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e https://prosite.expasy.org/

p r e Ay Home @ ScanFrosite ) Browse v ‘i ProRule v ) Decumentstion € Downloads [ B contsct

e

Search PROSITE Search

Database of protein domains, families and functional sites

@ SARS-CoV-2 relevant PROSITE motifs

PROSITE consists of documentation entries describing protein domains, families and functional sites as well as associated patterns and profiles to identify
them [More._. / References / Commercial users ].

PROSITE is complemented by ProRule | a collection of rules based on profiles and patterns, which increases the discriminatory power of profiles and
patterns by providing additional information about functionally and/or structurally critical amino acids [More._].

Release 2025 01 of 05-Feb-2025 contains 1952 documentation entries, 1311 patterns, 1399 profiles and 1415 ProRule.

Search PROSITE Browse PROSITE

e.g. PDOC00022, PS50089, SH3, zinc finger © B AT &l
« by ProRule description

« by taxonomic scope
« by number of positive hits

Search add wildcard ™

Quick Scan mode of ScanProsite Other tools
PRATT
Quickly find matches of your protein sequences to PROSITE signatures (max. 10 allows to interactively generate conserved patterns from

sequences). [7]

a series of unaligned proteins.
MyDomains - Image Creator
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|Search PROSITE || Search |
Database of protein domains, families and functional sites

@ SARS-CoV-2 relevant PROSITE motifs

PROSITE consists of documentation entries describing protein domains, families and functional sites as well as associated patterns and
profiles to identify them [More... / References / Commercial users ].

PROSITE is complemented by ProRule , a collection of rules based on profiles and patterns, which increases the discriminatory power of
profiles and patterns by providing additional information about functionally and/or structurally critical amino acids [More.. ].

Release 2025_01 of 03-Feb-2025 contains 1952 documentation entries, 1311 patterns, 1399 profiles and 1415 ProRule.

Search PROSITE Browse PROSITE

| |e.g. PDOC00022, PS50089, SH3, zinc finger - LB AT S

B CROR R ASREET (sp1) [spfasta1 D7 /B
BaglE A AL T IScan Ra %184

Quick Scan mode of ScanProsite ‘ Cther tools Sp 1 'j: . %H H@ E‘Z E . ﬁ\{t .

PRATT
Fb >

Quickly find matches of your protein sequences to PAOSITE signatures (max. allows to interactively generate conservecﬁr FL\,_\ 1%“ fd: & g < O) E
10 sequences). [7] = = patterns from a series of unaligned pru-tel%l E’] s *El [_ Fﬁ ‘q_-_d—%)
=5p|P08047|SP1_HUMAN Transcnplmn factor/Sp1 OS=Homo sapiens MyDomains - Image Creator % JAURITE x
0X=9606 GN=SP1 PE=1 5V/=3
MSDQDHSMDEMTAVVKIEKGVGGNNGGNGNGGGAFSQARSSSTGSSSST allows to generate custom domain ﬁg”rwgli S CEEBRELTERF
GGGGQESQPSP iy w + A - —
IégéLéQAA_FF?T%RIESPNENSNNS QGPSQSGGTGELDLTATQLSQGANGWQIIS ( D N A( - ﬁtl:l (=) L/ "C EK 5‘ %

KEQSGSSTNGSNGSESSKNRTVSGGQYVVAAAPNLANQQVLTGLPGYMP

NIQYQVIPQFQ y FlEH S B2 /N0 E)

For UniProtKB/TrEMBL sccezsionsfidentifiers, only thoze of enfriez belonging fo reference

[ScanRAZd
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PROSITEDFIA (2)

p e Ay Home &) srProsie €, Brow=e w = ProRule v (] Documentation ) Dowricads @ oot B Contact
e, A, gl

[Search PROSITE || Search |

ScanProsite Results

Ouput format: Graphical view - this view shows ScanProsite results together with ProRule-based predicted intra-domain features if a ProRule
exists [help].

Hits for all PROSITE (release 2025_01) motifs on
1 FASTA sequence(s): sp-P08047-SP1_HUMAN

Mote: Scan performed locally.

Found: 6 hits in 1 sequence

5p-POED4T-SP1_HUMAN (785 aa)

MSDQDHSMDEMTAVVE LEKGVGGNNGENGNGGEAF SQARSSS TGS 5SS TGRGEESQPSPLALLAA
TCERIESPNENSNNSQGPSQSGETGELOLTATOLSQGANGW)IISSS SGATPTAKEQSGSSTNGSN
GSESSKNATVSGGOYVVALAPNLONOOVL TGLEGVMPNIQYQYIPOF QTVDGQOLOFAAT GAGVOQ
DGESGQIQLIPGANQQL L THRGSGGNI LAAMPNLLOQAVP LGG LANNY LSGRTQYVTNVPVALNGNI
TLLPVNEVS AR TLTEESQAVTISESGEQESGEOPVTSGT TISSASLVSSQASSSS FFTNANSYSTT
TTTSNMGIMNF TTSG5SGTNSQGOTPORVSELOGSDALNIQIND TSGES LOAGHQKEGEQNQQTOY
QOILIQPOLVIGGALQALGAAPLSGOTFTTOALSQE TLONLOLGAVPNSGPTLIRTPTVGPNGQY
SWOTLOLONLOVONPQAQTITLAPMOGVELGYTSESNTTLTP IASAAS IPAGTVTVNAAQLESHPG
LQTINLSALGTSGIQVHPIQGLPLATANAPGOHGADL GLHGAGGDGI HDD TAGGE EGENS PDAQRQ
AGRRTRREACTCPYCKDSEGRGSGOPGKKKQHICHIQGLGKVYGK TSHLRAHL RWHTGERPFMCTH
SYCGKRFTRSDELQRHKRTHTGEKKF ACPECPKRFMASDHLS KHIKTHONKK GGPGVALSVGTLEL
DSGAGSEGSGTATPSALLTTNMVAME ALCPEGLAR LANSGINVMQVADLQSINISGNGF

Legend:
* L
disulfide bridge active site other ‘ranges’ other sites
Please note that the graphical representations of domains displayed hereafier are for illustrative purposes only, and that their colors and shapes are not intended to indicate
homology or shared function.
For more information about how these graphical representations are constructed, go to https:/'prosite. expasy.org/mydomains/.

hits by profiles: [3 hits (by 1 profile) on 1 sequence]
Upper case represents match positions, lower case insert positions, and the '-' symbaol represents deletions relative to the matching profile.

i A0 200 300 dix) 590 600 T 800 S0 1060
ruler:

s5p-PO204T-SP1_HUMAN sp-POBD47T-
SP1_HUMAN

785 as
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[Search PROSITE || Search |

ScanProsite Results

Ouput format: Graphical view - this view shows ScanProsite results together with ProRule-based predicted intra-domain features if a ProRule
exists [help].

Hits for all PROSITE (release 2025_01) motifs on
1 FASTA sequence(s): sp-P08047-SP1_HUMAN

Note: Scan performed locally.

Found: 6 hits in 1 sequence

sp-POS04T-SP1_HUMAN (785 aa)

MSDQDHSMDEMTAVVK T EK GVGGHNGGNGNGGEAF SOARSSS TE555 5 THEGEOESIPSPLALLAA
TCSRIESPNENSNNSQGPSOSGETGELDL TATQLSOGANGH] T1SS5SGATPTSKEQSGESTRGSN
GSESSKNRTVSGEOYVVARAPNLONOOVL TELPGYMBNIOYQYI PR QTVDGOOLOFAAT GADVOD
DBSGRIOTIPGANGOT I TNRGSGANT TAMMPNLLOQAVPLOG LANNYLSGOTQYWTNVEVALNGNT
TLLPVNSYSAATLTPSS0AVT IS5 SGSQESGSQPVTSGTTISSASLYSSQASSSSFFTNANSYSTT
TTTSKMGIMNF TTS655GTHSQGOTEORVSGLOGSDALNIGINGTSE6S LOAGOOK EGEQNDGTOR
QOILIQPOLVOGEOAL QAL GAAPLSGOTFTTQATSOE TLONLOLOAVPNSGRT TIRTRTVGENGOY
SHOTLQLONLOVONPQAQT ITLAPMQGYSLGQTSSSNTTLTPLASAAS IPAGTVTVNAAQLS SMPG
LOT INL SALGTSGIQVHPIOGLPLAT ANAPGOHGAQL GLHGAGEDGTHOD TAGGE EGENS PDAEQ
AGRRTRREACTCPYCKDSEGRGSGOPGKEKOHICH IOBEEKVYGK TSHLRAHL RWHTGERPEME
SYCGKRFTRSDELQRHKRTHTGEKKF ACPECPKRFMRSDHLS KHIKTHONKK GGPGVALSVGTLP
D5GAGS EGSGTATPSAL LT THMVAME ALCPEGTAR LANSGINVMOVADLOS INTSGNGE

eoend : : TOEF—TOEDLEIZH—VILZFELE.,
P e e e s oo o i G o BB B TEAE B LR TR
noﬁ!{s@#{tr%ccmahsﬂ

e ™' symbol represents deletions relatfye to the matching profile.

For more information about how these graphical representations are constructed, go

hits by profiles: [3 hits (by 1 profile) on 1 sequence]

Upper case represents match positions, lower case insert positions, a

300 dix) 540 600 o ] S0 10
ruler:

5p-PO204T-SP1_HUMAN sp-FO8047- F_
(=2l 785 aa
SP1 _HUMAN v

PES50157 -

626 - 655: SCOn 14.087
HICHigGCGKVYGKTSHLRAHL RWHTGERP




PROSITEDFIA (4)

hits by profiles: [3 hits (by 1 profile) on 1 sequence]

JaJrAIL

Upper case represents match positions, lower case insert positions, and the ™' symbol represents deletions relative to the matching profile.

1004

1 10 200 300 4o 500 600 700 B0 S0
ruler:
sp-POZ04T-5SP1_HUMAN sp-POB04T-
785 as
SP1_HUMAM
626 - B55: score = 14.087

HICHigGCGKVYGKTSHLRAHL RWHTGERP

Predicted feature:
ZN_FING 626 850 fmote="C2H2-type "
656 - BB5: score = 16.082

EMCTwsYCGKRFTRSDE LORHKRTHTGEKK
Predicted feature:

ZM_FING 658 geo Imote="C2H2-type "

686 - 713: score =13.131
EACPECPKRFMASDHLSKHIKTHONKKG

Predicted feature:

ZM_FING 628 708 Imote="C2H2-type "

hits by patterns: [3 hits (by 1 pattern) on 1 sequence]

[condition: =3=[C]= and <8=[C]> and
<18=[H]> and <23=[H]*]

[condition: <3=[C]> and <8=[C]> and
<18=[H]= and <23=[H]=]

[condition: <3=[C]= and <8=[C]> and
<18=[H]> and <23=[H]*]

INF—> (IE3R

&)

1004

i i) 200 o] S0l
ruler:
sp-POZ04T-5P1_HUMAN sp-POED4T- / 725
az
SP1_HUMAN -
PE00028 :
628 - 650: [confidence level: (0)]
ChiggCgkvygktshlraHlrw..H
658 - 680: [confidence level: (0)]
CtwsyCgkrFtrsdelgrHkrt. . .H
688 - T08: [confidence level: (0)]

Cpe..CpkrFmrsdhlskHikt..H

EvkLi=/\2—>
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|Search PROSITE |[Search|

PROSITE documentation PDOC00028 [for PROSITE entry PS50157]
Zinc finger C2H2-type domain signature and profile

Description Technical section References Copyright  Miscellaneous

> ~ O ~ O -
ELLMNNE—2 (TAOT7A )L, ERKR) Z:ERL
- > ~ — —_— ~ LN ~ . _§ ~
TH. L\ofzA R XA T—30 TV MITR A
'Zinc finger’ domains [1,2,3,4,5] are nucleic acid-binding protein structures first identified in the Xenopus transcription factor TFIIIA. These domains have
since been found in numerous nucleic acid-binding proteins. A zinc finger domain is composed of 25 to 30 amino-acid residues. There are two cysteine or

histidine residues at both extremities of the domain, which are involved in the tetrahedral coordination of a zinc atom. It has been proposed that such a
domain interacts with about five nucleotides. A schematic representation of a zinc finger domain is shown below:

Description

zinc fingerEF—27C2H22 4 7 M EREA

S COR—SDTFOHI R TUR—
x 1 x ANDNVINHD

Many classes of zinc fingers are characterized according to the number and positions of the histidine and cysteine residues involved in the zinc atom
coordination. In the first class to be characterized, called C2H2, the first pair of zinc coordinating residues are cysteines, while the second pair are
histidines. A number of experimental reports have demonstrated the zinc-dependent DNA or RNA binding property of some members of this class.

