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Caracterisation d’'un domaine
THAP chez le Zebrafish
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Contexte...

‘ > Mol Biol Evol. 2005 Apr;22(4):833-44. doi: 10.1093/molbev/msi068. Epub 2004 Dec 22.

Homologs of Drosophila P transposons were mobile
in zebrafish but have been domesticated in a
common ancestor of chicken and human

Sabine E Hammer ', Sabine Strehl, Sylvia Hagemann

Homologue de I'élément P de la drosophile
retrouve chez le zebrafish (Pdre2) et chez 'lHomme (Phsa)

Domaine THAP similaire en position N-terminale



Les protéines THAP?

Famille des proteines THAP: differents paralogues chez chaque espece (THAP 1 a THAP 11)
En commun: domaine THAP situé en position N-terminale

Tres bonne conservation entre orthologues:

(exemple : THAP 1 chez I'hnomme, souris, zebrafish)

Domaine de fixation a ’'ADN

Enables sequence-specific DNA binding activity and transposase activity. Involved in

DNA integration and transposition, DNA-mediated. [provided by Alliance of Genome
Resources, Apr 2022]

Domaine THAP RICSRHFEPSCFGS.. PGAVPTLF.

DICDTHFNDSQWKAAE ADAVPSKV.
ILCSKHFQESDFESYG KRGAVPSVS!

Extrait de la publication RLCOCSAHFEEHAFTK . LTAVPTIF,
* * % * % %



Les objectifs du projet

Confirmation/vérification des résultats publiés

Pdre2 - Zebrafish
putative THAP

dnmain eda1 +2
Présence du motif

<—|wm| - I
0 caractéristique des protéines

ATG THAP

Positions de l'orthologue de
THAP9 chez le Zebrafish




Recherche d'une séquence THAP9 chez le Zebra

fish

Sur NCBI

SUR UNIPROT

Name/Gene |D

thap11

D: 406390

g2t

560495

=Nl

) thapd
D: 567037

=Rl
@
2 2
=

D: 100535121

D: 110438581

LOC100535121

LOC110438581

Description

THAP domain containing 11 [Danio rerio
(zebrafish)]

E2F transcription factor 6 [Dario rerio
(zebrafish)]

THAFP domain containing 4 [Danio rerio
(zebrafish}]

THAP domain containing 12b [Danio rerio
(zebrafish)]

THAP domain containing 12a [Danio rerio
{zebrafish))

THAP domain containing 7 [Dario rerio
(zebrafish]]

THAP domain containing, apoptosis
associated protein 3 [Danio rerio
(zebrafish))

THAP domain containing, apoptosis
associated protein 1 [Damio rerio
(zebrafish)]

THAP domain-containing protein 6-like
[Danio rerio (zebrafish)]

THAP domain-containing protein 11-like
[Danio rerio (zebrafish))

Location

Chromosome 7, NC_007118.7
(29041470..29042887, complement)

Chromosome 20, NC_007131.7
(29676870..29683806, complement)

Chromosome 2, NC_007113.7
(22653123..22659453, complement)

Chromosome 15, NC_007126.7
(19900304 ..19908909)

Chromosome 10, NC_007121.7
(32058817..32064405)

Chromosome 19, NC_007130.7
(24129414 24136233, complement)

Chromosome 23, NC_007134.7
(30726006..30727595, complement)

Chromosome 5, NC_007116.7
(431958 441310)

Chromosome 15, NC_007126.7
(44106184..44116954, complement)

((thap[Title] AND (zebrafish[Organism])))

Aliases

wufalde0d, wufc33b0s
zgc:B65871, zgc: 76876

fb34106, si:ch211-195d17.2,
wu:b34f06, zgc: 136607

nitrobindin, si.ch211-105d4 .5

prkrir, prkrirb, zgc:86870

fb55g11, prkrir, prkrira, prkrirl
wu:fb55g11, zgc: 55697

im:7136959, si:ch211-
282e161

zgc: 1106849

2gc 136597

Avec ou sans RefSeq: Pas de THAP9

UniPrd.t.E BLAST Align Peptide search ID mapping SPARGL  UniProiKB «

Status

Unreviewed (TrEMBL) (1)

UniProtKB 1 result

&, Download View: Cards Tahle & # Customize columns =§ Share -

Popular organisms

Zebrafish (1)

Taxonomy

¥ ® Entry .
ADABMINZLI

Entry Name . Protein Names . Gene Names . Organism Length .

ADABMINZLE DANRE THAP domain-containing si:ch73-382f3.1, fjB3h03,
protein 1 wif[B3h03

Danio rerio (Zebrafish) 283 Al
(Brachydanio reria)

Pas de THAP9 mais une THAP1




Récuperation des sequences sur Uniprot

et Q9H5L6 au format FASTA

/) )

P-homologous Séquence protéique

sequence (Pdre2) from THAP9 humaine
GenBank



Alignhement Sequence THAP Humaine

contre Organisme Zebrafish

sequence THAP9 humaine

BlastP Contre Swissprot

select all 2 sequences selected GenPept Graphics Distance tree of results  Multiple alignment MSA Viewer
Max Total Query E Per  Acc
Description Scientific Name ’ ;
- - Score Score Cover wvalue Ident Len Accession
Enter Query Sequence -

Enter accession number(s), gi(s), or FASTA sequence(s) @ cisar Query subrange ©

NI i AP OACE=Homo seplaes From | RecMName: Full=THAP domain-containing_protein 1 [Danio rerio] Danio rerio 504 504 9% 2e-07 33.71% 225 Q1JPT7.2
MTRECEAGCESTROTVLERERGLSFHOFFTOTIARSKWIRAMNRVDPRSK

HIWIFGRGAILCEHHFQESD s To
Or, upload file [ Chatsir un fichier | Aucun fichier choisi @

RecName: Full=THAP domain-containing protein 11 [Danio rerio] Danio rerio 366 366 &% 0.006 3067% 257 Q6TGA4.72

