROSITE; PSS0003; PH_DOMAIN; 2.

PROSITE; PS50178; ZF_FYVE; 1.

Hypothetical protein.

SEQUENCE 766 AA; 86596 MW.; 125E9BOCO08SBAESE CRC64:

MEEIKPASAS CVSKEKPSKY SDLISRFEGG SSLSNYSDLK KESAVNLINAP RTPGRHGLTT
TPOQOKLLSQH LPQROGNDAD KTQGAQTCVA NGVHAAQNQM ECEEEKAATL SSDTSIQASE

PLLDTHIVNG ERDETATAPA SPTTDSCDGN ASDSSYRTPG IGPYLPLEER GAETETKVQE
PRNCFEPTRT FATNAHHEWY TTNENYTHYT ANRTTTTRERA VUNRTNTTNN URVOYTTRRA
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Adjacent Matrix:
P1 P2
P1 0 0
P2 1 0
P3 0 0
P4 0 1
P5 1 0
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Start Node = P3 Start Node = P4 Start Node = P5
Maximum 5 nodes visited. Maximum 5 nodes visited. Maximum 5 nodes visited.
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1 = Purine metabolism
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3= Sterol biosynithesis

28 = N-CGlycans biosynthesis

4 = Arginine and proline metabolistn
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30 = Methionine metabolism |

6 = beta-Alanine metabolism
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7 = Glycine, serine and threonine metabohsrn

32 = Pyruvate

8 = Pentose phosphste pathway
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13 = Oxidstive phosphorylation:

38 = Aminosugars metaboiism

14 = Citrate cycle (TCA cycle)
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38 = Alanine and s metaboism
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16 = Glutathione metabolism
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20 = Tyrosine metabolism 45 = Propanoate metabolism
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23 = Porphyrin and chiorophyll metabolism 48 = Cysteine metabolism 3

24 ='C21-Steroid hormone metabolism 49 = Butanoate inetaboiism !

25 = Androgen and estrogen metabolism 50 = Synthesis and degradsation of ketone bodies

# 1.2 3 45 6. 78 910111211374 15116117148 19:20121 22125 24 95198 9 3013132133 3413513615738 3540 41 4243 44145 45 47 48 4950
1.8, 08, 00101 1.0/ 0 0 00 0 0/06 0000 01000000000 000000000 0000000000
230 00000000000 0000000000 606000000080 01T00 1000000000600
300 D000 000000000 00000 0001000000000 0100000000000 00701
40000100 001000010000 0000 0000000000 000000000000 000000
5/ 0.1/01, 0 00 00000 0 1000000 000000000000 000000000000 000000
6 0:1.0/1/0 000 00 000 000600 00006060660 1 0000 00068 0700000101000
0000000001 00000000000 6900606070100 000060100 00000100
8:1 10 0/0 000 0000 0/0 0 0 1000 0000000666 a0 0060000000170 00 006 080
900,0.00000000000 00000000000 0016¢0 0000000700010 00008 000
100 000 00000 000 0000000000008 00000009 0700006001070 00000
;0000 0 0000100000000 000 00000000000 0¢T0 000000000000 000
120000000000 0000000000 000000000000080oTooooed oo dond
1310000 0000000 0000000000000 0000000000 000000000000 000
14 00001 00000000000 000000000000000 11T 9000017101 1T01010770
15/00010/0 0 0/0/0 00 007000 0000000000000 00006000000 1000000070000

FIG 4D




13/13

COxidalive phosphorylation

i

Purine metabolism

FIG 4E