Some of the proteins known to include C2H2-type zinc fingers are listed below. We have indicated, between brackets, the number of zinc finger regions
found in each of these proteins; a '+ symbol indicates that only partial sequence data is available and that additional finger domains may be present.

+ Saccharomyces cerevisiae: ACE2 (3), ADR1 (2), AZF1 (4), FZF1 (5), MIG1 {2), MSN2 (2), M5N4 (2), RGMT {2), RIM1 (3), RME1 (3), SFP1 (2),
SSL1 (1), STP1 (3), SWIS (3), VAC1 (1) and ZMS1 (2).

+ Emericella nidulans: briA (2), creA (2).

= Drosophila: AEF-1 (4), Cf2 (7), ci-D (5), Disconnected (2), Escargot (5), Glass (5), Hunchback (6), Kruppel (5), Kruppel-H (4+), Odd-skipped (4),
Odd-paired (4), Pep (3), Snail (5), Spalt-major (7), Serependity locus B (8), delta (7), h-1 (8), Suppresser of hairy wing su(Hw}) (12}, Suppressor of
variegation suvar(3)7 (5), Teashirt (3) and Tramtrack (2).

BE B/ NA—2 DIER 8
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Description Technical section References Copyright Miscellaneous

PROSITE methods (with tools and information) covered by this documentation:

O
ZINC_FINGER_CEH@ finger C2H2 type domain profile (MATRIX) 7 D 7 7 /r ) l/ ( MAT R I X)

TS—

» Sequences in UniProtKB/Swiss-Prot known to belong to this class: 2278
~ detected by PS50157: 2062 (true positives)
» undetected by PS50157: 216 (216 false negatives and 0 "partial’)

» Other sequence(s) in UniProtkB/Swiss-Prot detected by PS50157:

8 false positives and 4 unknowns. 353: N PS5O 1 57 O) Ij;.l "?‘s.%

» Domain architecture view of Swiss-Prot proteins matching PS50157

e BTHED

» Retrieve an alignment of UniProtkKB/Swiss-Prot true positive hits:
Clustal format, color, condensed view / Clustal format, color / Clustal format, plain text / Fasta format
» Retrieve the sequence logo from the alignment
» Taxonomic distribution of all UniProtkB (Swiss-Prot + TrEMBL) entries matching PS50157
= Retrieve a list of all UniProtkB (Swiss-Prot + TrEMBL) entries matching PS50157
= Scan UniProtkB (Swiss-Prot and/or TFTEMEL) entries against PS50157
= Matching PDB structures: 1A1F 1A1G 1ATH 1A11 ... [ALL]

O N
ZINC_FINGER_CZHﬁm finger C2H2 type domain signature {PAWERN)‘ / \ 9 _‘/ ( PATT E R N )
N
= Consensus pattern:
C-x(2,4)-C-x(3)-[LIVMFYWC]-x(8)-H-x(3,5)-H
The 2 C's and the 2 H's are zinc ligands
» Sequences in UniProtKB/Swiss-Prot known to belong to this class: 2280
o detected by PS00028: 2159 (true positives)
= undetected by PS00028: 121 (120 false negatives and 1 "partial’)
» Other sequence(s) in UniProtkKB/Swiss-Prot detected by PS00028:
247 false positives and 14 unknowns.
» Retrieve an alignment of UniProtkB/Swiss-Prot true positive hits:
Clustal format, color, condensed view / Clustal format, color / Clustal format, plain text / Fasta format
» Retrieve the sequence logo from the alignment
» Taxonomic distribution of all UniProtkB (Swiss-Prot + TrEMBL) entries matching PS00028
» Retrieve a list of all UniProtKB (Swiss-Prot + TrEMBL) entries matching PS00028
= Scan UniProtkB (Swiss-Prot and/or TITEMBL) entries against PS00028
« Matching PDB structures: 1A1F 1A1G 1A1TH 1A1] . [ALL]

BRI/ N 2—> DIER
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|Search PROSITE || Search |

PROSITE entry PS50157

View entry in original PROSITE format

View entry in raw text format (no links)

View entry auxiliary file in raw text format (no links)
Direct ScanProsite submission

General information about the entry

PURL [info] https://purl.expasy.org/prosite/signature/PS50157
Entry name [info] ZINC_FINGER_C2H2_2
Accession [info] PS50157

Entry type [info] MATRIX < :Ea—__jo)ﬁﬁ(MATRlx 70D77,r)[/)

01-DEC-2001 CREATED;

Date [info] 07-APR-2021 DATA UPDATE;
29-MAY-2024 INFO UPDATE.

PROSITE Doc. [info] PDOCO0023

Associated ProRule [info] PRUO0042

Name and characterization of the entry

Description [info] Zinc finger C2H2 type domain profile. < :E 9—- - 7 0) *g% ﬁlé

Matrix { Profile [info]

J/GEMERAL_SPEC: ALPHABET='ABCDEFGHIKLMNPQRSTVWYZ'; LENGTH=28;

/DISJOINT: DEFINITION=PROTECT; N1=3; N2=2&;

JNORMALIZATION: MODE=1; FUNCTION=LINEAR; R1=-08.6689808; R2=0.0207331; TEXT='NScore';
JNORMALIZATION: MODE=-1; FUNCTION=LINEAR; R1=1309.8804932; R2=0.9673913; PRIORITY=1;
TEXT="Heuristic 5.8%";

JCUT_OFF: LEVEL=@; SCORE=442; H_SCORE=1737; N_SCORE=8.5; MODE=1; TEXT="!";

JCUT_OFF: LEVEL=-1; SCORE=345; H_SCORE=1644; N_SCORE=6.5; MODE=1; TEXT="2";
/DEFAULT: D=-20; I=-20; B1=-58; E1=-5@; MI=-1@5; MD=-185; IM=-105; DM=-185;

» More

Post-processing [info] :E?'——jo)ﬁagljl \09—_)
(ZBZI74)L)
BE B/ NA—2 DIER 10
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/GENERAL SPEC: ALPHABET='ABCDEFGHIKLMNPQRSTVWYZ';
DEFINITION=PROTECT;
/NORMALIZATION: MODE=1;
/NORMALIZATION: MODE=-1;
/CUT OFF: LEVEL=0;

/DISJOINT:

/CUT OFF: LEVEL=-1; SCORE=345; H SCORE=1607; N SCORE=6.5; MODE=1; TEXT='?';
/DEFAULT: D=-20; I=-20; B1l=-50; E1=-50; MI=-105; MD=-105; IM=-105; DM=-105;
A B C D E F G H I K L M N P 0 R S T Vv W Y 7

/1: B1=0; BI=-105; BD=-105;
/M: SYy='y'; M=-19,-21,-24,-25,-21, 39,-28, 10, -2,-17, 2, 0,-17,-28,-19,-13,-18,-10, -7, 12, 48,-21;
/M: SY='K'; M= -4, -5,-23, -5, 6,-20,-18, -9,-14, 7,-15, -7, -5, -9, 3, 2, -2, -2, -9,-25,-12, 4;
/M: Sy='Cc'; M=-10,-20 @8y -30,-30,-20,-30,-30,-30,-30,-20,-20,-20,-40,-30,-30,-10,-10,-10,-50,-30,-30;
/M: SY='E'; M= -5, 3,-24, 3, 6,-22,-11, -6,-20, 1,-21,-14, 4, -1, 1, -3, 5, 2,-18,-29,-15, 3;
/1. I=-12; MI=0; MD=-30; IM=0; DM=-30;
/M: Sy='E'; M= -9, -2,-26, 1, 14,-18,-17, -4,-13, -1,-11, -8, -5,-12, 4, -5, -5, -8,-12,-24, -9, 8;
/M: sy='c'; M=-10,-20 s -30,-30,-20,-30,-30,-30,-30,-20,-20,-20,-40,-30,-30,-10,-10,-10,-50,-29,-30;
/M: sy='G'; M= -3, -1,-28, -1, -7,-28, 36,-11,-33,-11,-27,-18, 4,-15,-10,-12, 1,-13,-27,-24,-23, -9;
/M: SY='K'; M=-10, -2,-28, -3, 8,-25,-19, -7,-26, 36,-24, -8, -1,-12, 10, 27, -9, -9,-18,-19, -8, 8;
/M: sy='a'; M= 8, -7, -9,-11, -7,-17, -7,-14,-16, -6,-16,-11, -4,-15, -6, -5, 8, 4, -7,-27,-15, -7;
/M: SY='F'; M=-19,-29,-19,-37,-28 8 -29,-17, 0,-28,09y 0,-20,-30,-36,-19,-19, -9, -1,09031y-28;
/M: sy='s'; M= o0, -5,-17, -9, -6,-16,-11,-10,-14, -3,-16,-10, O0,-12, -4, o0, 8, 7, -8,-27,-12, -6;
/M: sy='R'; M=-10, -3,-20, -4, 0,-18,-17, 2,-19, 3,-16, -8, ©0,-17, 8, 9, -1, -3,-17,-19, -5, 3;
/M: SYy='R'; M= -4, -4,-22, -6, O0,-19,-13, -5,-18, 7,-18, -9, 1,-10, 2, 8, 2, -2,-14,-25,-11, O0;
/M: sy='s'; M= 2, -1,-16, -1, -1,-18, -4, -6,-19, -7,-22,-14, 4,-12, -2, -7, 16, 7,-13,-29,-12, -2;
/M: Sy='N'; M= -5, 5,-20, 1, O0,-18,-10, 8,-18, -5,-18,-11, ©9,-16, 1, -4, 4, -1,-17,-27, -7, -1;
/M: sy='L'; M=-11,-29,-20,-30,-20, 12,-29,-19, 17,-27, 43, 18,-28,-29,-20,-18,-28,-10, 9,-18, 2,-20;
/M: SYy='R'; M= -6, -6,-22,-10, -4,-15,-20, -8, -7, 2, -9, -3, -2,-16, O, 3, -3, 0, -6,-24, -8, -3;
/M: SY='R'; M= -6, -6,-23, -7, 0,-19,-17, -7,-14, 7,-13, -6, -2,-16, 4, 12, -3, -3,-10,-24,-10, O;
/M: Sy='H'; M=-20, 0,-30, 0, 0,-20,-20,M88M-30,-10,-20, 0, 10,-20, 10, 0,-10,-20,-30,-30, 20, O;
/M: sy='Q'; M=-10,-10,-25,-12, 1,-16,-22, -2, -6, 1, -3, 6, -9,-17, 13, 3, -9, -8, -9,-19, -4, 6;
/M: Sy='R'; M=-13, -8,-26, -9, 0,-19,-19, -4,-21, 20,-16, -6, -2,-17, 6, 35, -8, -7,-14,-21, -9, O0;
/1: I=-12; MI=0; MD=-29; IM=0; DM=-29;
/M: sy='v'; M= -3,-16,-17,-21,-17, -6,-25,-20, 11,-15, 2, 3,-12,-18,-14,-14, -2, 9, 13,-25, -7,-17;
/M: Sy='H'; M=-20, 0,-30, 0, 0,-20,-20,998W-30,-10,-20, 0, 10,-20, 10, 0,-10,-20,-30,-30, 19, O0;
/M: sy='T'; M= 1, -2,-13, -8, -6,-14,-15,-15,-12, -7,-13, -9, 0,-12, -6, -8, 14, 25, -5,-29,-12, -6;
/M: SY='G'; M= -3, -4,-27, -4, -8,-27, 34,-14,-32, -9,-25,-16, 2,-15,-10, -9, 0,-13,-24,-23,-23,-10;
/M: SY='E'; M= -9, 6,-27, 12, 33,-26,-17, -3,-24, 7,-18,-15, -1, -6, 12, 0, -2, -8,-22,-28,-16, 22;
/M: SY='K'; M=-11, -1,-28, -2, 6,-25,-17, -6,-27, 32,-25,-10, 1,-11, 8, 28, -7, -8,-19,-22,-11, 6;
/M: sy='p'; M= -7,-14,-32, -9, -1,-24,-17,-15,-18, -7,-23,-15,-13, 51, -7,-13, -6, -6,-23,-28,-22, -7;
/1: E1=0;