Job Title [ spIGBH5LETHAPS_HUMAN DNA iansposase THAPS ]
Enter a deseriptive title for your BLAST search @
Align two or more sequences © select all 20 sequences selected GenPept Graphics Distance tree of results  Multiple alignment MSA Viewer
Lo o m DaaEntion Grianthe Nama Max Total Cuery E Per Acc
BRARIOT 1entm
e ® standard databases (nr elc.) Expenimental databases L . o o " - e ien Accession
Try experimental clustered nr database Q v v - - - i
For more info see What is clustered nr? uncharacterized protein LOCE64763 [Danio rerig] Danig rerio 71.2 T2 20% 2e-13 2573% 201 NP 0012319922
Compare Select to compare standard and imental database
. PR . LOCS53397 protein [Danio rerio] Danio rerio T2 712 21% 3813 2535% 216 AAHOG4141
Standard
LOCS53397 protein [Danio reno Danio reno 709 T09 20% 5e-13 2573% 225 AAI21761.1
Databage Hon-redundant prolein sequences (ar) v |@ 397 protein [Danio rergl = v el ==
?fﬂﬂ':“m [ 28bra danio (lad T855) 10| exciude THAP domain-containing protein ¥ [Danio rerio) Danio reno 7.2 T2 9% 4e-12 42 39% 627 NP 001096668 1
Enter organism common name, biomiL. or ax d. Only 20 top taxa wil be shoun @ Si:ch?11-282e16.1 protein [Danio rerio] Danio rerio 712 T12 0%  Ged2 4230% 641 AAHOZ1T6.1
Exclude Models (XMXP) Mon-redundant RefSeq proteins (WP) Unculturedienvironmental sample sequences
CE LOCA00005466 protein [Danio rerig] Danio reno 658 659 9% Ze-10 3571% 619 AAISS6951
- uncharacterized protein LOC 100003014 [Danio reno] Danio rerno 566 566 11% 1e-07 3217% 415 NP 0010701371
Program Selection
Algorithm Quick BLASTP (Accelerated prolein-profein BLAST) uncharacternzed protein LOC100151273 [Danio reno] Danio reno 555 555 14% 1e-07 3008% 283 NP 0012436121
(® bilastp (protein-protein BLAST)
PSI-BLAST (Position-Specific llerated BLAST) O l I r e SlbY 184124 4 (novel protein) [Danio reno] Danio reno 531 531 9% 2e-07 3596% 178 CADSSTITA
PHI-BLAST (Pattern Hit Initiated ELAST)
DELTA-BLAST (Domain Enhanced Logkup Time Accelerated BLAST) ARL14 effector protein [Danio reric] Danio rero 535 5H35 O% 4e-07 33T1% 224 NP 0010742221
Choose a BLAST algarithm 0
Zoc:1532492 protein [Danio rerio] Danio rero 543 543 1% Te-O7 3130% 415 AAIT13531
Zac 153292 prolein [Danio reria) Danio rerio 5643 543 M%  Te07 31.78% 431 AAISS2181
Zac 136597 [Danio rerio] Danio refnig 508 508 9% 1e-06 33.71% 158 AAI1B6031
THAP domain-containing, profein [Danio rerio] Danio refio 512 512 9%  3e06 3656% 202 NP 0013734051
THAP domain-containing protein 1 [Danio refig] Danio rerio 504 504 9%  4e-06 3371% 225 NP 0014107691
B uncharaclerized profein LOCT35946 [Danio rerio] Danio refio 481 481 9% 6e-05 3371% 413 NP_0010770381
a S e n t e L{3)mbt-like 2 (Drosophila) [Danio reno] Danio refio 466 466 12%  2e-04 2941%
[ [lethal(3)malignant brain tumorlike protein 2 [Danio rerio) Danio refio 462 462 12%  3e04 2041%
P d T H A P 9 d I 2 B I t yplosis associated protein 3 [Danio rerig] Danig rerig 431 431 19% 904 2723%
a s e a n s e S a s rotein 3 [Danio rerio] Danio rerig 431 431 1% 0001 28.04%




Alighement Séquence THAP Humaine

° ~ P-homologous / /
contre Organisme Zebrafish . e

tBlast

PSR BT R W A SRR IR VT WA AT S M §

Enter Query Sequence

y TD| |

Enter accession number(s), gi(s), or FASTA sequence(s) @ ciear Query subrange @
>sp|QOHSLE|THAPS HUMAN DNA transposase THAPY OS=Homo sapiens E | |
OX=0606 GN=THAP9 PE=1 SV=2 R
MTRSCSAVGCSTRDTVLSRERGLSFHQFPTDTIORSKWIRAVNRVDPRSKKl -

WIPGPGAI

Or, upload file Choisir un fichier | Aucun fichier choisi @

Job Title

| Sp|QEHSELE|THAPS_HUMAN DNA transposase THAPS... |

Enter a descriptive title for your BLAST search 9

__J Align two or more sequences @

Choose Search Set

Database

Organism
Optional

Exclude
Optional

Limit to
Optional
Entrez Query
Optional

| Nucleotide collection (nr/nt) v |@

|l exclude

Enter organisim C (] Al ymital, or {ax id. Only 20 top taxa will be shown 9

Models{)(M-‘)(F'}[ ] Uncultured/environmental sample sequences

) Sequences from type material

o e 0 i e e-values et query cover faibles

20 sequences selected

Dsainiion Scientific =~ Max Total Query E Per. Reolen S
= Name Score Score Cover value Ident —

” Zebrafish DNA sequence from clone DKEYP-26H11 in linkage group 22, complete sequence Daniorerio 277 277 81% 4e-75 27.63% 167824 (CR384108.7

S e q u e n ce Danio rerio genome assembly, chromosome: 22 Danio rerio 207 277 81%  4e-75 27.63% 39020267 LR812058.1
Zebrafish DNA sequence from clone DKEY-148412 in linkage group 2,_complete sequence Danio rerio 2715 275 81Y% Ze-74 2763% 244788

BX5 1 1 023 Danio rerio strain T5D chromosome 2 Danio rerio 275 322  90% Z2e-74 27.63% 59455749 CPOG8736.1
Danio rerio genome assembly, chromosome: 2 Danio rerio 275 326 90%  2e-74 2763% 59970185 LR812064.1

Zebrafish DNA sequence from clone CH73-275J16 in linkage group 14, complete sequence Danio rerio 273 273 81%  Te-74 27.66% 29513 [FQ311907.3

Danio rerio strain TSD chromosome 14 Danio rerio 273 388 81% Te-74 2786% 51872344 CP0OG8748.1

Danio rerio genome assembly, chromosome: 14 Danio rerio 273 498  92% Te-74 27.86% 54753181 LR8120511



contre Organisme Zebrafis
tBlastN

Distribution of the top 1 Blast Hits on 1 subject sequences
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Distribution of the top 167 Blast Hits on 100 subject sequences
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Partie N-term manquante

900

ignement Sequence THAP Humaine

Zebrafish DNA sequence from clone DKEY-148A12 in linkage group 2, complete sequence
Sequence ID: BX511023.8 Length: 244788 Wumber of Matches: 1

Range 1: 202236 to 204425 GenBank Graphics

Score Expectk Method Identities Positives Gaps Frame

275 bits(704) 2e-74 Compositional matrnx adjust, 214/760(28%) 372/760(48%) 58/760(7%) +3

Query 122 EDHNYSLKTPLTIGAEK LAEVQOMLQVSKKRLI - - SVKNYRMIKKRKGLRLIDALVEEKL 179
EDH#Y4HL +P ++ + A Q+LQ +K+L S K+ R+ K L+ +  ++4KL
Shjct 282236 EDHSYNLASPRSLKRKNQA-TDQILQKYRKKLKIESQKSRRLKNKISTLKDVWTELKKKL 282412

