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p&@ Database of protein domains, families and functional sites

a‘N 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 2021_04 of 29-Sep-2021 contains 1895 documentation entries, 1311 patterns, 1326 profiles and 1338 ProRule.

Search Browse
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Quick Scan mode of ScanProsite Other tools

Quickly find matches of your orotein sequences to PROSITE signatures « PRATT - allows to interactively generate

(max. 10 sequences). [?] conserved patterns from a series of
Enter UniProtKB ac ions or identifiers or PDB identifiers unaligned proteins.
or sequences in FASTA format « MyDomains - Image Creator - allows to

generate custom domain figures.

[ Scan || Clear |
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PDOC51015 YDG domain protile
PDOC51792 Yippee domain profile
PDOC0O0883 YrdC-like domain profile
PDOC51915 ZAD domain profile
PDOC51036 Zinc finger A20-type profile
PDOC51039 Zinc finger AN1-type profile
PDOC50119 Zinc finger B-box-type profile
PDOC50808 Zinc finger BED-type profile
PDOC51113 Zinc finger Btk-type profile
POO Q8 Zinc finge 42 AKADG

« PDOC51804 Zinc finger C2HC LYAR-type profile
« PDOC51803 Zinc finger C2HC RNF-type profile
« PDOC51807 Zinc finger C2HC baculovirus (BV)-type profile

PDOC50103 Zinc finger C3H1-type profile

PDOC51896 Zinc finger C4H2-type profile 1 1 _ 1
PDOC51810 Zinc finger CCHC FOG-type profile I— zinc flnger CZHZ type domaln

« PDOC51811 Zinc finger CCHC HIVEP-type profile H H M=)
« PDOC51801 Zinc finger CCHC NOA-type profile Slgnatu re and prOﬁIeJ % IE*R
« PDOC50158 Zinc finger CCHC-type profile

« PDOC51802 Zinc finger CCHHC-type profile

« PDOC51800 Zinc finger CHHC U11-48K-type profile

« PDOC51266 Zinc finger CHY-type and CTCHY-type profiles

« PDOC51050 Zinc finger CW-type profile

« PDOC51058 Zinc finger CXXC-type profile

« PDOC51501 Zinc finger DNL-type profile

« PDOC51265 Zinc finger Dbf4-type profile
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Q PROSITE documentation PDOC00028

Zinc finger C2H2-type domain signature and profile

Description Technical section References Copyright Miscellaneous

Description

'Zinc finger' domains [1,2,3 4 5] are nucleic acid-binding protein structures first identified in the Xenopus transcription factor TFIlIA. These
domains have since been found in numerous nucleic acid-binding proteins. A zinc finger domain is compesed 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:

XX K KX XN K XX

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.
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Technical section References Copyright Miscellaneous

ZINC_FINGER_G2| g finger C2H2 type domain profile (MATRIX)

Sequences in UniProtKB/Swiss-Prot known to belong to this class: 2237 o
o defected by PS50157 2018 (true positives) 777 A1 (MATRIX)
o undetected by PS50157: 219 (219 false negatives and 0 'partial’)

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

9 false positives and 4 unknowns.

Domain architecture view of Swiss-Prot proteins matching PS50157

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 UniProtkKB (Swiss-Prot + TrEMBL ) entries matching PS50157

Retrieve a list of all UniProtKB (Swiss-Prot + TrEMBL) entries matching PS50157

Scan UniProtkKB (Swiss-Prot and/or TTEMBL) entries against PS50157

View ligand binding statistics of PS50157

Matching PDB structures: 1A1F 1A1G 1A1H 1A11 ... [ALL]

c finger C2H2 type domain signature (PATTERN)

Consensus pattern:
C-x(2,4)-C-x(3)-[LIVMFYWC]-x(8)-H-x(3,5)-H IE %E?% I/% ( PATTE R N)
The 2 C's and the 2 H's are zinc ligands
Sequences in UniProtKB/Swiss-Prot known to belong to this class: 2241
o detected by PS00028: 2120 (true positives)
o undetected by PS00028: 121 (120 false negatives and 1 'partial’)
Other sequence(s) in UniProtkKB/Swiss-Prot detected by PS00028:
238 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 UniProtkKB (Swiss-Prot + TrEMBL ) entries matching PS00028
Retrieve a list of all UniProtKB (Swiss-Prot + TrEMBL) entries matching PS00028
Scan UniProtkKB (Swiss-Prot andfor TTEMBL) entries against PS00028
View ligand binding statistics of PS00028
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p e Entry: PS50157

General information about the entry

Entry name [info] ZINC_FINGER_C2H2_2
Accession [info] PS50157
Entry type [info] MATRIX

01-DEC-2001 CREATED

Date [info] 07-APR-2021 DATA UPDATE:
29-SEP-2021 INFO UPDATE
PROSITE Doc. [info] PDOC00028
Associated ProRule [info] PRU00042
Name and characterization of the entry
Description [info] Zinc finger C2H2 type domain profile