ERF/ N A—2 DIFER 11

SCORE=442;

N1=3;

N2=26;
FUNCTION=LINEAR; R1=-0.6689000;
FUNCTION=LINEAR; R1=1259.5933838;
H SCORE=1705;

LENGTH=2
R2

N SCORE=8.5;

=0.0207831;

MODE=1;

8;

R2=1.0076727;
TEXT="'!";

——
JO77 A )LDERR
TEXT="'NScore';

TEXT='Heuristic 5.0%"';



PROSITED&R3E (9)

XIZ.PS0O
RTHES

BRI/ N 2—> DIER

|Search PROSITE || Search |

0028MDAEZ  prosiTE ent

View entry in original PROSITE format

View entry in raw text format (no links)

View entry auxiliary file in raw text format (no links)
Direct ScanProsite submission

General information about the entry

PURL [info] https://purl.expasy.org/prosite/signature/PS00028
Entry name [info] ZINC_FINGER_C2H2_1
Accession [info] PS00028

Entry type [info] PATTERN EF—TJNFEIHE (PATTERN: IEFRFEKIH)

01-APR-1990 CREATED;

Date [info] 01-JUN-1994 DATA UPDATE;
29-MAY-2024 INFO UPDATE.
PROSITE Doc. [info] PDOCO0028

Name and characterization of the entry

A

EF—TDHEEE
Description [info] Zinc finger C2H2 type domain signature.

Pattern [info] C-x(2,4)-C-x(3)-[LIVMFYWC]-x(8)-H-x(3,5) -H. I: :Ea‘__j 0) @Eglj ), \09_‘\/
Numerical results [info] ( IE iﬁi EE,)

MNumerical results for UniProtKB/Swiss-Prot release 2025_01 which contains 572970 sequence entries.

Total number of hits 13'809 in 2’420 different sequences

Number of true positive hits 13'447 in 2159 different sequences

Number of ‘'unknown’ hits 43 in 14 different sequences

Number of false positive hits 319 in 247 different sequences

Number of false negative sequences. 120 _F 0) ﬁ 0) $ 15'] E E’ 't- ﬁ J: 5
lismnbome nf emetinl! mmmsmo e 4

12



PROSITE®D%% (10)

INF—IZIEELKRYF L8]

OniProtkKB/Swiss-Prot 2159
‘ - sequentes C-x(2,4)-C-X(3)-[LIVMFY W C]-x(8)-H-x(3,5)-H
FiExE @73L_FRG3G (Q6GZQ2), A45_SSV1(P20198), ABRU_DROME o- 627
= ACE1_HYPJE (Q9P8W3), ACE2_CANAL (QS9RRE), ACE2_C/ C|LYPNCNKVFKRRYNIRSHIQTH
|
(PS00028) M =45l ACE2_SCHPO {014258)ANHI: (FLOLGS),
ADNP2_HUMAN (Q6IQ32), ADNP2_MOUSE (Q8CHC8), ADNP_HL 74 96

ADNP_MOUSE (Q97103), ADNP_RAT(Q9JKL8), ADR1_canaL CSTCDQTFQNHQEQREHYKLDWH
ADR1_YEAST (P07248), AEBP2_BOVIN (A4FV57), AEBP2_DANREM(Q75xv2),
AEBP2_HUMAN (Q6ZN18), AEBP2_MOUSE (Q97248), AEBP2_XEWYA (Q6GR30),
AEF1_DROME (P39413), ANKZ1_BOVIN (Q53CQ5}, Q9HBYS5),

120 sequences 301 324

IRiProtKB/Swiss-Prot

alse negative sequence ./V CHVCGKEQTTIPKLKDHLKTH
i — —_ PIXS CTOTIN Pelaez) ,CAPTX _DANRE P&1799), APTX DROME 8MSGE),

RKEZOEF—DIZET B ( ) i ( ) (08MSGS)

\ -
o N — - JX XEMLA J7T287), APTX_XENTR Pcl8e1), ARHGI |
/\9—/(\7\\/9%,7;(,\{,?7? - (Q77287) ( )5 AR 114 138
ARHGI_MOUSE (Q6P9R4), BH140 ARATH BREFEY1 51V QQCKRTYLSQKSLQAHIKRRH
J 7E2), CBLL2_MACFA (Q4R361), CLZ7 CULLU (AvA343DIND),

DPF3 DANRE (A9LMC@), DVRA ASPFU (Q4WxK4), ELBOW DROME (Q9V1s8),
F176A HUMAN (A1A519), F17@A_MACFA (Q66LM5), F17@A MOUSE (Q66LM6G),
FGR15_CANAL (Q5AD13), HAKAI CHICK (Q5ZHZ4), HAKAI_HUMAN (Q75N@3),

HPTotKB/Swiss-Pro 247 sequences 285 305

Ralse positive sequences CFSCAEKVAEFLQENPHVNLH
11014 ASFM2 (POC9K3), uu \F3/127),

o .- s AROZ~ARATH (Q9FH58), ARGD HALHS (Q9K8V5S), ATG41 CAEEL (KSESCS)
INR—DZYF T BN &R ’ ’ J
ATS17 HUMAN (Q8TES56), ATS19 HUMAN (Q8TESS), ATS19 MOUSE (P59509),

—_— - Y
BEF—IICREIEL 512 BIG_ARATH  (Q9SRU2), BIG ORYSJ  (B9G2A8), BLCAP_DIDVI (0Q4G259),

BE B/ NA—2 DIER 13



Zinc Finger C2H2-type®=4l

PATTERN MATRIX
(PS00028) (PS50157)
;I'rue Positive 2159 2062
False Negative |120 216
(BEHPDED)
False Positive 247 8
(e P DED)

True Positive WA ER
PATTER MATRIX

1986

Release 2025 01 of 05-Feb-2025
BE B/ NA—2 DIER 14



PROSITED)\5¥—>&2 0771

o 1EAIFRIA (PATTERN)
- ABDRTH/MDPI L
- —H93) - DORENES

— [LEBEIDIRWGRLEZ R I DI (@80

- )\B =2 Db (L TEENDE

ALRDFATHDDF

SMTAEATHDST
ECDQAATHEAS

A-T-H-[DE] — false positive/nZ% |\
[RTD] - [DAQ] - [FEA] -A-T-H- [DE]
— EVFEN(CEIRDIRVN S — > EE I

e JOJ7-1)L (MATRIX)

- FAPRKDERIEZAEEICT DI ED L

- ANEIBRTHOMD(C <0
- J\I—2ZFRICRIZENTED

- J7ZIV—PORAAMZRIDICHEHATED

BE B/ NA—2 DIER

HEREDTOTFAILITEA - RE
[Zxt L TULMVELVAY, PROSITET
Y5k (—i%1E) KM fThNnTLVS

D)\ — 2 HMRZFR TSR0

15



Zinc Finger

IRERFICREONS PROSITE /%4—> PS00028
FO774 )L PS50157

C-x(2,4)-C-x(3)-[LIVMEYWC]-x(8)-H-x(3,5)-H

HIC1 CHICK —-—TILRPYRCSSCDKSYKDPATLROHEKTHWLTRPYPCTICGKKFTQORGTM

MET31 YEAST KEGAQLYSCAKCQLKESRSSDLRRHEKVHSLVLPHICSNCGKGEFARKDAL
PRD10 HUMAN FHSEKIYQCTECDKAFCRPDKLRLHMLRHSDRKDFLCSTCGKQFKRKDKL
SALL1 HUMAN KKATDPNECIICHRVLSCQSALKMHYRTHTGERPFKCKICGRAFTTKGNL
ZBTB7 RAT HTGEKPYECNICKVRETRODKLKVHMRKHTGEKPYLCQOCGAAFAHNYDL

v—Fk v—Fk YO R

COOH NH, .

N
N 7
K ;
Ny ) /}\

v ‘\E’( ﬂ; 3
\” A

S &

S I &

L -9

A S

| |

S F : &
“k v’ &'.1 f

N : / \\'
Molecular Biology of the Cell, 6 edition Zif268-DNA complex, PDBID:1zaa

BE B/ NA—2 DIER 16



Leucine Zipper

ERFICERONS, anNUYIRAD2E(K PROSITE/ $4—>PS00029
L-x(6)-L-x(6)-L-x(6)-L — IEFRERIR

AP1 HUMAN
ATF2 MOUSE
CREB2 BOVIN
JUNB_HUMAN

TARLEEKVKTLKAQNSELASTANMLREQVA
VOSLEKKAEDLSSLNGQLOSEVTLLRNEVA
VKCLENRVAVLENQNKTLTEELKALKDLYC
IARLEDKVKTLKAENAGLSSTAGLLREQVA

FOS PIG TDTLOAETDOQLEDEKSALQTEIANLLKEKE /:;a:
N B R 7S /BTN B fE I
| S3
- & &
oy > <
dimerization - s ,,g ’2
inter;ace &> g‘ J;\?\
- b/ 9
-}‘ = > N
L 5’
"(. » DNA
,f( “ i d /”
v kL e
. R ey
v s OmoMYC bound to double-stranded DNA
Molecular Biology of the Cell, 6 edition ‘ PDBID: 5|50

BE B/ NA—2 DIER



RieskeBifXTiie I S AT —fHwA

RieskeR! &R |V SRS

088036_STRCO
P94679 COMTE
024841 ACIAD
024847 ACIAD
PHT3 PSEPU

Q9ZN84 PSEPA
POBA_PSEPS

CBAA COMTE

P74403 SYNY3
P74496 SYNY3
Q9RBU4 PSEPY
Q9RPGO_MYXFU
P73872_SYNY3
053766 SULAC
Q9RX80 DEIRA
QCRA BACTC

QCRA_BACSU

097J56 HELPJ
066460 AQUAE
Q97GG1_HELMO
UCRI_BOVIN

41V

—ER AL DESN T IA Ak

.GTCVYVPGQ
.GACVEIPGQ
.GKTIAMPAQ
.MVLVADVPAV
.GNVVEMVSE
.GACTEQPFE
.GTCLNQPCE
.GKCVDMPSV
.GHCVEVPCL
.GKCRHIPCQ
.GQCVHIPGH
.GACSHVPGH
.GOVIQGPAK