Query 188 L-SEETECLLRAQFSDFEK - - -WELYNWRETDEYSAEMKQFACTLYLCSSKVYDYWRKILE 235
L5E LL + K ++ ++T +¥5 E+KQFA TL+ 5 K YDYVR +
Sbjct 282413 LISNECASLLESIDEVPKHILLKIQQGKKTAKYSEELKQFATTLHFYSPKAYDYVRDNFQ 282592
Query 236 --LPHSS5ILRTHLSKCOPSPGFHNSNIFSFLORRVENGDQLYQ- -YCSLLIKSMPLEQQLY 291
LPHS +R W 5 PGF F+ L+ V\E + + C+HL++ M+ + +
Sbhjct 282593 KALPHSHTIRMWYSSWSADPGFTVASFTALKCHVEENKERGKETVCALMMDEMYIHKMTE 282772
Query 282 WDPS5H5LOGFMDFGLGKLDADETPLASETVLLMAVGIFGHWRTPLGYFFVNRASGYLQA 351
+ + GHD G GHD LA++ +4+LM V + W+ P+ ¥YF + G +A

Sbhjct 282773 F--AGDQFHGYVDIGTGEEID---NTLATQALVLMWAVNESWKIPIAYFLITGMDGSEKS 282037

Query 352 QLLRLTIGKLSDIGITYVLAVTSDATAHSVOMAKALGIHIDGDDMECTFQHPSSSSQQTIAY 411
++R ++ +L ++GF VT DA #+ M+ LG ++ ++HK F HP +0++
Sbjct 282038 NVIRESLSRLHEVGVEWISLTCDAPTTHNLAMIRELGADLNINMMEPYFMHPEDPTQKVHY 283117

Query 412 FFDSCHLLRLIRNAFQNFQSIQF INGIA-HWQH1velvaleeqe lSNM-ERIPSTLANLK 469
DECHHL+LHRNAF ¢ + +G  b4++ L L+E#E + ++ +
Shjct 283118 TILDACHMLKLLRNAFASSLEFETEDGMKIKWKYIEALNELQEKEGLRLGNKLKMAHLQWR 283297

Query 478a MHYLEVNSATOLFSESVASALEYL-LSLDLPPFOMCIGTIHFLRELINNLFDIFNSRNCYG 528
+W+ A QLFS SVA A+E+ L+ F+C T+ FLR ++ FD+ NSEN G
Sbhjct 283298 KOKMKVHLAAQLFSSSVADATIEFCEQGLKMEEFKGCAATVOFLATVDAAFDVLNSRNPLG 283477
Query 529 KGLKGPLLPETYSKINHVLIEAKTIFVTLSDTSNNQIIkskgklegflgf---11NAESLK 585
KG K P+ T ++ +L +4+4++ L M+ + N 5
Shjct 283478 KGFKAPIKTTTHDRVETILKQAESMLRGLEVOQYMKMVPLHTTEEKTAIYVGFIANGRSAL 283657

Query 536 WLYQNYVE PEAMPFPYLLTYKFSHDHLELF LEMLROVLVTSSSPTCMAFQEAYYRLETRY 845

+ + W P YLLTYK 5 DHLELF +R + +P F+ &Y L R+
Sbjct 283658 NIYHDLVERPMAPCRYLLTYKLSQDHLELFFAATRARGGHNDMPMARQFRGAYKRLLVEH 283837
Query bdo KFQ---------DEVFLSKVSIFDISIARREDLALWTVORQYGYSVTKTVFHEEGICODKW 596

+ + D ++ + +H+ARR ++ L W E D
Sbjct 283838 QVKTGTGNCLLLDNTYMLNSTPASVNYVARRLEVQLVEVD----------- VPENDAVPDL 283984
Query B87 SH-CSLSEALLDLSDHRRNLICY - AGYWVANKLSALLTCEDCITALYASDLEASKIGSLLFE 754

H CSLsE ++ IY aG#v E+ +TC C AL +D0 A+ +
Sbjct 283985 PHVCSLSE------- YEEAATHYITGRVWEKMKEKITCLPCSQAL-TTDGAAHE---FIH 284131
Query 755 VEKENGLHFPSES LCRVINICERVVRTHSRMAIFELV-SKQRELYLQQKILCELSGHINL 813

+# + GL PS5 + WV E+ ++ + +L + L + ++L + +L

Shjct 284132 LKNRGGLOKPSPGMVSVCLTTEKCIQRKITTSGGOLPRGRGITLAISNEVLANCAER-DL 284308

Query 814 FVDVNKHLFDGEVCAINHFVKLLKDIIICFLNIRAKNVAQ 853
F ++ HF  V #NH  L+K T + +R + A+
sbjct 284389 FPQLHSHMFATSV-EMNHIHLLVKMASIWYSKVRFNHFAR 204425



BLASTP tBlastN

ConCI USiOn On retrouve BX511023
Séquences de proteines THAP1 et THAP11 Query cover plutot bon

SUr B I d St Mauvais % d'identité 48% de similarite

Mauvais guery cover : i
query Partie N-terminale absente

QN-term: motif des proteines THAP




Recherche du domaine THAP sur la e

séquence BX511023 e

Parametres modifiés : tblastN

expect threshold et word size

Expect threshold

| 10 | @
Word size (2]
. Scientifi M Total Q
Max matchesina [ [ Description CIEE) - e o eV B perident Acclen  accession
query range Name Score Score Cover value
w

Scoring Parameters BX511023.8 Zebrafish DNA sequence from clone DKEY-148A12 in linkage group 2._complete se ... 298 369 67% 1e-86 28.82% 2447388 Query_404113
Matrix | BLOSUMG2 v | @
Gap Costs | Existence: 11 Extension: 1 v

. I '.IIHIIIII'-.II1. LWL WLy WL - ol o ¥ -_I"!_l L= L I_I [ L B -'H_l'ul e it N - - F ..

Compositional | Conditional compositional scc
adjustments

Filters and Masking | sequences selected 2
Filter

() Low complexity regions @

Distribution of the top 5 Blast Hits on 1 subject sequences

| | | i | | |

1 fragment supplémentaire ’ 1 150 500 450 500 750 500
en partie N-term



Range 1: 202236 to 204425 Graphics ¥ Hext Match

Score Expect Method Identities Positives Gaps Frame
298 bits(762) 1e-86 Compositional matrix adjust. 219/760({29%) 377/760(49%:) 58/760(7%) +3