Matrix / Profile [info]

Home | Contact

/GENERAL_SPEG: ALPHABET='ABGDEFGHIKLMNPGRSTVEYZ'; LENGTH=28;
/DISJOINT: DEFIMITION=PROTECT; Ni=3; N2=26;

NORMALIZATION: MODE=1; FUNCTION=LINEAR; Ri=-0.G6BO000; RO=0.0207831; TEXT="NScore’

/NURMALIZATIUN MODE=-1: FUNGTION-LINEAR: RI=1309.8804932; R3=0.9B73413; PRIORITY= I TEXT="Heuristic 5.0%";
SCORE=442; H SCORE=1747; N_SCORE=6.5; WODE=!: TEXT-"'
; SGORE=348; R _SCORE=1644; N_SCORE=6. 5; WODE=1; TEXT='7'
2907 B1=-50; E1=-50; MI="105; WD=-105% IN=-105; DM=-

e EF—T7 ORI A% = (TaT7A40)
Post-processing finfo]
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Entry: PS00028

General information about the entry

Entry name [info] ZINC_FINGER_C2H2_1

Accession [info]

Entry type [info]

PS00028
PATTERN
01-APR-1990 CREATED;

Date [info] 01-JUN-1994 DATA UPDATE;

29-SEP-2021 INFO UPDATE.
PROSITE Doc. [info] PDOC00028

Name and characterization of the entry
Description [info] Zinc finger C2H2 type domain signature

Pattern [info]

Home | Contact

G-x(2,4)-C-x (3)- [LIVHFYDC]-x (8)-H-x 13, 5)-H. TF— 7 DORH| R — (IE%E;E}E)

Numerical results [info]

Numerical results for UniProtKB/Swiss-Prot release 2021_04 which contains 565'928 sequence entries.

Total number of hits 13'633 in 2'372 different sequences
Number of true positive hits 13'274 in 2'120 different sequences
Number of 'unknown' hits 49 in 14 different sequences

Number of false

Tuz 7 AnE, ANEBRThr it w, N2 —vRFHICKT LR TE S,

positive hits 310 in 238 different seauences

77 IV —=%F

AA VDL BRILNEHHOEMEZRTOIGELTWBE L WHIFIERH Y, FHEHRIZ. vz 74
VICHRTARIDBRTh2 ) T, BiBICZ— v 2RTILENTERZL0IHIFELD B, b,



PROSITE® [7u 77 A41] iF, HASLRIKOREZAFEICT 275 DL 7N T3,

2. TYRO3_HUMAN @ FASTA JEXDECHNIZLAT D Y

>sp|P12931|SRC_HUMAN Proto-oncogene tyrosine-protein kinase Src OS=Homo sapiens 0X=9606
GN=SRC PE=1 SV=3
MGSNKSKPKDASQRRRSLEPAENVHGAGGGAFPASQTPSKPASADGHRGPSAAFAPAAAE
PKLFGGENSSDTVTSPQRAGPLAGGVTTEFVALYDYESRTETDLSFKKGERLQIVNNTEGD
WWLAHSLSTGQTGYIPSNYVAPSDSIQAEEWYFGKITRRESERLLLNAENPRGTFLVRES
ETTKGAYCLSVSDFDNAKGLNVKHYKIRKLDSGGFYITSRTQFNSLOQLVAYYSKHADGL
CHRLTTVCPTSKPQTQGLAKDAWEIPRESLRLEVKLGQGCFGEVWMGTWNGTTRVAIKTL
KPGTMSPEAFLOQEAQVMKKLRHEKLVQLYAVVSEEPIYIVTEYMSKGSLLDFLKGETGKY
LRLPQLVDMAAQIASGMAYVERMNYVHRDLRAANILVGENLVCKVADFGLARLIEDNEYT
ARQGAKFPIKWTAPEAALYGRFTIKSDVWSFGILLTELTTKGRVPYPGMVNREVLDQVER
GYRMPCPPECPESLHDLMCQCWRKEPEERPTFEYLQAFLEDYFTSTEPQYQPGENL

PROSITE @ [Quick Scan mode of ScanProsite] IC AJJ3 5 &
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pr_ ‘e‘ Database of protein domains, families and functional sites

JuesE SARS-COV-2 relevant PROSITE motifs
it

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 2021_04 of 29-Sep-2021 contains 1895 documentation entries, 1311 patterns, 1326 profiles and 1338 ProRule.