OWYVAAYSHEVGR. . .E.LLGRTVL.GEPLVLYRAEEDGGPVVLHDRCVHRRYPLSEAPTRLDG....DR..... IVCGYHGFTYDTT. ..
CWYVAAWDTEIPA...EGLFHRTLL.NEPVLLYR.DTQGRVVALENRCCHRSAPLHIG. .RQEG....DC..... VRCLYHGLKFENPS. ..
AWYVACRPEEIQD. ..K.PLGRTIC.GEKIVFYR.GKENKVAAVEDFCPHRGAPLSLG..YVED....GH... .. LVCGYHGLVMGCE. ..
OWYPVLASWEVSA....NPVGITRL.GENIVVWR.DEAGOLYALEDRCPHRGARLSLGWNLGDR. ... ....... VACWYHGVRSGGR. .
HWTPVCLLEEVSEPDG.TPVRARLF .GEDLVVEFR.DTDGRVGVMDEYCPHRRVSLIYG. .RNEN....SG..... LRCLYHGWKMDVD. . .
YWHPIGGESEFET. .. .KATRPVRLMGEDLVLYK.DLSGNYGLMDRHCPHRRADMACGMVEADG. . . .. ..o ... LRCSYHGWMFDAQ. . .
YWOQPVALSADV. .T.D.RPOMVRIL.GEDLVLEFR.DKAGRPGLLYPRCMHRGTSLYYG. .HVEE....AG..... IRCCYHGWLFAVD. ..
YWIPALKSTEL.EAGG.SPVRLLLL.GEKLVAFR.EPSGAVGVMDSRCPHRGVSLFMG. .RVEE....GG..... LRCVYHGWKFEFSAE. ..
GWYWLLRSKQLKR. .. .GQOVKAVFLLGKDLAVYR.TDSGKVVAVDAYCPHMGAHLAEGKVEEES . . . . .. ... .. LRCFFHNWREDHH. ..
GWYIVCPSRTLRR....GOAKSLALCGQKIVVFR.GEDGKARALHGYCPHLGTDLGLG. .QVED...S...... WIRCNEHRWAFDET. ..
SWYVAMRSDDLKD. .. .KPTELMLF .GRPCVAWR.GATGRAVVMDRHCSHLGANLADG. .RVED....GC..... IQCPFHHWRYDEQ. ..
SWYVAMRSDALRG. .. .KPVAIKLF.GQPLVAWR.DGGGRPVVMERYCSHLGASLAKG. .KVVE....GC..... IQCPFHNWRYDST. ..
VPEFTVPRNDLLTQ. .. .ANPGGNVYYGAGDRVYWAKPEG.KEALSLTCSHOGCTVAKQ....EN...GQ...... FICPCHGAVYDAD. ..
OALTGQQITEIPN. ..PYYGKYAGPLGQIQTIKGVGPNGTIFAFSDVCVHLGCQLPAQVIVSSESDPGLYAKGADLHCPCHGSIYALKD. . GGVVVSGPAP
TGDMVTRNGDPTS. . ILATYKFPKGOMEEPTKLDATIDGEIVAYGDRCOHAGCNVEDGONGIMN. . . ..o v v v vt

CPCHSGQYDPKR. .GCKVVGGPPP

VKEITTEPKREFDEKVKVKDAWYESEEPRSAWVYKDEKGD . ITALSPVCKHLGCTVDWNTD. . .KN..NPN. .. .HFFCPCHYGLYT.KDG.T. .NVPGTPP
VDELTKEPQRFDEFKINQVDAWYESEESRSAWVEKN. . GDEIVALSPICKHLGCTVNWNSD. . .PK. .NPN. .. .KFECPCHYGLYE.KDG.T..NVPGTPP
EGQFSTVEWRGKP. . .VYILKRSKKEGEFNEKRDFKIGDSVFTTAIQICTHLGCIPTYQ...DEE...KG...... FLCPCHGGRFTADG. . .VNIAGTPPP
TLEFAIRLPKDFKP. .EGYTLKKGALNSKGTTNYEILKGHDVFALVGVCTHLGCIPLWKPQGEGG. .. .INK. .PVFHCPCHGGLYTPY....GDVIGGPPP
OPKKIAKLADLKP....MEALHFDYNDVPCLAIK.TGKGEVIAYKLKCTHLGCTVDVPKGSLEG. .. .KK...... LVCPCHGGQFDPE. . . .GNNVGGPPP
LEVRHRTKKEIDQEAAVEVSQLRDPQHD. .. .LERVKKPEWVILIGVCTHLGCVPIAN. ..AGD....FG....GYYCPCHGSHYDAS. .. .GRIRKGPAP
N J
Y N J
PROSITE PS51296 Y

Rieske [2Fe-2S] #kin s
AL DOTO774)L

BRI/ N 2—> DIER

C-X-H-X(15-17)-C-X-X-H
BHEEHEDEF—7
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xR I 5 A9 —REiADIEE

Cytochrome bc1 (UniProtkKB: UCRI_BOVIN, PDB: 1LOL EFz 1)
SRE ISR I—(2Fe-2S) FiADtEE

*S51296 - 300
PS51296 - SHTDIKVPDFSDYRRPEVLDSTKSSKESSEARKGFSYLVTATTTVGVAYAAKNVVSQFVSSMSASA
DVLAMSKIEIKLSDIPEGKNMAFKWRGKPLFVRHRTKKEIDQEAAVEVSQLRDPQHDLERVKKPEW

109 -194: score = 19.729 VILIGVCTHLGEVPIANAGDFGGYYCPEHGSHYDASGRIRKGPAPLNLEVPSYEFTSDDMVIVG

@ 196 aa




PROSITEDFIA (11)

pr e A Hame £8) scorProsie Q, Browse v ik Profule
Sl

] pocumentation o Downiaods @ oo B contact

|Search PROSITE | Search |
Database of protein domains, families and functional sites

@ SARS-CoV-2 relevant PROSITE motifs

PROSITE consists of documentation entries describing protein domains, families and functional sites as well as associated patterns and profiles to
identify them [More._ .. / References / Commercial users .

PROSITE is complemented by ProRule |, a collection of rules based on profiles and patterns, which increases the discriminatory power of profiles and
patterns by providing additional information about functionally and/or structurally critical amino acids [More..].

Release 2025 01 of 05-Feb-2025 contains 1952 documentation entries, 1311 patterns, 1399 profiles and 1415 ProRule.

Search PROSITE Browse PROSITE

ISearchll | add wildcard ™ R PS@#’@)I&E :/ > ?:: TUR_E ;ﬁw j_—ﬁ I-—S rC 'faStaJ
D7 =/ BRERIERT

ositive hits

REZ)OMBIET SR
S #M X4 —+ LD, F

PRATT

Quick Scan mode of ScanProsite

L EEDF O
Quickly find matches of your protein sequences to PROSITE signatures (max. allows to interactively generate conserved p@mEEo;g :E) % 0) 9—_ D v -
10 sequences). [7] = es series of unaligned proteins. € !I:#E Hl—1]> e T
KPGTMSPEAFLQEAQVMKKLRHEKLVQLYAVVSFEPIYIVIEYMSKGSLLDF | MyDomains - Image Creator T3%< E’J (Z1) /Eﬁzﬂ: é
LKGETGKY I # t stom d in i ﬁ% $ € NEPRS -
LRLPOLVDMAAQIASGMAYVERMNWHRDLRZ:ILVGENLVCKVADFGLA alows fo generaie custom comain lgures. Fer R r?" Ay /#‘ 7
RLIEDNEYT o W ; - <~ .
ARQGAKFPIKWTAPEAALYGRFTIKSDVWSFGILLTELTTKGRVPYPGMVNR i o ek JEMES, FAL T
EVLDQVER

GYRMPCPPECPESLHDLMCQCWRKEPEERPTFEYLQAFLEDYFTSTEPQY

QPGENL 4 T—‘Eli—ﬁﬁlif'ftﬂiﬁﬂm

;fur::::::rlj:pjl:dmmfmnu‘ﬁem: oenly fhoze of entriez beionging fo reference i% y‘E € E% ﬁ T %) ?ﬁ %IJ %
(Sqan] (Cleg!]

4 Creiude motifs with a high probability of occurrence from the scan rscanJ$9>€?$a— %T:L/-tl'\ébi~ 75§AJ%E
RTEREICELEIND,

20
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https://drive.google.com/file/d/1NNkBrqZygeVYOJdUg9SVMVIzup7VMTZi/view?usp=sharing

PROSITEDFIA (12)

BRI/ N 2—> DIER

|search PROSITE || search |

ScanProsite Results Viewer

Quput format: Graphical view - this view shows ScanProsite results together with ProRule-based predicted intra-domain features [help].

Hits for all PROSITE (release 2023_05) motifs on sequence sp-P12931-SRC_HUMAN :

found: 5 hits in 1 sequence

sp-P12931-SRC_HUMAN (536 aa)

MGSNKSKPKDASQRRRSLEPAENVHGAGGGAF PASQTPSKPASADGHRGPSAAFAPAAAEPKLFGG
FNSSDTVTSPORAGPLAGGVT TRVALYDYESRTETDLSFKKGERLQIVNNT EGDWWLAHSLSTGOT
GYIPSNYVAPSDSIQAEEWYFGKITRRESERLLLMNAENPRGTFLVRESETTKGAYCLSVSDFDNAK
GLNVKHYKIRKLDSGGFYITSRTOFNSLOQLVAYYSKHADGLCHRLTTVCPTSKPOTOGLAKDAWE
IPRESLRLEVKLGQGCFGEVWMGTWNGTTRVAIKTLKPGTMSPEAFLQEAQVMKKLRHEKLVQLYA
VVSEEPIVIVTEYMSKGSLLDFLKGETGKYLRLPQLVDMAAQIASGMAYVERMNYVHRDLRAANIL
WEENLVCKVADFGLARLIEDNEYTARQGAKFPIKWTAPEAALYGRFTIKSDVWSFGILLTELTTKG
RVPYPGMYNREVLDOVERGYRMPCPPECPESLHDLMCQCWRKEPEERPTFEYLQAFLEDYFTSTER

QYQPGENL
Legend:
+ +
disulfide bridge active site other ‘ranges’ ather sites

Please note that the graphical representations of domains displayed hereafter are for illustrative purposes only, and that their colors and shapes are not intended to
indicate homology or shared function.
For more information about how these graphical representations are constructed, go to hitps:fiprosite expasyorg/mydomainss.

hits by profiles: [3 hits (by 3 distinct profiles) on 1 sequence]

Upper case represents match positions, lower case inser positions, and the - symbol represents deletions relative to the matching profile.

ruler: 1 100 200 300 400 500 600 700 00 Q00 1000
sp-P12931-

SRC_HUMAN e o 1

(sp-P12931-5RC W €D Siilipay ¢

_HUMAN )

PS50002 SH3 Src homology 3 (SH3) domain profile

84 - 145: score = 29.855

GEVTTFVALYDYESRTETDLSFKKGERLQIVNNT EGDWWLAHSLsTGOTGYIPSNYVAPS
D5

Predicted feature:
DOMAIN 84 145 Inote="SH3 " [condition: none]

PS50001 SH2 Src homology 2 (SH2) domain profile : é B ': —F E E %) t .= m

r'!ﬁ'l 240 ernra ="2R 0RO

21



PROSITEDFIA (13)

hits by profiles: [3 hits (by 3 distinct profiles) on 1 sequence]

Upper case represents match positions, lower case insert positions. and the ™~ symbol represents deletions relative to the matching profile.

ruler: 1 100 200 300 200 500 = 700 800 00
=p-P12931-5RC_HUMAN sp-P12831- 538 aa
SRC _HUMAN

PS50002 :

B4 -145: score = 20,855

GEVTTFVALYDYESRTETOLSFK KGER L TVNNTEGDWWLAMSL s TGOTGYT PSMYVARS
Ds

Predicted feature:
DOMAIN 24 145 Inote="5H3 " [condition: nane]
P550001 :
151 - 248 score = 26,968

WYFGKITRRESERLL LNAENPrGTF LVRESETTRGAYC LSVSOF Dnak g MVKHYE TRKL
DSGGFYTTSRTQRNS LOQLWAY Y SKHADGLCHRLTTVC

Predicted feature:

DOMAIN 151 248 Inote="5HZ "

[condition: none]

PE50011 :