Query 122 EDHNYSLKTPLTIGAEKLAEVOOMLOVESKKRLI - -5VKNYRMIKKRKGLRLIDALVEEKL 179

Sbjct 282236

Range 2: 200145 to 200201 Graphics

Query 188

Sbijct 282413
Score Expect Method

24.3 bits(51) 4.1

Query 236
Sbjct 282593

Query 292

Query 53 WIPGPGAILCYHHHQESDF /1

F

Sbjct 282773

Query 352

Shict 200145 WKPTTSSRIC

Sbjct 282938 RNVIR

HLAE Vv E AP T THLCAF DN IRNMEPY FRRMEDF TORVHY 5

Query 412 FFDSCHLLRLIRMAFQNFQSIQFINGIA-HWOHLVELVALEEQE-LSMMERIPSTLANLE 4692
D+CH+L+L+RMNAF + + +4 W+++ L L+E+E L ++ +

Sbjct 283118 ILDACHMLKLLRMAFASSLEFETEDGMKIKWEYIEALMELQEKEGLRLGMNKLKMAHLQWR 283297

Query 478 MHVLEVNSATQLFSESVASALEYL-LSLDLPPFOQNCIGTIHFLRLINNLFDIFNSRNCYG 528

+EV+ A QLFS 5VA A+E+ L+ F+C T+ FLR ++ FD+ MNS5RN G

Sbjct 283298 KQKMKVHLAAQLFSSSVADATEFCEQGLKMEEFKGCAATVQFLRTVDAAFDVLNSRNPLG 283477

Query 529 KGLEGPLLPETYSKINHVLIEAKTIFVTLSDTSNMNQII - - -KGKQKLGFLGFLLNAESLE 585

KG K P+ T ++ +L +4+H++ L M+ KK GF+ N 5

Sbjct 283478 KGFKAPIKTTTKDRVETILKQAESMLRGLEVOOYNEMVPLHTTEEKTAIYGFIANGRSAL 283657

Query 586 WLYQMYVFPEVMPFPY LLTYKFSHDHLELF LEMLROVLVTSSSPTCMAFQKAYYNLETRY 645

+ + V P ¥LLTYK 5 DHLELF +R + +P F+ AY L R+

Sbjct 283658 NIYHDLVERPMAPCRYLLTYKLSQDHLELFFAAIRARGGHNDNPMARQFRGAYKRLLVRH 283837

Query 646 KFQ--------- DEVFLSKVSIFDISTARRKDLALWTVQROYGVEVTKTVFHEEGICQDW 696
+ + D ++ + +++4RR ++ L V¥ E D
Sbjct 283838 QVKTGTGNCLLLDNTYMLMSTPASVNVARRLEVQLVEVD----------- VPENDAVPDL 283984
Query 697 SH-CSLSEALLDLSDHRRMLICY -AGYVANKLSALLTCEDCITALYASDLKASKIGSLLE 754
H CSLSE ++ IY GV K+ +7C C AL +D A + +
Sbjct 283985 PHVCSLSE------- YEEAATHYITOGFVVEKMKEKITCLPCSQAL -TTDGAAHE---FIH 284131

Query 755 VEKENGLHFPSESLCRVINICERVWRTHSRMAIFELV-SKQRELYLOQKILCELSGHINL 813
# + GL PS5 + WV E+ ++ + +L + L + ++L + +L

Sbjct 284132 LKNRGGLOKPSPGMVSVCLTTEKCIQRKITTSGGOLPRGRGITLAISNEVLANCAER-DL 284388
Query 814 FVDVNKHLFDGEVCAINHFVELLKDITICFLNIRAKNVAQ 853
F ++ H+F vV +NH L+K I + +R + A+

Sbjct 284389 FPQLHSHMFATSV-EMNHIHLLVKMASIWYSKWVRFNHFAR 284425

Compositional matrix adjust.

200201

¥ Next Match A Previous Match

laich A Previous Match

Identities Positives Gaps Frame

9/19(47%) 11/19(57%) 0/19(0%) +3

Gaps Frame

o) 0/19(0%) +3

Range 3: 152773 to 152904 Graphics ¥ Next Match A Previous Match

Score Expect Method Identities Positives Gaps Frame
23.5 bits(49) 5.9 Compositional matrix adjust. 11/44(25%) 23/44(52%) 0/44(0%) -1

SRERGLSFHQFPTDTIQRSKWIRAVNRVDPRSKKIWIPGPGAIL 61
++++ + H TIQ ++ + +N +DPRS + A+L
Sbjct 1529804 TKQK*ITVHNSKNKTIQ*NQVLHILNNIDPRSVNVACVDTTALL 152773

Query 18

Range 4: 101879 to 101941 Graphics A Previous Match

Score Expect Method Identities Positives Gaps Frame
23.5 bits(49) 6.4 Compositional matrix adjust. 8/21(38%) 13/21(61%) 0/21(0%) -3

MKCTFQHPSSSSQQIAYFFDS 415
++ T +HP S QQ+ YF +
Sbjct 101941 TEKTIRHPESIKQQVGYFVGA 101879

Query 395

Segment AVP absent
sirement plus loin



Recherche du logo du domaine THAP

Sur Interpro: Logo du domaine THAP

,’ InterPro-+Classification of protein families

» Search » Browse » Results Release notes Doy

# | Browse [ By Entry / Pfam [ PF05485 [ Logo

Pfam THAP domain
renen B

Overview

&5 T8 1

Proteins 25k

Domain Architectures 982
Taxonomy 4k

Proteomes 899

Structures 9

Signature P
FE E

AlphaFold 16k
0 —-!iigiﬁila-_
ﬁ- i i
iz, prob. = ---—------'—--’_! |
NS len, o o m— s e - -

Model column

Irrarmanan Canteém (brs)

Alignment

Curation

6.5

L
X

Imormaton Content (bis)

0
occupancy

ins. prob. =

ins. len.

Model Position

Pour connaitre le motif a chercher

15
L

b0

]
||

Model column |

Go




Recherche d’'ORF avec ORF Finder

Open Reading Frame Viewer

Sequence

ORFs found: 3 Genetic code: 1 Start codon: 'ATG' only
ORFs were calculated on the interval from 200000 to 200500 nt

= 1~ | Find: vi Qo Q , @ i =

208 K ORF1 & :RCL 200,208 200,300 200,480 200,500 200,600 200,708 200,800  |200,900

(U) CRFfipder 10.6.1638849S8

ORF1 » »
- nam ORF3

B ORF2
200 K 200,100 | 200,208 260,300 200,400 200,500 200,600 200,700 200,800 200,500

1: 200K..202K (1,501 nt)

ORF1 (58 aa) Display ORF as... m Mark subset... Marked: 0 Download marked set as | Protein FASTA v
»1c1|ORF1 Label Strand Frame Start Stop Length (nt | aa)
ﬂ;ﬁa[ErliﬁHHDMRLHQMWNMRF{HGHKPTTSSHLCS.&H:EEI-IAFTHDLK ORFE1 . 5 200067 200243 177 | 58
ORF3 - 1 200163 200029 135 | 44
Une partie du motif THAP visible @ ore2 - 3 200131 200039 93 | 30

La partie N-terminale du domaine THAP est manquante dans la séequence BX511023



Recherche du domaine THAP sur la
sequence BX511023

Positions Recherchées
a partir de l'article

Positions Trouvées

Domaine hache sur plusieurs exons 199271199302

Aucune correspondance

200078 - 200230

200145 - 200201

Impossible de le récuperer en entier

201890 - 204500

Pdre2 - Zebrafish

202236 - 204425

putative THAP
domain eda1+2
F X
<4—idat| ida2 | ed3 ——8M8MM
[ |

ATG TAA 2 kb




Reconstitution de la séquence protéique

FASTA ~

Send to: =

Change region shown

Zebrafish DNA sequence from clone DKEY-148A12 in linkage group 2, complete

sequence

GenBank: BX511023.8
GenBank Graphics

te sequence
ATGAGTIGITCAGCAGTARRCTGTITICTARCCG

200078 - 200230

29 S.90AA98-200990 7

>B¥511023.8:200078-200230 Zebrafish DHA segquence from clcne DEKEY-14BR12 1

cup 2, ccmplete sequence
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2 Zebrafish DNHA segquence from clone DEEY-14BR12 1