Search Browse

[ |eg. PDOCO00022, PS50089, SH3, zinc finger

by documentation entry

= by ProRule description

= by taxonomic scope

= by number of positive hits
Quick Scan mode of ScanProsite Other tools

Quickly find matches of your nrotein sequences to PROSITE signatures PRATT - allows to interactively generate
(max. 10 sequences). [7] conserved patterns from a series of

P LF GOFNES0TYTSPARAGPLAGE YT TFYALYDYESRTETOLSFKKGERLATYNNTEGD & unaligned proteins
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CHRL TTVCPTSH PTG AKDAWE TPRESLRLEVEL GHECE GEVINETUNGTTRYATHTL generale custom domain figures.
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PS50002 SH3 Src homology 3 (SH3) domain profile

84 - 145: score = 29.855
GGYTTFVALYDYESRTETOLSFRRGERLAI VHNTEGDWILAHSLSTRATEY| PSHYVAPS
05

Predicted feature:
DOMAIN a4 145 SH3 [condition: none]

PS50001 SH2 Src homology 2 (SH2) domain profile

151 - 248: score = 26.968

WYFGKITRRESERLLLMAENPY GTFLYRESETTKGAYCLEYEDFDnaky IMVEHYKIREL
DAGGEF I TSRTOFHSLAALYAYYSKHADGLCHRELTTYE

Predicted feature:
DOMAIN 151 248 SH2 [condition: none]

PS50011 PROTEIN_KINASE_DOM Frotein kinase domain profile

270 - 523: score = 43.425

LRLEMKLGOGCFGEYWHGTW--NGETRVAI KTLKP-—-GTMSPEAFLOEARYMERLRHER
LYaLYAYVSE-EP 1Y WTEYMEKGSLLOFLRGETGRYLRALPRLYDMAART ASGMATYERM
NYWHRDLRAAN| LYGENL YCEVADFGLARL | EDHEYEAROGAKFP I KWTAPEAAL-YGRF
TIKEDYWEFG| LLTELTTKGRYPYPG-MYMREVLDOYERG YRMPCPP---ECPESLHDLM
CACWRKEPEERPTFEYLAAT IEDYF

Predicted features:
DOMAIN 270 523 Protein kinase [condition: none]
condition: <30=K> or
NF_BIND 278 284 ATP [=Featu'e PS00107>]
BINDING 208 ATP [condition: <30=K>]
ACT_SITE 329 Proton acceptor [condition: D and <FTTag:ATP=]

hits by patterns: [2 hits (by 2 distinct patterns) on 1 sequence]

1 100 200 300 400 500 600 00 800 200 1000
ruler:

*
USERSEQ1 - " (536 aa)

PS00107 PROTEIN_KINASE_ATP Frotein kinases ATP-binding region signature
276 - 298: [confidence level (0)] L&OGCFGEVWmEtwngttr. . ... ... VAR
P300109 PROTEIN_KINASE_TYR Tyrosine protein kinases specific acfive-site signature

385 - 397: [confidence level (0] YvHrDLRAAMILY
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pr_ . e ScanProsite Results Viewer

‘Ouput format: Graphical view - this view shows ScanProsite results together with ProRule-based predicied intra-domain features [help]

Hits for all PROSITE (release 2021_04) motifs on sequence USERSEQ1 :
found: 5 hits in 1 sequence

USERSEQ1 (536 aa)

MGENKEKD| EPAEN PREATPER APAAAEPKLFGE
FHEEDTUTSPARAGPLAGGYTTFWALYDYESRTETOLSFRKGERLG | VHNTEGDUWWLAHSLETGAT
GYIPEMYWAPSOS | RAEEWYFGK | TRRESERLLLNAEMPRGTFLYRESETTRGAYCLEWEDFDNAR
GLMWKHYKIRKLOSGGEFYI TSRTAFHSLAOLYAYYSKHADGLCHRLTTYVCPTSKPOTOGLAKDAWE
IPREGLRELEYKLGRGLFGEYWMGTWHGTTRYAI KTLKPGTMEPEAFLAEARYMKKLRHEKLYAL YA
YMYSEER | VIVTEYMSKGSLLOF LKGETGRYLRLPOLYDMAARD | ASGMAYYERKHYYHROLRAAN I L
MGENLVCKEYADFGLARLIEDMEYTARQGARFP I KNTAPEAALYERFT I KSDYWSFGILLTELTTRG
RYPYPEMVNREYLORVERGYRMPCPPECPESLHDLKCACWRKEPEERPTFEYLRAFLEDYFTSTER

@YOPGENL
Legend:
* *
disulfide bridge active site other ranges’ other sites

Please note that the graphical representations of domains displayed hereafter are for illustrative purpeses only, and that their colors and shapes are not intended fo indicate homology or shared function.
For more infermation about how these graphical representafions are constructed, go to htips://prosite expasy.org/mydomainsi

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.

1 100 200 300 400 500 600 700 800 900 1000
ruler:

B *
USERSEQ1 W@ W (536 3a)

7urA4v*F—+FA4 v PROTEIN_KINASE_ DOM oOHic ATP-binding region, Tyrosine
protein kinases specific active-site D XX — Y BFEEL T b, T H & ERE L D% % ProRule %3
BUELTWw2,