270 - 523 score = 43.425

LRLEVKLGOGCFGEVWMGTIW- -NGLTRVATKTLEP - - -GTMSPEAF LOEAJNVMIK LRHEK
LWQLYAVVSE- EI‘IVIVTE\‘HSKESLI.DFLKEETGKyLHLPQLWQIASEMYVEHH
N¥WHRDLRAANILVGENLVCEVADFGLARLIEDNE Y LARQGAKF PTRHTAPEAAL -WGRF
TIKSDWSFGILLTELTTRGRYPYPG-MVNREV LDQVERGYRMPOPP - - - ECPESLHDLM
COCWRKEPEERPTFEYLQATIEDYF

Predicted features:
DOMAIN 270 523

Inote="Protein kinase "
Nigand="ATF" [
ligand_id="ChEB:
Nigand="ATF" [
ligand_id="ChEBH-
note="Profon accepto

[condition: nane]
[condition: <30=k> ar

ENDE 2l 284 30816 =FeatwePS00107=]

EINDING 28

e [condition: <30=k>]

ACT_SITE 89 [condition: D and <FTTagATP>]

hits by patterns: [2 hits (by 2 distinct patterns) on 1 sequelsg

e 1 100 200 300 o0 500 L oo "o w0
=p-P12931-5RC_HUMAN sp-P12831- T 538 aa
SRC_HUMAN : = &

P300107 :

276 - Z98: [confidence lewvel: (07]
LEQGEFEEVRIGEMAEELF o o v o v eas VAIK

PE00108

385 - 397

WHrOLRAANILY

Predicted feature:
ACT_SITE 389

[confidence lewvel: (0)]

Inote="Proton acceptor [condition: nane]

BRI/ N 2—> DIER

PROSITEQIVR)—(TATAVFHF—
KAL)

ProRulelZ kA #5E
— 1)y 9 5L, ProRule®
R—U 12585

LT BDEIINF—2ED—E

JAaTA x4 —
FOLUTATA X F—

1000

PROSITED TR J)—(SH3KAAY)

PROSITED TR J—(SH2R A1)

&

ERSUY

NP_BIND: nucleotide binding

BINDING: interaction between a single amino acid
and another chemical entity

ACT_SITE: residues directly involved in catalysis

+ ATP#E S $E5
— AR
59



Leucine Zipper

BRERFICERONS, anN) I RAD2EK
L-X(6)-L-X(6)-L-x(6)-L — [FiR%IE PROSITE PS00029

APl HUMAN TARLEEKVKTLKAQNSELASTANMLREQVA
ATF2 MOUSE VOSLEKKAEDLSSLNGQLOSEVTLLRNEVA
CREB2 BOVIN VKCLENRVAVLENQNKTLIEELKALKDLYC
JUNB HUMAN IARLEDKVKTLKAENAGLSSTAGLLREQVA
FOS PIG TDTLOAETDQLEDEKSALQTETIANLLKEKE

\/
v\

&
>

NEREAIZIEEETI /BN IRNH5EIE S
| S3
- > 2
-y > <
dimerization 2 i ,"5 %
interface &> g‘ J;\?\
e v'n__‘ — 9
-}‘ - ; > ‘,-
. &
i"(. » DNA
,f( “ i d / o
“ R €
. R ey
v s OmoMYC bound to double-stranded DNA
Molecular Biology of the Cell, 6 edition : PDBID: 5150

BE B/ NA—2 DIER



RieskeBifXTiie I S AT —fHwA

RieskeR! &R |V SRS

088036_STRCO
P94679 COMTE
024841 ACIAD
024847 ACIAD
PHT3 PSEPU

Q9ZN84 PSEPA
POBA_PSEPS

CBAA COMTE

P74403 SYNY3
P74496 SYNY3
Q9RBU4 PSEPY
Q9RPGO_MYXFU
P73872_SYNY3
053766 SULAC
Q9RX80 DEIRA
QCRA BACTC

QCRA_BACSU

097J56 HELPJ
066460 AQUAE
Q97GG1_HELMO
UCRI_BOVIN

41V

—ER AL DESN T IA Ak

.GTCVYVPGQ
.GACVEIPGQ
.GKTIAMPAQ
.MVLVADVPAV
.GNVVEMVSE
.GACTEQPFE
.GTCLNQPCE
.GKCVDMPSV
.GHCVEVPCL
.GKCRHIPCQ
.GQCVHIPGH
.GACSHVPGH
.GOVIQGPAK

OWYVAAYSHEVGR. . .E.LLGRTVL.GEPLVLYRAEEDGGPVVLHDRCVHRRYPLSEAPTRLDG....DR..... IVCGYHGFTYDTT. ..
CWYVAAWDTEIPA...EGLFHRTLL.NEPVLLYR.DTQGRVVALENRCCHRSAPLHIG. .RQEG....DC..... VRCLYHGLKFENPS. ..
AWYVACRPEEIQD. ..K.PLGRTIC.GEKIVFYR.GKENKVAAVEDFCPHRGAPLSLG..YVED....GH... .. LVCGYHGLVMGCE. ..
OWYPVLASWEVSA....NPVGITRL.GENIVVWR.DEAGOLYALEDRCPHRGARLSLGWNLGDR. ... ....... VACWYHGVRSGGR. .
HWTPVCLLEEVSEPDG.TPVRARLF .GEDLVVEFR.DTDGRVGVMDEYCPHRRVSLIYG. .RNEN....SG..... LRCLYHGWKMDVD. . .
YWHPIGGESEFET. .. .KATRPVRLMGEDLVLYK.DLSGNYGLMDRHCPHRRADMACGMVEADG. . . .. ..o ... LRCSYHGWMFDAQ. . .
YWOQPVALSADV. .T.D.RPOMVRIL.GEDLVLEFR.DKAGRPGLLYPRCMHRGTSLYYG. .HVEE....AG..... IRCCYHGWLFAVD. ..
YWIPALKSTEL.EAGG.SPVRLLLL.GEKLVAFR.EPSGAVGVMDSRCPHRGVSLFMG. .RVEE....GG..... LRCVYHGWKFEFSAE. ..
GWYWLLRSKQLKR. .. .GQOVKAVFLLGKDLAVYR.TDSGKVVAVDAYCPHMGAHLAEGKVEEES . . . . .. ... .. LRCFFHNWREDHH. ..
GWYIVCPSRTLRR....GOAKSLALCGQKIVVFR.GEDGKARALHGYCPHLGTDLGLG. .QVED...S...... WIRCNEHRWAFDET. ..
SWYVAMRSDDLKD. .. .KPTELMLF .GRPCVAWR.GATGRAVVMDRHCSHLGANLADG. .RVED....GC..... IQCPFHHWRYDEQ. ..
SWYVAMRSDALRG. .. .KPVAIKLF.GQPLVAWR.DGGGRPVVMERYCSHLGASLAKG. .KVVE....GC..... IQCPFHNWRYDST. ..
VPEFTVPRNDLLTQ. .. .ANPGGNVYYGAGDRVYWAKPEG.KEALSLTCSHOGCTVAKQ....EN...GQ...... FICPCHGAVYDAD. ..
OALTGQQITEIPN. ..PYYGKYAGPLGQIQTIKGVGPNGTIFAFSDVCVHLGCQLPAQVIVSSESDPGLYAKGADLHCPCHGSIYALKD. . GGVVVSGPAP
TGDMVTRNGDPTS. . ILATYKFPKGOMEEPTKLDATIDGEIVAYGDRCOHAGCNVEDGONGIMN. . . ..o v v v vt

CPCHSGQYDPKR. .GCKVVGGPPP

VKEITTEPKREFDEKVKVKDAWYESEEPRSAWVYKDEKGD . ITALSPVCKHLGCTVDWNTD. . .KN..NPN. .. .HFFCPCHYGLYT.KDG.T. .NVPGTPP
VDELTKEPQRFDEFKINQVDAWYESEESRSAWVEKN. . GDEIVALSPICKHLGCTVNWNSD. . .PK. .NPN. .. .KFECPCHYGLYE.KDG.T..NVPGTPP
EGQFSTVEWRGKP. . .VYILKRSKKEGEFNEKRDFKIGDSVFTTAIQICTHLGCIPTYQ...DEE...KG...... FLCPCHGGRFTADG. . .VNIAGTPPP
TLEFAIRLPKDFKP. .EGYTLKKGALNSKGTTNYEILKGHDVFALVGVCTHLGCIPLWKPQGEGG. .. .INK. .PVFHCPCHGGLYTPY....GDVIGGPPP
OPKKIAKLADLKP....MEALHFDYNDVPCLAIK.TGKGEVIAYKLKCTHLGCTVDVPKGSLEG. .. .KK...... LVCPCHGGQFDPE. . . .GNNVGGPPP
LEVRHRTKKEIDQEAAVEVSQLRDPQHD. .. .LERVKKPEWVILIGVCTHLGCVPIAN. ..AGD....FG....GYYCPCHGSHYDAS. .. .GRIRKGPAP
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Cytochrome bc1 (UniProtkKB: UCRI_BOVIN, PDB: 1LOL EFz 1)
SRE ISR I—(2Fe-2S) FiADtEE

*S51296 - 300
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DVLAMSKIEIKLSDIPEGKNMAFKWRGKPLFVRHRTKKEIDQEAAVEVSQLRDPQHDLERVKKPEW

109 -194: score = 19.729 VILIGVCTHLGEVPIANAGDFGGYYCPEHGSHYDASGRIRKGPAPLNLEVPSYEFTSDDMVIVG
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, Classification of protein families

InterPro provides functional analysis of proteins by classifying them into families and predicting domains and important sites. To classify proteins
‘ in this way, InterPro uses predictive models, known as signatures, provided by several different databases (referred to as member databases)
that make up the InterPro consortium. We combine protein signatures from these member databases into a single searchable resource,
capitalising on their individual strengths to produce a powerful integrated database and diagnostic tool.

@ InterPro 104.0 If you use InterPro, please cite our latest publication:

6 February 2025
Blum M, Andreeva A, Florentino LC, Chuguransky SR, Grego T, Hobbs E, Pinto BL, Orr A, Paysan-Lafosse T, Ponamareva I, Salazar GA,

Bordin N, Bork P, Bridge A, Colwell L, Gough J, Haft DH, Letunic I, Llinares-Lépez F, Marchler-Bauer A, Meng-Papaxanthos L, Mi H, Natale
DA, Orengo CA, Pandurangan AP, Piovesan D, Rivoire C, Sigrist CJA, Thanki N, Thibaud-Nissen F, Thomas PD, Tosatto SCE, Wu CH, Bateman
A.

InterPro: the protein sequence classification resource in 2025

Nucleic Acids Research. 2024, doi: 10.1093/nar/gkae1082 2
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capitalising on their individual strengths to produce a powerful integrated database and diagnostic tool.
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Bordin N, Bork P, Bridge A, Colwell L, Gough J, Haft DH, Letunic I, Llinares-Lépez F, Marchler-Bauer A, Meng-Papaxanthos L, Mi H, Natale
DA, Orengo CA, Pandurangan AP, Piovesan D, Rivoire C, Sigrist CJA, Thanki N, Thibaud-Nissen F, Thomas PD, Tosatto SCE, Wu CH, Bateman
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InterPro: the protein sequence classification resource in 2025

Nucleic Acids Research. 2024, doi: 10.1093/nar/gkae1082 2
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ogene tyrosine-protein kinase Src O5=Homo sapiens OX=%&06 GN=SRC PE=1 5W=3

Valid Sequence.

& Choose file || Example protein sequence
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receive a notification. The results will be available for 7 days.

Alternatively, you can import the results of an InterProScan run (in JSON format) into this page in order to view your search results interactively.