:201890=204500 Zebrafish DNA sequence from clone DEEY-14BA12 2

O Whole sequence
® Selected region
from: (199000 to: 203000 ]

utilisation des positions de la publications

F

Séquance assemblée | Updﬁte "'.I'rIEW | :Igutnca traduite (avec transeq)

ATGAGTTGTTCAGCAGTAAACTGTTCTARCCG]
GTGGTGARCATGAGACGCAACGGCTGGRAAMACCE
GCTTTCACCRAGGATTTGARAGETRARRARRARARATCTTACAGCAGTTCCAACTATATTCTCATTTCCTTGTCATCTG
GT AT CCTCTTGT GTAGGGGTARGACACRAGACTTTTGCGAATAAGARTTCTGAGGCTRAAGTGGCTCCTCTCTG
ITGETTCAGCAAAGAT GCAGGACACAGTAMAANGGAT TCTCCAGT TGACAAGTCTCTTAGCGTGCACTCAGCTGCT
GATTACAGCAATGCCACCTTGACTGAACATGCTATTGGCARCTTCTCAGTTAGTAATGACCTATGTCARGTTGAC
ACTGCTGTARCGCTGEATATTARTGAGGATCATAGTTATGCARCTTTRAGTTCCACACATGARACTCCTRAAGTTT
ATTARAGAGGATCACAGCTACARCCTTGCGTCTCCGAGATCTTTARARACGGARRARTCAGGCCACTGACCARARTT
CTACARARATACAGGRAARAAGCTTRAARRATTGARTCCCARRAGTCTAGGCGTTTARARARACAARATCTCCACCTTA
A GGATGCTCCT CACAGRARCTC AR GR A GAAGCTGTTGATATCCAATGRATGTGCTTCTTTGCTTCGAGTCRAATTGAT
GARGT GO AN G CACAT CTTGTTGARA R TACAGCAGGGGARAR AR N CAGCARAGCTACTCAGAGGAGTTGRAAGCAG
I T TG CAC AT TGCATTT T TAT T CCCCARAGGCATACGACTACGTACGTGACAATTTTCAGARAGCGCTGCCA
CACAGTCACACCATTCGRAATTGCTACAGCAGCGTATCAGCTGATCCTGGATTTACTGTGGCATCTTTCACAGCG
CTGARATGTCATGTAGAGGAGAATARRGAGRAGAGCGARRAGARACAGTATCTGCCCTARTGATGGATGARATGTAT
ATTCACAAGATGACTGAATTTGCAGGGGACCAGTTTCATGGCTATGTGGACATTGGTACTGGAGAAATTGACAAC
ACGTTGGCTACCCAGGCTTTGGTCCTCATGGTTGTGGCTGTAAAT GAGT CATGGARARTTCCCATAGCATACTTC
TCATCRCAGGTATGGATGGAT CAGAGRAGGCCAATGTCATTAGGGAGAGCCTTAGCAGACTTCATGAGGTTGETG
TCAAAGTCATCTCTCTTACATGTGATGCCCCCACGACCARCTTGGCTATGATAAGGGAACTTGGCGCTGACCTAR
ATAT TR AR AT ARG CTTACTTCATGCAT CCTGAGGACCCTACT CAGRARGTACATGTGATCCTGGAT GCAT

AGTGGRAGTRCATCGRAGCCCTCAATGARACTCCARGRARRARGRARAGGTCTGCGACTGGGARACARRGCTGRAGATGE
CTCATTTACRATGGCGARAACARARAATGARAGTCCATCTGGCAGCACAGCTCTTCAGCAGCAGTGTGGCAGATG
CTATAGAGT TCTGTGAGCARGGCTTGAARA TGGAGGAAT TCAAAGGTTGTGCTGCAACTGTGCAGTTTTTGCGCA
CTGTAGATGCAGCTTTTGATGTACTGAATAGCAGRAATCCTCTTGGAAARGGTTTCARAGCCCCAATCARAACAR
CAACTARAAGATCGGGTTGAGACCATTTTARAGCAGGCAGAATCCATGCTTCGTGGGTTGAAGGTCCAGCAGTACA
ACAAGATGGTGCCACTTCACACAACCAARAAGANGACTGCCATATATGGCTTCATTGCTAATGGCAGARGTGCAC
TTAACATCTATCATGATCTTGTTGRAAAGGCCCAATGCACCATGCAGATATCTTCTTACCTACARATTARGTCAGE

GAGGAG AT AR G CTAC T TGTAAG G A AR GT AR A CAGGCACAGGGAACTCTTTGCTTCTAGACARCA
CTTACATGC T CAAC T CARC ACCTGCATCT G TARATGT TGCCCGARGAT TGGAAGTACAGTTGEGTGGAAGTGGACG
TGCCCGAGARTGATGCTGTTCCTGRACCTCCCTCATGTATGCAGTCTTTCTGRAATACARAGRAGGCAGCARTTCATT
ATATCACAGGATTTGTGETGAAGARGATGARAGAGARRATCACCTGCTTGCCATGCTCACAGGCATTARCAACTG
ATGGTGCTGCACATGAATTCATCCATCTAAAARACAGAGGTGEGTCTGCAGAAACCATCACCAGGCATGGETGTCTG
TGTGTCTGACCACAGAGRAAATGCATTCAGAGARAGATCACAACAAGTGGRAGETCAGCTTCCCCGTGGACGTGGAR
TCACACTTGCTAT T T CCARCGAGETGTTAGCARATTGTGCAGAGAGAGATCTTTTTCCACRACTCCACAGCCACR
TG T TGCTACANGCGT TGARATGAR T CATATTCAT TTAT TGGTTAARATGGCATCCATTTGGTATAGCARAGTCA
GATTTAACCACTTTGCAAGAAGGGGAGCTGAAATAGCAANAGATGGCAARATGGTTCGCAGACARCTGACTARA
TTGATTCATTTTTATGGTGAA

