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Quick Scan Mode

PROSITE access
_ g PDOCO0022, PS50089, SH3, zing finger Browse:
« by documentation entry
O] add wildcard = » by ProRule description

» by taxonomic scope
« by number of positive hit

PROSITE tools
Scan a sequence against PROSITE patterns and profiles - « ScanProsite - advanced scan
quick scan « PRATT - allows to interactively generate conserved patterns
(Cutput includes graphical wienw and feature detection) o e selige Rt unaligned. pafens,

e
= |

i » T L « MyDomains - Image Creator ™ - allows to generate
i = " custom domain figures.

Enter your seguence or a UniProtkEB (Swiss-Prot or TTEMEL) 1D or
AC [help |
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Advanced Scan Mode

Sequence(s) to be scanned:

Enter
* UniProtkB(Swiss-Prot and TrEMBL) AC and/or ID
(e.g. POO74T, ENTH_HUMAN)
+ PDB identifier(s)
& your own protein sequence(s)

5%
$ !
$&

$ *

.($$ | +

$ %%

Py
%

$/ 6

Exclude motifs with a high probability of occurrence
[’ Do not scan profiles

Enter

Motif(s) to scan for:

+ PROSITE AC and/or ID (e.g. P550808, CHEE)

 your own pattern(s)
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Clear
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Protein database(s):
UniProtkB/Swiss-Prot including splice variants
[ UniProtkB/TrTEMBL [£] PDB
randomize databases | no (-]

WQ fragments

Filter(s).
« Ontaxonomy: | | (e.g.Eukaryota; Eschernchia coli;)
* On description: | | (e.g.protease)

Pattern option(s):
+ Allow at most D X sequence characters to match a conserved position in th

» Match mode | greedy, overlaps, no includes
edy, overlaps, no includes

greedy, overlaps, includes

[T Show low level sgreedy, no overlaps

[ Retrieve comple not greedy, overlaps, no includes
. not greedy, overlaps, includes
Your e-mail. not greedy, no overlaps

Output:
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Protein database(s):
UniProtkB/Swiss-Prot including splice variants

UniProtkB/TrEMBL FDB
randomize databases | no (-]

umg fragments
liter(s):

* Ontaxonomy: |
e_On description: |

Pattern option(sT.
+ Allow at most D X sequence characters to match a conserved position in th

» Match mode | greedy, overlaps, no includes
B greedy, overlaps, no includes
Output: greedy, overlaps, includes

Show low level sgreedy, no overlaps

Retrieve comple not greedy, overlaps, no includes
not greedy, overlaps, includes

| {e.g.profease

Your e-mail: not greedy, no overlaps




Protein database(s):
UniProtkB/Swiss-Prot including splice variants
[ UniProtKB/TTEMBL £ PDB

randomize databases | no (-]
[[1 excluding fragments
Filter(s).
« Ontaxonomy: | | (e.g.Eukaryota; Eschernchia coli;)

» On descripilon. I \UE.g.pmfease,l
option(s):

+ Allow at most D X sequence characters to mat
» Match mode | greedy, overlaps, no includes

P

Output:

] Show low level

Retrieve comple not greedy, overlaps, no includes
. not greedy, overlaps, includes
Your €Tna not greedy. no overlaps

a conserved position in th
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\ \ output: l
* Format  Graphical rich view (=] [ ShG_W low level score
» Show only sequences with at least hit(s) I Refrieve complete sequences

. Your e-mail:
Maximum of matched sequences 1000 (=] .
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ESE m p i 0 d i 0 Ut p Ut: alcohol dehydrogenase class 4 mu/sigma chain

Hits for all PROSITE (release 20.68) motifs on sequence P40394 [UniProtKB/Swiss

$%$
P40394 ADH7_HUMAN (386 aa)
RecHame: Full=Alcohol dehydrogenase class 4 mu/sigma chain; E{ (
AltName: Full=Retinol dehydrogenase;. Homo sapiens (Human)

found: 2 hits in 1 sequence

MFAE QI DK DEMGT AGK VI KCKR AV L WEQKQPF STEETEVAPFKTEEVRIKT LATGICRTDDHVI
KGTMVSKFEVIVGHEATGIVESIGEGVI TVEPGDEVI FLFLPQCRECHACENFDGNLCIRSDITGR
GVLADGTTRFICEGEPVHHFMN T STFTEYTVVDESSVAKI DDA PPERVCLIGCGFSTGYGAAVET
GEVEPGSTCVVEGLGEVGLSVIMGCKSAGASRI IGT DLNKDKFEKAMAVGATECT SFKDSTKFISE
VLSEMTGNNVGYTFEVIGHLETMIDATA SCHMNYGT SVVVGEVEPSAKMLT YDPMLLFTGRTWEGCV
FEGLESRDDVEPELVIEFLAKKF DLDOLI THVLPFEKKI SEGFELLNSGRSIRTVLIE

ruler:

& $ = 1600
% 13=

hits by profiles: [1 hit (by 1 pro '
%

Hits by MF_00627 TDH -

P40394 -
(ADH?_HUMAN) _“ (386 2a)

RecName: Full=Alcohol dehydrogenase class 4 mu/sigma chain; EC=1.1.1.1; AltName: Full=Alcohol dehydrogenase cla
AltName: Full=Retinol dehydrogenase;. Homo sapiens (Human)
Hits on PDB 30 structures: [1AGN-A, 1AGHN-B, 1AGN-C, 1AGN-D, 1D15-A, 1D15-B, 1015-C. 1D15-D, 1D1T-A, 1D1T-B. 1D1T-C,

22 - 386: score = 18.037




Hits for all PROSITE (release 20.68) motifs on sequence P40394 [UniProtKB/Swiss-Prot

found: 2 hits in 1 sequence

P40394 ADH7_HUMAN (386 aa) $ (
RecHame: Full=Alcohol dehydrogenase class 4 muf/sigma chain; EC=1.1 (

AltName: Full=Retinol dehydrogenase;. Homo sapiens (Human)

MFAET QI DK DRMGT A GKV I K KR AV LRE QKPS IEEIEVAPPKTKEVRIKILATGICRTDDHVI
KETMVSEFFVIVGHEATGIVESIGEGVT TVEPGDEVI FLFLPQCRECHNACEN PDGNLCIRSDITGR
EVLADGTTRFICHGEFVHHFMN T STFTEY TWVVLESSVAKIDDAR PPERVCLIGCGFSTGYGARAVET
GEVHEGSTCVVEGLGE VNV IMGCHSAGASRT IGI DLNKDKFEKAMAVGATECTI SEKDSTKRISE
VLSEMIGHNVGYTFEVI-RLETMIDATASCHMNYGT SVWVVEVPPSAKMLTYDEMLLETGRTWEGCWV
FEELESEDDVEELVIEF LK FDL.DQLI THVLFFEKI SEGFELLNSG $

& $ 3=>7?:7 900 1000
T

ruler:

hits by patterns: [1 kit (by 1 pattern) on 1 sequence]

Hits by PS00059 ADH ZRIC Zinc-containing alcohol dehydrogenases signafure :

P40394
(ADH7_HUMAN) . (386 aa)

RecMame: Full=Alcohol dehydrogenase class 4 mu/sigma chain; EC=1.1.1.1; AltName: Full=Alcohol dehydrogenase class IV mul

AltName: Full=Retinol dehydrogenase;. Homo sapiens (Human)
Hits on PDB 3D structures: [1AGN-A, 1AGMN-B, 1AGN-C, 1AGN-D, 1D15-A, 1D1S-B, 1D15-C, 1D1S-D, 1D1T-A, 1D1T-B, 1DAT-C, 1D1T-0]
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Cinnamyl-alcohol dehydrogenase (EC 1.1.1.1585) (CAD) [5]. CAD 15 a plant enzyme involved in the biosynthesis of lignin.
Galactitol-1-phosphate 5-dehydrogenase (EC 1.1.1.251).
Escherichia coli L-idonate 5-dehydrogenase (EC 1.1.1.264).
Pseudomonas putida 5-exo-alcohol dehydrogenase (EC 1.1.1.-) [B].
Escherichia coli starvation sensing protein rspB.

Escherichia coli hypothetical protein yjgB.

Escherichia coli hypothetical protein yjgV.

Escherichia cali hypothetical protein yjji.

Yeast hypothetical protein YALOB0w (FUN49).

Yeast hypothetical protein YALOG 1w (FUNSD).

Yeast hypothetical protein YCR105w.

The pattern that we developed to detect this class of enzymes is based on a conserved region that includes a
histidine residue which is the second ligand of the catalytic zinc atom.

This family also includes NADP-dependent quinone oxidoreductase (EC 1.6.5.59), an enzyme found in bacteria
(gene qor), in yeast and in mammals where, in some species such as rodents, it has been recruited as an eye
lens protein and is known as zeta-crystallin [7]. The sequence of quinone oxidoreductase is distantly related to
that other zinc-containing alcohol dehydrogenases and it lacks the zinc-ligand residues. The torpedo fish and
mammilian synaptic vesicle membrane protein vat-1 is realted to gor. We have developed a specific pattern
for this subfamily.
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