Submit a new search Import: H

1-1of 1 result W Clear All =

()

iprscan5-R20250402-105407-0414-86864124-p1lm 1 1 1 minute ago u

Searching
. FrysmA>T=bH
T syl THEERS TYIBASTLRT
V) =]
E,-%i;;-" InterPro is part of the ELIXIR infrastructure InterPro is part of the Global Biodata Coalition gggﬁ
#22  InterProis an ELIXIR Core Data Resource. Learn more » InterProis a Global Core Biodata Resource. Learn more » COALITION

EMBL-EBI is the home for big data in biology.

We help scientists exploit complex information to make discoveries that benefit humankind.

SERVICES RESEARCH TRAINING INDUSTRY ABOUT

Data re nd tools Publications Live training Members Area Contact us

Data submission Research groups On-demand training Contact Industry team Events
Support and feedback Postdocs and PhDs Support for trainers Jobs

Licensing Contact organisers News

Long-term data preservation People and groups

Intranet for staff
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Title I
JobID @ iprscan5-R20250402-105407-0414-86864124-pTm
Sequence type Amino acids

Number of Sequences 1

Actions B Delete Results &) Save results in Browser ) Resubmit All X Download ~
Status + finished
Expires @ Wed Apr 09 2025

1-1of1result

5p|P12931|SRC_HUMAN 105 536

DI TREERS

aixiv.  InterPro is part of the ELIXIR infrastructure InterPro is part of the Global Biodata Coalition S=ugs g'%’:?ﬁh
@ InterProis an ELIXIR Core Data Resource. Learn more » InterPro is a Global Core Biodata Resource. Learn more » -'—'_-—=- COALITION

EMBL-EBI is the home for big data in biology.

We help scientists exploit complex information to make discoveries that benefit humankind.

SERVICES RESEARCH TRAINING INDUSTRY ABOUT
Dat d tools Publications Live training Members Area Contact us
Data submission Research groups On-demand training Contact Industry team Events
Support and feedback Postdocs and PhDs Support for trainers Jobs

Licensing Contact organisers News
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rd
JobID@® iprscans-R20250402-105407-0414-86864124-p1m [l ]
Status + finished
Sequence Length 536 amino acids
Protein family Non-receptor tyrosine kinases involved in cell signaling (pros0198)
membership
Entry matches to this protein® . | Options ¥ | I Download v | Feature Display Mode (2]
® Summary O Full
| 50 100 150 200 260 ato 30 00 <50 500 '
| 536
200 400
w Families
[F] Mon-receptor_tyrosine_kinases - Mon-rec
TYROSIME-PROTEIN KINASE PANTHER: TYROSINE-BROTEIN KINASE - TYROSINI
SH3 SH2_Src_Src PTKc_Src Representative domain

. n;i:::::z‘isorder—Ed Regions I n te rP ro 0) I:} 4 ?/ MobiDB-lite: Consensus Disorder Prediction
w Conserved Residues r DomainSJ 0) ’%7 IJ ‘y7 L/—C Fa:ﬁ l’ \—CﬁJ:a

od05071
Active site

CSK binding interface

Activation loop (A-loop)
Polypeptide substrate binding site
SH3/5H2 domain interface

ATP binding site

cd10365

Autoinhibitory site

Hydrophobic binding pocket
Phosphotyrosine binding pocket

od12008
Peptide ligand binding site
Swapped dimer interface
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JobIDO® iprscan5-R20250402-105407-0414-86864124-p1m Il

Status + finished

Sequence Length 536 amino acids

Protein family Non-receptor tyrosine kinases involved in cell signaling (PR050198)

membership

Entry matches to this protein® Lo | Options v | I Download ¥ Featu;glﬁ::rﬁ;iﬁ

' 5 o & P i ~ 5 o & i F family
‘ - = H: domain superfamily
w Families D: domain

[F| Mon-receptor_tyrosine_kinases - Mon-rec
TYROSINE-PROTEIN KIMASE PANTHER: TYROSIMNE-PROTEIM KIMNASE - TYROSIMI

w Dormains
SH3 SH2_Src_Src PTKc_Src Representative domain

[H] SH3-like_dom_sf - SH3-like domain super
55F: 5H3-domaim - SH3-domain

*Ea;ﬂo)?_g&_xm*ﬁi\ Unintegrated

5H3 Domains CATHGENE3D: SH3 Domains - SH3 Domains

oSe e %E%h‘\i&&)-tiﬁéhé [2] 5H3_domain - SH3 domain

PRIMTS: SH3DOMAIM - SH3 domain signature
SH3_2 SMART: 5H3 2 -5H3 2

5H3_1 PFAME: SH3_1 - SH3 domain

5H3 PROFILE: SH3 - Src homology 3 (5H3) domain prof

Unintegrated
SH3_Src CDD: SH3_Sre - SH3 Src

] [ sH2_dom_sf - SH2 domain superfamily
SH2 domain SSF: SH2 domain - SH2 domain

SH2 domain CATHGENE3D: SH2 domain - SHZ domain

Unintegrated
5H2_Src_Src (CDD: SHZ_Src_Src - SH2Z_Src_Src

[ SH2 - SH2 domain
5H2 PRAM: SH2 - 5H2 domain
SH2_5 SMART: SH2_5 - SH2_5
SH2 e L
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Entry matches to this protein® o | Options v | | Download | Feature Display Mode @
@® Summary O Full
| 50 100 130 200 250 300 350 00 450 500 '
1 536
200 100
 Families

7 -~ I) —_— 0) "E & Id Non-receptor_tyrosine_kinases - Non-rec
7 -~ ﬁ TYROSINE-PROTEIN KINASE PANTHER: TYROSINE-PROTEIN KIMASE - TYROSINI

» Domains

N AL FE R

 Intrinsically Disordered Regions

SH3

ler_pre...

RIRZE1E 5B

- -
» Conserved Residues

REFSNT=5RE

GO terms

InterPro GO terms

Biological Process

+ protein phosphorylation (GO:0006468) &3

PANTHER GO terms

Mo GO Terms

SH2_Src_Src

Molecular Function

protein binding (GO:0005515) 2 None
protein tyrosine kinase activity (GO:0004713) 2
ATP binding (GO:0005524) 2

protein kinase activity (GO:0004672) 2

Cellular Compenent

Representative domain

MobiDB-lite: Consensus Disorder Prediction
Polyampholyte
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Home » Search » Browse * Results

Entry matches to this protein®
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w Domains

o -
- SH3sre

PTKc_Src
PROTEIN_KINASE_DOM
tyrkin_6

Feature Display Mode @
@® Summary O Full

[F ] Non-receptor_tyrosine_kinases - Non-rec
PANTHER: TYROSINE-PROTEIN KINASE - TYROSIN

Representative domain

[ SH3-like_dom sf - SH3-like domain super
SSF: SH3-domain - SH3-domain

Unintegrated
CATHGENEID.S

[ SH3_domain - SH3 domain
PRINTS: SH3IDOMAIN - SH3 domain signature
SNE=T
PFAM: SH3_1 - SH3 domain

PROFILE: SH3 - Src homology 3 (SH3) domain prof

Unintegrated
CDD: SH3_Src - SH3_Src

[ SH2_dom_sf - SH2 domain superfamily
SSF: SH2 domain - SH2 domain
CATHGENE3D: SH2 domain - SH2 domain

Unintegrated
CDD: SH2_Sre_Sre - SH2_See_Sre

[ SH2 - SH2 domain

PFAM: SH2 - SH2 domain

SMART: SH2 5 - SH2 5

PROFILE SH2 - Src homology 2 (SH2) domain prof

Unintegrated
CATHGENE3D: Phasphanylase Kinase; domain 1 - £

[ Kinase-like_dom_sf - Protein kinase-like ¢
SSF: Protein kinaze-like (PK-like) - Protein kinase-§

Unintegrated
CDO: PTKc_Src - PTXc_Src

[¥) Prot_kinase_dom - Protein kinase domain
PROFILE: PROTEIN_KINASE_DOM - Protein kinase «

I3 Tyr_kinase_cat_dom - Tyrosine-protein kit
SMART: tyrkin_6 - tyrlin_6

[ Ser-Thr/Tyr_kinase_cat dom - Serine-thre

D S TN AL T, 4 ™
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#  Browse | By Entry ] InterPro / IPRO01452 [ Overview :0) I:)(,r“/g:bgg‘\// \0750)16“ N
1PRO01452. SH3 domain * BEENMDIEE . /N\A A . Xk, ith
introes i 1 DT —B/R—ZAADYH13E

Short name SH3_domain @ Provide feedback
Overview
~ o F .
9-// \bﬁ aj £ Eﬂ teins 398k Overlapping bt
roteins homologous [H] SH3-like domain superfamily (IPRO36028) Contnbu“ng Member
ain Architectures 8k superfamilies ® Database Entries

12k

m.
RAS KRR =P
*ﬁ %‘1"”""’* Domain relationships ¥ [] SH3 domain (IPR001452)

Proteomes 3k EI ABI gene family member 3, SH3 domain (IPR028455) p'@
PDB#& & .- ] Endophilin-B1, SH3 domain aPro28503) —rN P‘om

Structures 816

PROSITE profiles: Pfam: PF14604,
AlphaFOId AlphaFold 203k P550002 PFO7653,
Interactions 2k Description PFOOO18

Pathways 2k SH3 (src Homology-3) domains are small protein modules containing approximately 50 amino acid
residues (%51, They are found in a great variety of intracellular or membrane-associated proteins (63 8l for
example, in a variety of proteins with enzymatic activity, in adaptor proteins, such as fodrin and yeast actin m i""l“

binding protein ABP-1. *ﬁ SH 0) ##15:&7" t O) ﬁ = " SMART: SM00326 PRINTS: PRO0452
o CDRA VIS
The SH3 domain has a characteristic fold which consists of five or six B-strands arranged as two tightly — -/ L

packed anti-parallel B-sheets. The linker regions may contain short helices. The surface of the SH3-domain éﬂ@e@ = ﬁ/\ - z
t rdfcture

bears a flat, hydrophobic ligand-binding pocket which consists of three shallow grooves defined by ive st
conservative aromatic residues in which the ligand adopts an extended left-handed helical arrangement. 0) S | g n atu re
The ligand binds with low affinity but this may be enhanced by multiple interactions. The region bound by

the SH3 domain is in all cases proline-rich and contains PXXP as a core-conserved binding motif. The 5 ?