SCSAVNCSNRFPLGRHDAARLKQWWVVNMRRNGWKPTTSSRLCSAHFEEHAFTKDLKVKK

TAVPTIFSFPCHLVKSSCVGYRHKTFANKNSEVSGSSLLFSKDAGHSKKDSPYVDKSLSVHSAA
DYSNATLTEHAIGNFSVSNDLCQVDTAVTVDINEDHSYATLSSTHETPKFIKEDHSYNLASPRSLK
REKNQATDQILOKYRKKLKIESQKSRRLKNKISTLKDVVTELKKKLLISNECASLLESIDEVPKHILLKI
QOGKKTAKY SEELKQFATTLHF Y SPKAYDYVRONFOKALPHSHTIRNWY SSVSADPGFTVASFT
ALKCHVEENKERGKETVCALMMDEMYIHKMTEFAGDQFHGYVDIGTGEIDNTLATQALVLMWVVA
VNESWKIPIAYFLITGMDGSEKANVIRESLSRLHEVGVKVISLTCDAPTTNLAMIRELGADLNINMNM
KPYEMHPEDPTQKVHVILDACHMLKLLRNAFASS| EFETEDGNKIKWKYIEALNELQEKEGLRLG
NKLKMAHLQWRKQKMKVHLAAQLFSSSVADAIEFCEQGLKMEEFKGCAATVQFLRTVDAAFDY
LNSRNPLGKGFKAPIKTTTKDRVETILKQAESMLRGLKVQQY NKMVPLHTTEKKKTAIY GFIANGRS
ALNIYHDLVERPNAPCRYLLTYKLSQDHLELFFAAIRARGGHNDNPNARQFRGAYKRLLVRHOVK
TGTGNCLLLDNTYMLNSTPASYNVARRLEVQLVEVDVPENDAVPDLPHVCSLSEYKEAAIHYITG
FPYWKKMKEKITCLPCSQALTTDGAAHEFIHLKNRGGLAKPSPGMYSVCLTTEKCIQRKITTSGGO
LPRGRGITLAISNEVLANCAERDLFPQLHSHMFATSVEMNHIHLLVEMASIWYSKVRFNHFARRG
AEIAKDGKMVRROLTKLIHFYGE
> 2
WWQRQTVLTVEL *VGMMQQD*NNGW* T*"DATAGN QQLHPVFAVLILKSMLSPRITR*KKILQQFQLY
SHFLVIW*NPLV*G*DIRLLRIRILR*VAPLCCSAKMQDTVKRILQLTSLLACTQLLITAMPP*LNMLL A
TSQIVMITYVELTLL *RWILMRINVMAL*VPHMKLLSLLKRITATTLRLRDL*NGKIRPLTKFYKNTGKS
LKLNPKSLGV KIKSPP RMSSANSRRSCTYPMNVLLCLSOL MKCQSTSC'KYSRGKKQQSTAR
S*SSLPQPCIFIPQRHTTTYVTIFRKRCHTVTPFEIGTAAY QLILDLLWHLSQR*NVM RRIKREEKK
AYVPWMKCIETR*LNLOGTSFMAMWTLVLEKLT TRWLPRLWS SWLWL*MSHGKFP*HTFSSQWV
WMDQRRPMSLGRALADFMRLVSKSSLLHVMPPRPTWL™ GNLALT ILTT"SLTSCILRTLLRKYM®
SWMHATC*SFFAMPLHLPLNLRQKMEIRLSGSTSKPSMNSKKKKVCDWETS*RWLIYNGENKKK,
SIWQHSSSAAVWAML*SSYSKA*"KWRNSKVVLALCSFCAL"MQLLMY " IAEILLEKVSKPQSKQQ
LKIGLRPF*SRAONPCFVG*RSSSTTRWCHFTOPKRRLPYMASLLMAEVHLTSIMILLKGPMHHADI
FLPTN*"VRTTWSFSLLP*EQEVVTMIILMPGSLEEHTNAYL*GTK KQAQGTVCF TILICSTQHLH
L"MLPEDWKY SWWEKWTCPRMMLFLTSLMYAVFLNTKRQQF ISQDLW RR"KRKSPACHAHRH"
QLMYLHMNSSI"KTEVWCRNHHOAWCLCYPORNAFRERSQQVEVSFPVDVESHLLFPTRC QI
VQREIFFHNSTATCLLOALK*IIFIYWLKWHPFGIAKSDLTTLQE GELK*QKMAKWFADN*LN*FIFM
WX
> 3
ELFSSKLEPESER*A®CSKIETMGGEHETQRLETNNFIPSLQCSF*RACFHQGFEGKKKSYSSSN
YILISLSSGEILLCRGKTQDFCE*EF*GKWLLSVVQQORCRTQ*KGF SS*QVS*RALSC*LQQCHLD*
TCYWALLS™PMSS*™HCCNGGY ™ GS"LCNFKFHT*NS™VY " RGSQLAPCVSEIFKTEKSGH'ENS
TKIQEKA"N'IPKV"AFKKQNLHLKGCRHRTQEEAVDIQ "MCEFA™VN ™ SAKAHLVENTAGEKNSKY
LRGVEAVCHNLAFLFPKGIRLRT*QF SESAATQSHHSKLYQQRIS*SWIYCGIFHSAEMSCRGE'R
ERKRNSMCPNDG*NYY SQDD*ICRGPVSWLCGHWYWRN"QHVGYPGFGPHGCGCK"™VMENS
HSILSHHRY GWIREGQCH GEP QTS GWCASHLSYM CPHD AL GYDKGTWR ' PKY "QHEALLH
AS*GPYSESTCDPGCMPHAKASSQCLCIFP*I*DRRWK*D*VEVHRSPQ TPRKRRSATGKQAED
GSFTMAKTKNESPSGSTALQQAQCGRCYRVL"ARLENGGIQRLCCNCAVFAHCRCSFCTE'QKS
SWKRFQSPNQNNN"RSG*DHFKAGRIHASWVE GPAVQQDGAT SHNQKEDCHIWLHC"WQKCT®
HLS*SC*KAQCTMQISSYLQIKSGPLGAFLCCHKSKRWSQ " S*COAV RSIOTPTCKAPSENRHR
ELFASRQHLHAQLNTCICKCCPKIGSTVGGSGRARE*CCS'PPSCMQSF* IQRGSNSLYHRICGE
EDERENHLLAMLTGINN*WCCT IHPSKKQRWSAETITRHGVCVSDHREMHSEKDHNKWRSASP
WTWNHTCYFQRGVSKLCRERSFSTTPQPHVCYKR*NESYSFEIG NGIHLY"QSQI"PLCKKGS™NS
KRWQNGSQTTD IDSFLW*X



Recherche des domaines conserveées

Alighement CD Search séquence 1 :

- - )
[ Search for similar domain architeclures I @ Refine search 2

List of domain hits

H- Name Accession Description Interval E-value
+H Tnp_P_element super family cl20443 Transposase protein; Protein in this family are transposases found in insects. This region is . 215-447 1.18e-19
|- THAP |pfam05485 THAP domain; The THAP domain is a putative DNA-binding domailn (DBD) and probably also binds a ... 3-69 [ 3.23e-16

THAP domain; The THAP domain is a putative DNA-binding domain (DBD) and probably also binds a zinc ion. It features the conserved C2CH architecture (consensus sequence: Cys - 2-4 residues - Cys - 35-50 residues - Cys - 2
residues - His). Other universal teatures include the location of the domain at the N-termini of proteins, its size of about 20 residues, a C-terminal AVFTIF box and several other conserved residues. Orthologues of the human THAF
domain have been identified in other vertebrates and probably worms and flies, but not in other eukaryotes or any prokanyotes.