<D, GO Term\%f% e <

function of the SH3 domain is not well understood but they may mediate many diverse_:})rocesst;s such as
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GATCCTACCTGACGCTTTTTA-TCGCAACTCTCTACTGT
CCGTGATTATAGACACTTTTG-TTACGCGTTTTTGTCAT
CAAAACGTGTTTTTTGTTGTT---AATTCGGTGTAGACT
ATAATCGACTTGTAAACCAAA-TTGAAAAGATTTAGGTT
TTATTCCATGTCACACTTTTC--GCATCTTTGTTATGCT
ACCCCAGGCTTTACACTTTATGCTTCCGGCTCGTATGTT
CCATCGAATGGCGCAAAACCTTTCGCGGTATGGCATGAT
ATTTTTCTATTGCGGCCTGCG--GAGAACTCCCTATAAT
CCGTGCGTGTTGACTATTTTA-CCTCTGGCGGTGATAAT
CTGGCGGTGTTGACATAAATA-CCACTGGCGGTGATACT
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T [149]| — [1.49]-1.32]-0.32] 2.00
BE B/ NA—2 DIER
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JO7AII
e J2OJ71)L (profile)

: BcY D451 "9/ T — 2 DFRIR

o HIFLAEITY: RMUEDONFOHIREE (HIRHER) =Y b

Jw DOXTERUIZED
e PSSM (position-speci

fic scoring matrix. AIEFEN X

77175]) : PSSMOEZRDAIEPSSM (i, ) (IMIEI [CH T DXF]

DOHIRSBEZ G, ). I\
fHL(HETDE,

PSSM(i,j) = log

wOO S0 ROXFDOLREER

(i)
. 1

A

5 — —ARIMEEAER I T BB T

- f )2 f,(j) CTEIDIEH
DOHIRDO LT

- logZz £ DA - HEROFTEZFTERUZUL

O Ay AN RN

m: BCFDEX

S, FUBNT> MRANWD I ENDD

= F@) = M)+ f,G)) / (m+ D) (Z fb(,-)=1)

BE B/ NA—2 DIER
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o RIBEDYT ) ABLSINSEUE LT VT ) —Rw IR
- BICEFZ10KDESIICIRS T, 240 SHELEF—4
- PSSM(Z. ()W, w5509 ROIEEDSEE [ ENS

0.25& U TETELTWD

AR

g | 1 2 3 4 5 6
A |0.02]094|0.26 |0.59]0.51 | 0.01
cC [009]002]014 (013 | 0.2 | 0.03
G 0.1 10.01]0.16 | 0.15] 0.13 | 0.01
T [0.79]0.03]044|0.13]0.17]0.95

PSSM

g | 1 2 3 4 5 6
A |-3.8 |1.92 [-0.06|1.24 |1.02 |-4.81
C [-1.49]-3.81]-0.81 |-1 -0.35 |-3.22
G |[-1.34|-4.81]-0.66 [-0.72 |-1 -4.81
T |1.67 [-3.22]0.81 [-0.89|-0.56 |1.95

BE B/ NA—2 DIER

JUD =Ry O X HIED
B FICHWNT, 5
MIEDI10IEREEF LRICHD
ACHT. RNARUXS—t
DOFEEEMLEENNTND
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PSSMM&KT/\F—>(C

—IBIEn=ZERDITD

i

1

2

3

4

5

6

-3.8

\092 0,060

0647245

o

11>

-3.81

-0.81

-1

-0.35

4.817
-3.22

N4

1.3

—1 (DO (>

4.8

-0.66

-0.72

-1

467>

-3.22

81

1 J=0.89>

-4.81

0.56

4,955

o

Bz on1-E5

C

GITATZ

AT[GT

CGTATA{- "

GTATAAY""

TATAATY" "

I LT,. —BOROT7EEE

CGTATA —

—1.49 —4.81 +0.81 +1.24 — 0.56 — 4.81 = —9.62

GTATAA —
TATAAT —

—1.34 — 3.22 — 0.06 — 0.89 + 1.02 — 4.81 = —9.30
+1.67 + 192 + 0.81 + 1.24 + 1.02 + 1.95

BRI/ N 2—> DIER

Pribnow box

— 1861 +— IZXIET 5T

G PN
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o IFFRFRIR (regular expressmn) BeHZ BRI DT
ez (aU S BEERIXTE) DIFH. XFFIO
5. XFHDER. MFIDERBDEDRLUZRL)
T. XFHD) - =k LD

o XKIFEODTIOE—4 —5EIEDHI
[GT] - [AGT] -x (3) -T
S— NS (R

)\ —>2%RITA— 5 DB —EDRBI TAREBDIREEZ 1B
B IRIEN LS

FIERIARS ZIEIRAE

O—D—O——EO—O—@
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INS—=27RITA— b DBl
NG =2 U T 18D DER

FIEIRRE

BRB /N F—2 (HBF)
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JIVIATEFI
« JILATEFILEG

~ YIILVOTBRRCEDHERESTIL
- AREOREZES. IRENERN (BT D
» RIEORENBERIDIREDH LD TRED

c M=(S,A) [CLKDTER

AN

— §={5q, S1,..., S, }: INRERDE
- A=(q;): IAREIMNSiAD

BigtER

< 1

B

B HER

q,,=0.6 BRI Q g = 0.5
So S| % S5
>
BISHEE N
e do1— 1 %&ﬁz
IR EE q,= 0.5

BRBI /N F—2 (HBF)
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NIVITJEFTI

- FINETEHSZHNTD

e M=(S,2 A, E) [CLKDTESE
— S= {5y, S1,..., S, } INREDEES

~ Y={0y, 0y, ..., 0, }: BPEEEDES

— A= (%‘,j) ARREINS N\ DEBISHESR

— E=(p(0)): IRR&I[CHITDEE S oD SIFESR
SlCBWNWTIE (Vo )p,(c) = 0 (XFZEADULRRW) £TD

BigtER

B HER

4i1= 0-60 B R
g W\

BipER

SH

Q g = 0.5

e do1 — 1 %@ﬁﬁg
FIEAIRRE q1,=0.5

BRBI /N F—2 (HBF)
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BENIILITEFII
e EN<YILITJEF)JL (Hidden Markov Model, HMM) :

o« SXAFTLANINSGA-FRIMDYILITBIETHDERE
— NEPRREOBRIIEATERANETSD
— J\S A5 BREHERAE X HESKRE
. FUHIESNBAHENESIINS., NAEPIAREDER., /T XA —
AEHEEL., =5IC. ID—BVRHNZFH T D
— BIRRE(FIMHE—DES UMD UL, —fRICIE. BE—DiEs%
T T DIREENEESL D . HHOESTINS T TIHIREER DR

SZYFE TSR
NFHIAACEH T BINADDSE, ZOMHREZHFEANICTDIED

S0 8181851 P1(A) g11P1(A) g1, p,(C) = 0.8x0.6x0.8x0.2x0.8 = 0.06

BRHE ERREE
"HMC B Q%z 05
So s q1,=04 S5
H e | i N e
Pi(A)=0 ‘ 1 p(A)=038 Po(A)=0.2
p©=0 | BBEE ,)-02 N PA(C) = 0.8
e

BRBI /N F—2 (HBF)
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RBNILITETI

araB ACCTGACGCTTTTTA-TCGCAACTCTCTACTGTITTYCTICQATACCCG
araC TTATAGACACTTTTG-TTACGCGTTTTTGTCATIGGQC-[TTITGGTCCCG
bioA GTGTTTTTTGTTGTT---AATTCGGTGTAGACTITG---FTIAAACCTAAAT
bioB GACTTGTAAACCAAA-TTGAAAAGATTTAGGTTITACAAGTCTACAC
galk CATGTCACACTTTTC--GCATCTTTGTTATGCTAT--GE@TTATTTCAT
lacz GGCTTTACACTTTATGCTTCCGGCTCGTATGTT|IGT--IGTIGGAATTGTG
lacI AATGGCGCAAAACCTTTCGCGGTATGGCATGATAGC-GQCCGGAAGA
rrnEl CTATTGCGGCCTGCG--GAGAACTCCCTATAATGGCICTICCATCGA
APR GTGTTGACTATTTTA-CCTCTGGCGGTGATAATIGG--[TTIGCATGTACT
ApL GTGTTGACATAAATA-CCACTGGCGGTGATACT|IGA--GQACATCAGCA

. 12345678 9101112
1~6DI\F—>

M, M, M3 M, M5 M6

A: 0 A: 0.9 A: 0 A: 04 A: 04 A: 0

C:0.1 L'1c:o 1 |c:o01 1 1c:o01 L' 1c:03 1]c:o
5 » —

G: 0.2 G: 0.1 G: 0.2 G: 0.4 G: 0.1 G: 0

T:0.7 T: 0 T:0.7 T: 0.1 T:0.2 T: 1
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e JOJ7-1JLHMM
- —E. A, REICHIGURIRREZED

— HAPRKZFZER(CINZD
I, I
M, M, M, -
0 —2)
—EURRE - XF=ZH D: REIRRE - FrvvIXFEEH
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7~12D)\5—>

Socooo

M,

A:0.2 A:0.2 A:0.111

C: 0 1 lco1 04 |c.0222

G:0.5 G:04 G: 0.444

T:0.3 T: 0.3 T:0.222
0.1
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HMMEROHMM
HMMERTHRWGb N TS —fi{ELF=HMM

M3 =

M, KRExIZ—H, KEDHhHEERFE D,

D,: IKEExZHIRRT 5. XFEHALALY,

L. AR REx.

S: IKEEZRAIRT 5, XFEHN LAY,

N:NEKIHEDT 54 VA2 FSNTUWAEREE, BREEICHADT S,

B: FiBiKEE, XFEHA LKLY,

E: #&TIKRE, XFEHI LA,

C:CERIFDT T4 A2 FINTULAREE, BREEICH AT S,
LRI AV ERDT A A FEINTUWAWNRE, BREBICHAT S,

BRBI /N F—2 (HBF)
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125
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A RAN
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PSAIA P 7:I:I774’}l, .
iy RVFTNTS 70771
iy 2l AA> S PSAIAI B
E”“[> 7n774»¢>
i) [> 5l - FO77 1 ! .
B TIWFINTS
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TIFINTS
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ER ERImE

e BHEDZT & (BR) i DHEZEp
B FDERHNEECDIGEDE
P = EARDBEDE

o [BHE; HRpDERNMNEESCLEICEHELSND (&

ZDEHDTZ &%@) [E¥kD=

1
IB¥k=E = logE = —logp
“HBIR—p = 120&EF1 5 logDEIF2ET D

ep =1 WwWIEKID->IBHREO
e p =0 HDERL S BHRE

BEEHNNSVWEFRHNEETDIEM>IeEESDAMERES

SNBBEHR=(EIAKRETL)

B 5l A2 4
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TiRik=E (1)

o [BIhE: (TEXIFRFJBEZHROHFD) 1DDOESH:NH
T ES(CEESTNDEIHRD=E

. ¢
o IFIFEREBFRNMNEHEHWNICEDODTULDIEH=E (B
KR CDEH DI ESEEHMICESNDIBHR
=) [CDLWTERD

Ll

i
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191532 (2)
e [BERT > bOE— (FIIBIHE) : INTOER
DIBEHREDIE
_ E_;%lb\‘tgaﬁﬁffapltvét ERINBDIERE
kg - (CHERp ZDNI T 2ARORIIEEET S

BRI k"—=zpllog—= Zpllogpl

o FHESEIE. E‘La’#&é%%@'ﬁr

o EIBIRENGTZKRICIRDBDIE., IRNTDEZRD
MEENEFOUWNWESE
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TiREREDH (1)

° JT 73\1773\%55D5c_t@|ﬁ$ﬁ$

- %Déc_ctb\‘ccdfé%—\,(zt @ B pEnh T
TH. ECN<RazildcETEBNBBRELRDD
CEESTRIFERLD?

o ZRIZH D TCIHESNDBHREDEAFIEZKEDD
‘D’ <% 1
- @ DER(F0.867 — log—— = 0.206
- DM (Z0.033 = log—— = 4.921
0.033

- MR DHER(F0.033 - log—— = 4.921

- % ODOHERF0.067 — log—— = 3.900

- L_hbdbﬁﬂﬁrﬁ Zpl log— = 0.876 x 0.206 + 0.033 X

4921 + 0.033 ><4921+0067><39OO = 0.767
B 51| A2 4



T RE=EDH (2)

e SHIHOXIKMAMNZR S Z EDIEHRE
o ZRJEH D TIHEHNDIBIREDHFFE

_ G R _1
....GDTJE_._(J 0.333 = log—— = 1.585

- DR 0167 — log—— = 2.582

- OOFER(F 0367 — log—— = 1.446
- A OEX(Z 0.133 = log— = 2.911 EXN0DZE(E
“ 015 0xlog0 =033

CNSDIAFHE Y p; log— = 0.333 X 1.585 4+ 0.167 x 2.582 +
+0.367 x 1446+ 0133 % 2.911 = 1.877

o INTDOKRINEHER - ThHD c‘:ﬁ'éc‘: BRI ZHD
J cﬁ%@h%ﬁﬁg(itﬂzﬁn L/_ClogT = 2. I EEHR=(E

—><2+ X 2+ = ><2+ ><2_2 (CNHT=ZKIE)
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KEERDIMEDTOE—Y —mBEDVILFIILTSA A b

HEF
araB
araC
bioA
bioB
galk
lacz
lacI
rrnEl
APR
ApL

B 51| A2 4

-10%815 (71
-35ma K T/—HRyH R

GATCCTACCTGACGCTTTTTA-TCGCAACTCTCTACTGT
CCGTGATTATAGACACTTTTG-TTACGCGTTTTTGTCAT
CAAAACGTGTTTTTTGTTGTT---AATTCGGTGTAGACT
ATAATCGACTTGTAAACCAAA-TTGAAAAGATTTAGGTT
TTATTCCATGTCACACTTTTC--GCATCTTTGTTATGCT
ACCCCAGGCTTTACACTTTATGCTTCCGGCTCGTATGTT
CCATCGAATGGCGCAAAACCTTTCGCGGTATGGCATGAT
ATTTTTCTATTGCGGCCTGCG--GAGAACTCCCTATAAT
CCGTGCGTGTTGACTATTTTA-CCTCTGGCGGTGATAAT
CTGGCGGTGTTGACATAAATA-CCACTGGCGGTGATACT

EeH|DfIE — 123456

LIRCRESE

AR

GA

78

CT
C -

CA

CC
TT
-T
A G
GG
GT
GC
CT
TT
GC

9101112

ATACCCG
TGGTCCCG
AAACCTAAAT
TCTACAC
TTATTTCAT
GGAATTGTG
CCGGAAGA
CCATCGA
GCATGTACT
ACATCAGCA

JOE—45 sk BInFOFRRZHEHIT D/ZHDDNAETIO—EFT. (®E DRI

= (EESHImEML) (CRHE U T

-109818: EE(CERULT. RNARUXS—EAMEE L. DNADEZME Z D8l

-35%815k: RNATRU A S —TED cRFHMEEST D

62



KEEDI OF—4 — iSO HT

g 1 2 3 4 5 6
A o 9 0 4 4 0
o 1 0 1 1 3 0
a 2 1 2 4 1 0
1 7 0 7 1 2 10
& 1 2 3 4 5 6
A o 0.9 0 04 | 04 0
o o1 0 01 01 03 0 p;
ad 02 | o1 02 | 04 | o1 0
1 07 0 07 | o1 02 1
EHEHRE (FRITFOE—) ,
oa={ 2 3 4 5 6 -b-l
FHfESRE| 1157 | 0460 | 1157 | 1722 | 1846 | O pi 108 D,
i=1

AC.GT4DDIEHEDHAFIEDH
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S— > 20 DRR
TEHE (FRI> hOE-)

B 1 2 3 4 5
FIERBH | 1.157 0.469 1.157 1.722 1.846 0
H . —Hy,, 0.843 1.531 0.843 0.278 0.154 2
(H . =2)

max

S—>2203 ESONILFIILITSA A MTHWT, XF (BEFE
EET7 = JBE) INENKBSWNZESDTULDD (E51FTLY

%] Zh) 'R
n
A Ag-l_l
> l
Zv 8 n —————___F——————
b - (o] (3] <T n o
& 5 3
OJNES
. * = . = .
Rseq = Hmax —_ HObS= logz n— pl log_ ’;I gf@*ﬁ*ﬁ(img 4s 7\/E& 20)
i=A,C,G,T Pi max— 10821
BEXFDEHS
piRseq
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S. Cerevisiae (HH FBER) DERE K FRox1p#E & &R L D5l

HEM13 ACGGTATTTTAATTTCAATTGTTTAGAAAGTGCCTTCACACCATTAGCCCCTGGGATTACCGTCATAGGCACTT
HEM13 CTACGCTTTCGCCTTTTCTGGTTCTCCCACCAATAACGCTCCAGCTTGAACAAAGCATAAGACTGCAACCAAAG
HEM13 TAAAGCTTGCTTTGCCCATTGTTCTCGTTTCGAAAGGCTATATAAGGACACGGATTTTCCTTTTTTTTTCCACC
ANB1 TTCTCTTTGGTAAACTCATTGTTGTCIGGAACTCAGATATATTCAGGTCAATTTACTGTACTTCAATTGACTTTT
ANB1 TCAAAGTTTCCTATTCCATTGTTCTCTTTGGTAAACTCATTGTTGTCGGAACTCAGATATATTCAGGTCAATTT
ANB1 GCCTGTTTTTTCGCCCTATTGTTCTCGAGCCTAAAAATTTTTTCCTTTCCTGCTTTCCTTTCTTCGTTCAAAGT
ANB1 TTTTTTTTCGTTTTTCCATTGTTCGTTCGTTGCCTGTTTTTTCGCCCTATTGTTCTCGAGCCTAAAAATTTTTT
ROX1 TTCCTACCAGATTTCCAATTGTTTTGCATAGTAATTCCCGGTAGTTCCACGCGGCCGATACCTCGACAGGCCAA

H IR 2R HIRHE R, EHEHREH
hE A|C |G| T s A C G T MiE | FHIERE
1| o 4 o 4 1 d 05 d 05 1 1.000
2l o 6 o 2 2 d 075 d 025 2 0.811
3l 2] 4 o 2 3 025 05 d 025 3 1.500
4 7 1 O O 4 0.875) 0.125 0 0 4 0.544
55 o o o 8 5 0 0 0 1 5 0.000
60 O O 1 7 6 0 0 0.125 0.875 6 0.544
77 o o g o 7 0 0 1 0 7 0.000
g o o o 8 8 0 0 0 1 8 0.000
9 o o o 8 9 0 0 0 1 9 0.000
100 o 5 1 2 100 0 0625 0.125 025 10 1.299 1
11 1 o 1 6 [ 110128 d 01259 075 11 Tos1l H= Di 108;
121 o 5 2 1 12 0 0.625 0.25 0.125 12 1.299 i=A,C,GT ‘
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I hOF—H
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0s I \ /
0.6 /
0.4 A /
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0 o | N
B 51| AR A

(VAT T
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2 0.25
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5 1
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7 0
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fiE| T hOE—
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3
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5
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8
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o = )LECHIFA
- SignalP
o /\FEAREGIR D> T F) LECH) DIFAED KU SR 2 FH]
* https://services.healthtech.dtu.dk/service.php?SignalP
o HRRABIE T
- TargetP
o EREYIDS > )\ UBEDHIEANREEZ A
e https://services.healthtech.dtu.dk/service.php?TargetP
- PSORT
o 5> )\ UBEDHIREANETEZ A
e EMMHE(CKIDENDY—ILZAR
e https://psort.hgc.jp/
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SignalPOFIA (1)

DTU Health Tech

Department of Health Technology

Research Education Collaboration Services and Products News About

EXPLORE

FRONTPAGE > SERVICES AND PRODUCTS > BIOINFORMATIC SERVICES

SignalP - 6.0

Prediction of Signal Peptides and their cleavage sites in all domains of life
The SignalP 6.0 server predicts the presence of signal peptides and the location of their cleavage sites in proteins from Archaea, Gram-
pasﬂwe Bacteria, Gram- negatwe Bacteria and Eukarya

Sed/SPI: "standard” secretory 5|gna| peptides transported by the Sec translocon and cleaved by Signal Peptidase | (Lep)
Sec/SPII: lipoprotein signal peptides transported by the Sec translocon and cleaved by Signal Peptidase Il (Lsp)

Tat/SPI: Tat signal peptides transported by the Tat translocon and cleaved by Signal Peptidase | (Lep)

Tat/SPII: Tat lipoprotein signal peptides transported by the Tat translocon and cleaved by Signal Peptidase Il (Lsp)

Sec/SPIII: Pilin and pilin-like signal peptides transported by the Sec translocon and deaved by Signal Peptidase |1l (PilD/PibD)

o)

9+ ILERF

Additionally, SignalP 6.0 predicts the regions of signal peptides. Depending on the type, the positions of n-, h-and c-regions as well as of other distinctive features are

Contact I]

—_
=

M

swareon [ ) X

predicted.

signalP60isbased| * S€C/SPI: Sec/SPIl:Seck5 > AAO(C FoTHEiEISN . T FILRTFA—
sonamarmor| (= &S TYUTEN BB 75T S LR TFR

History paper: Click

Eukaryoticproteiny * SeC/SPII: SGCI‘%)ZD:/‘»J:OTﬁﬁ%é*Ls 77 +)l/’\°709:9°_'|:}\|| (LSp) -Gtﬂ H‘ﬁé

tesoningofyourel 4y 214 NHBE ST FILRTAAR

cimeion | TAUSPIl, TathSYRAAVIZE>THIES N, S5 FILRTFA—H(Lep) 2> THINF

SNBTatl T FILRTFR

Submit| . TaysPI: TatkSorOavIz&YEESR ., OFFILRTFE—E I (Lsp) =

SNBTat)RAVINIBEDU T FILRTFR

Sequence subnj

protein sequend] © S€C/SPIII:SeckS2AaV Iz LYt SN, &4 FILRTFH—FII(PID/PibD) (&

thelongoutput| D THIMISNBE)VEXUVEYUHES T FILRTFR

—+¥1 (Lep)

K-> TR
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Contact ]

-
=

DTU Health Tech
Department of Health Technology

M

Research Education Collaboration Services and Products News  About

Submission Instructions Data Article abstract FAQ Version history Portable Downloads

Submit data

Sequence submission: paste the sequence(s) and/or upload a local file
Protein sequences should be not less than 10 amino acids. The maximum number of proteins is 1000.
The long output format might timeout for more than 100 entries.

Mirror Use SignalP 6.0 on BioLib if this server is heavily loaded.
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https://drive.google.com/file/d/1_BjJVSv6-f4uf9SZrjIYlQXrZg9CtlJd/view?usp=drive_link
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Summary of 1 predicted sequences from Eukarya

Predictions list. Use the instruction page for more detailed description of the output page.
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TargetP - 2.0

Subcellular location of proteins: mitochondrial, chloroplastic, secretory pathway, or other
TargetP-2.0 server predicts the presence of N-terminal presequences: signal peptide (SP), mitochondrial transit peptide (mTP),

chloroplast transit peptide (cTP) or thylakoid luminal transit peptide (ITP). For the sequences predicted to contain an N-terminal
presequence a potential cleavage site is also predicted.

Submission Instructions Data Abstract Source code Versions Downloads

Submit data

Paste or upload protein sequence(s) as fasta format. For example file, Click here
Protein sequences should be not less than 10 amino acids. The maximum number of proteins is 5000.
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https://drive.google.com/file/d/1pr9478n5OIgYrSV7Z8SNCeUxMufpmJmO/view?usp=sharing
https://services.healthtech.dtu.dk/service.php?TargetP-2.0
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Prediction: Thylakoid luminal transfer peptide
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nsp1  Shutoff, RNA cleavage nsps . .RNA binding protein
nsp2 ? nsp10 ?
nsp3 papain-like proteinase 2 nspi1 ?

e Transmembrane protein, nep2 KNA-dependent
P4 form replication complex P RNA polymerase
nsp5 3Cdike cysteine proteinase nsp13 Helicase

nspé Transmembrane protein,
form replication complex

nsp?  interact with nsp8 nsp15 endoRNase

nspil4 Exonuclease

nsp8 Primase nspi6  2’-O-methyltransferase

nsp: non-structural protein (GE{E&ER>/\VH)
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L7 nsp/ T3k nsp I iE (pplab FS) i 57T 7—€
nsp1 / nsp2 180/ 181 PLpro
nsp2 / nsp3 (PLpro) 818 /819 PLpro
nsp3 / nsp4 2763 / 2764 PLpro
nsp4 / nsp5 (3CLpro) 3263 / 3264 3CLpro
nspS / nsp6 3569 / 3570 3CLpro
nsp6 / nsp7 3859 / 3860 3CLpro
nsp7 / nsp8 3942 / 3943 3CLpro
nsp8 / nsp9 4140/ 4141 3CLpro
nsp9 / nsp10 4253 / 4254 3CLpro
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