Pssm-ID: 428488 Cd Length: 77 Bit Score: 74.05 E-value: 3.23e-16

18 28 Xeh A5 56 L% e a4
Y [N L S (RN N PR R YL S R S e .
seqsig MSCSA_43498a47bbo8eboosatbThee724edctf 3 CSAVNCSH RFP1ErHDAAR LK QWVVYHMRRNGWK PTTSSRLCSA HAFTEDLEVEKN [AWPTIF 69
Cdd:pfamB5485 1 CSVPGL THNrkkknTri K KOPERREEWLNALKREDLFPFENSRVLSL NDFEKLSGOGRRELKpGALPTLE
[+ DUF4201 super family cl25515 Domain of unknown function (DUF4201); This is a family of coiled-coil proteins from eukaryotes. ... 180-236 8.55e-03
References:
B Marchler-Bauer A et al. (2017), "CORYSPARCLE: functional classification of proteins via subfamily domain architectures.”, Nucleic Acids Res.45(0)200-3.
B Marchler-Bauer & et al, (2015), "Ch0: NCBI's conserved domain database.”, Mucleic Acids Res.43([0)222-6.
B Marchler-Baver A et al. {2011), "CDD: a Conserved Domain Database for the funclional annotation of proteins.”, Mucleic Acids Res.39(0)225-9,

I Mmarchler-Bauer A, Bryant SH (2004), "CD-Search: protein domain annotations on the fly.", Nucleic Acids Res.22(W)327-331,

Help | Disclaimer | Write to the Help Desk
NCBI | NLM | NIH

Pssm-ID: 428489 Cd Length: /7 Bit Score: 74.05 E-value: 3.23e-16
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Alignement CD Search séquence 2 :
Pas de resultat

Alighement CD Search séguence 3 :
Pas de résultat

Protéine reconstituée
domaine THAP complet

3 CSAVNCSN----------- RFP1grHDAARLKQWVVNMRRNGWKPTTSSRLCSAHF EEHAFTKDLKVKKNL - - TAV 69 {— Protéine reconstituee
1 CSVPGCTNrkkkntrisfhKFP---KDPERRKKWLNACKRKDLPPPKNSRVCSLHFEENDFEKISGGRRRLKPGAT - 77
<— Logo PFAM



Scan Prosite

nits by profiles: [1 hit (by 1 profile) on 1 sequence]

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

uler: 1 100 200 FO0 400 00 BOO 700 g00 Q00 1000

1 W (932 aa)

’S00950 ZF _THAP Zinc finger THAP-type profile :

| - 69: score =12.707

--------------- MscSAVNCSNRFP1grHDAARLKQWVVNMRRNG--WKPTTSSRLC
SAHFEEHAF-TKDLKVKKNLTAVPTIF

Predicted feature:

Domaine THAP complet

[condition: not(<5=C> and <10=C> and
<25=C> and <58=H> or <5=[CH]> and
<10=[CH]> and <55=[CH]> and <58=
[CH]>)]

ZN FING - 46 THAP-type ; degenerate



Confirmation présence du motif
Comparaison protéine reconstituee / protéine THAP9 humain

& Download~  Graphics sortby- | E value v |
Sequence ID: Query 27705 Length: 932 Number of Matches: 2
Program blastp . Query_ g
WOrd Size 3 Range 1: 178 to 907 Graphics ¥ Mext Match
Score Expect Method Identities Positives Gaps
Expect value 0.05 298 bits(762) 3e-31 Compositional matrix adjust. 219/760(29%) 377/760(45%) 58/760(7%)
T ; Query 122 EDHNYSLKTPLTIGAEKLAEVQQMLOVSKKRLI- -SVENYRMIKKREGLRLIDALVEEKL 179
Hitlist size 100 ’ EDH+Y+L +P ++ + A Q+LQ +K+L S K+ R+ K L+ +  #+4KL
Shict 178  EDHSYNLASPRSLKRKNQA-TDQILQKYREKLKIESQKSRALKNKISTLKDVWTELKEKL 238
Gapcosts 11,1
P ! Query 1828 L-SEETECLLRAQFSDFEK- - -WELYNWRETDEYSAEMEQFACTLYLCSSKVYDYVREILK 235
] LSE LL+ K ++  ++T +YS E+KQFA TL+ S K YDYWR  +
Matrix BLOSUMB2 Sbjct 237 LISMECASLLESIDEVPKHILLKIQQGKKTAKYSEELKQFATTLHFYSPKAYDYVRDNFQ 296
. . Query 236 --LPHSSILRTWLSKCQPSPGFNSNIFSFLQRRVENGDOLYQ--YCSLLIKSMPLEQQLQ 291
Filter string F LPHS +R U S PGF Ft L+ WE + + CH+l++ M+ + +
Sbjct 297 KALPHSHTIRNWYSSVSADPGFTVASFTALKCHVEENKERGKETVCALMMDEMYTHKMTE 356
Genetic Code 1 Query 292 WDPSSHSLQGFMDFGLGKLDADE TPLASETVLLMAVGIFGHWRTPLGYFFVMRASGYLOA 351
. . + o+ G++D § Ge=D La+t ++LM ¥ + b+ P+ YF + G +A
Window Size 40 sbjct 357 F--AGDQFHEYVDIGTGEID---NTLATQALVLMUVAVHESWKIFTAYFLITGMDGSEKA 411
Query 352 QLLALTIGKLSDIGITVLAVTSDATAHSVOMAKALGIHIDGDDMKCTFQHPSSSSOQIAY 411
Threshold 11 i £4R ++ £L +5G* VHHT DA ++ M + LG ++ +#K F HP  +Q++
Shjct 412 NVIRESLSRLHEVGVEVISLTCDAPTTHLAMIRELGADLNINNMKPYFMHPEDPTQEVHY 471
Composmon-based stats 2 Query 412  FFDSCHLLRLIRMAFQNFQSTQF INGIA-HWOHLVELVALEEQE -LSHMERIPSTLANLE 4563
"TH+LEL+RNAF + + +G W+++ L L+E+E L ++ +
HMLKLLRNAF ASSLEFETEDGNK KWK YTEALNELQEKEGLRLGNKLKMAHLOWR 531
Description Scientific Name Max  Total Query E Per. Acc. ) VNSATQLFSESVASALEYL-LSLOLPPEQUCIGTIHFLRLINNLFDIFNSRNCYG 528
p S S C Id L Accession v+ A QLFS SVA A+Es L+ F+C T+ FLR ++ FD+ NSRN G
v - core Score Cover wvalue ent en VHLAAQLFSSSVADATEFCEQGLKMEEFKGCAATVQFLRTVDAAFDVLNSRNPLG 591
Range 2: 2 to 68 Graphics Previous Match
v 1 zra
Score Expect Methed Identities Positives Gaps
Ao y e : = o P .- / r
34.3 bits(77) 3Je-05 Compositional matrix adjust. 26/388(30%) 37/88(42%) 24/88(27%)

Distribution of the top 2 Blast Hitson 1 subject sequences Query 4  SCSAVGCSTRDTVLSRERGLSFHQFPT---DTIQRSKWIRAVNRVDPASKKIWIPGPGAL 68

SCSAV C5 R P D + +W+ + R WP+
Shbjct 2 SCSAWMCSMR- - - - oo momm e - FPLGRHDAARLKQWVVNMAR - - - - - _NGWKPTTSSR 41
| | | Q“'IE"W | | | Query &1 LCSKHFQESDFESYGIRRKLKKGAVESY 8
LCS HF+E F + ++ K AVP++
1 150 300 450 600 750 900 shbjct 42 LCSAHFEEHAF-TKDLEVKKNLTAVETI 68

Fragment N-term récupeéré plus long Motifs CS, HF et AVP conservés



Conclusions (1/2)...

Ce que nous avons reussi a faire...

Confirmation de la presence du domaine THAP chez le Zebrafish
Séquence BX511023) aux positions de l'article

Séquence proteique BX511023 inexacte
domaine THAP incomplet: manque motif APTV

Apres ajustement de la prediction de la proteine
récuperation du domaine THAP complet
>sequence reconstituee et traduction
TSSRLCSAHFEEHAFTKDLKVKKNLTAVPTIFSFPCHLVKSSC



Conclusions (2/2) ...

Par rapport a la publication :

e Cette proteine a probablement ete renommee

e Sur NCBI: pas d'update sur le nom

| es limites :

Nous n'avons jamais considere les introns.



Recherche du logo du domaine THAP

Pour connaitre le motif a chercher

Sur SMART

SMARTE-EEE Ceyworts..

Domains within Homo sapiens protein THAP9 _HUMAN (Q9H5L6)
DMA transposase THAP9

- = - Introns SAVE Alternative representations: 1/2 <<

DM3 N I

0 '100 '200 '300 '400 '500 '600 '700
Information Architecture Interactions Orthology

Length 903 aa
Source database UniProt
Identifiers THAP9_HUMAN, Q9H5L6, ENSP00000305533.5, ENSP00000305533, B3KREZ2, Q59ACY
Source gene ENSGO00000168152

Alternative splicing D6R957_HUMAN, DERCTS_HUMAN, THAP9_HUMAN, DEREM3_HUMAN, F22371_HUMAN, HOY9F3 HUMAN

The SMART diagram above represents a summary of the results shown below. Domains with scores less significant than established cutoffs are not shown in the diagram. Features are also not shown when two or
more occupy the same piece of sequence; the priority for display is given by SMART > PFAM > PROSPERO repeats > Signal peptide > Transmembrane > Coiled coil > Unstructured regions > Low
complexity. In either case, features not shown in the above diagram are marked as 'overlap’ in the right side table below.

Confidently predicted domains, repeats, motifs and features: Features NOT shown in the diagram: @

MName Start a End E-value
There are no hidden domains or features present.

THAP 3 95 5.2e-18

DM3 25 94 e —————————————————

DM3 domain

This is a SMART DM3 domain (full annotation).

Position:

E-value:

SMART
ACC:

Definition:
Description:
Interpro

abstract
(IPR006612):

2510 94 bk

1.12596537868542e-06 (HMMER?2)

SM000692

Zinc finger domain in CG10631, C. elegans LIN-15B and human P52rIPK.

The THAP-type zinc finger (consensus: C-x(2,4)-C-x(35,50)-C-x(2)-H) is an ~90-residue
domain restricted to animals, which is shared between the THAP family of cellular DNA-
binding proteins, ...(full abstract)

DM3 domain sequence (70 aa):

Copy to clipboard
FHQFPTDTIQRSKWIRAVNRVDPRSKKIWIPGPGAILCSK e e e R G ey

VIRCVUCI WETR



Reconstitution de la proteine a partir de I'ADN
utilisation positions publiées

Send to: -

FASTA =

Zebrafish DNA sequence from clone DKEY-148A12 in linkage group 2, complete

sequence

GenBank: BX511023.8
GenBank  Graphics

Change region shown

O Whole sequence
® Selected region
from: 199000

Sélection portion sequence nucleique

Transcription de la sequence par TRANSEQ

Frame(s) to translate

to:

203000

Update View

1
2z
3

Forward three frames ~




Conserved domains on [lcl|seqsig SLEIK_654b12c0b9e7209c4d44837699a6fdf5] View | Concise Results v | @

199000-203000_1 Zebrafish DNA sequence from clone DKEY-148A12 in linkage aroup 2, complete sequence
Graphical summary [BESe Rl show extra options » L
¥ 7 10m0 1125 1250

1 128 -1 a7s LT 625 - 878 (T 12 25 1334
Query seq, w
| Search for similar domain architectures I @ I Refine search I @

List of domain hits
'- Hame Accession Description Interval E-value

[} [ )
> I_O caliser | e d omailne | H A P . seqsig_HLKLN_915b1b459052829e76742849017984]
° guence from clone DKEY-148A12 in linkage group 2, complete sequence
)
b1

on retrouve la méme zone du domaine: e e e

7% 508 25 = 87% 100
[ Search for similar domain architectures | @ [ Refine search | @

il manque toujours la partie N-term.

Conserved domains on [lcl|seqgsig T*N*T_ed8274f3a0822e7a5b5bede576ff6750] View | Concise Results v |
199000-203000_3 Zebrafish DNA sequence from clone DKEY-148A12 in linkage group 2, complete sequence

1

125 250 375 500 625 750 875 1000 1125 1250 1350
Query seq,
Specific hits
Superfanilies sup Tnp_P_element
DUF 4
| Search for similar domain architectures | | Refine search |
List of domain hits =
- —p Interval E-value
II Name Accession Description
[+] Tnp_P_element super family cl20443 Transposase protein; Protein in this family are transposases found in insects. This region is __. 1113-1330 4 32e-16
[+] THAP pfam05485 THAF domain; The THAP domain is a putative DNA-binding domain (DBD) and probably also binds a ... I5R-412 3. 33e-08
[+] DUF4201 super family cl25515 Domain of unknown function (DUF4201); This is a family of coiled-coil proteins from eukaryotes. . '

1088-1134 65.44e-03

La 3ieme séquence nous donne une correspondance avec le domaine THAP.

Position de l'alignement : 200065 - 200235
Pas de motif THAP dans la sequence BX511023: probablement en amont



PFAM

Range 2: 200145 to 200201 Graphics ¥ Next Match & Previous Maich
DGUXleme allgnement Obtenu Score Expect Method Identities Positives Gaps Frame
24.3 bits(51) 4.1  Compositional matrix adjust. 9/19(47%) 11/19(57%) 0/19(0%) +3
|OrS du tBlaStN Query 53 WIPGPGAILCSKHFQESDF 71

WP _ + LCS HF4+E F
Sbjct 200145 WKPTTSSRLCSAHFEEHAF 200201

16 20 30 49 50

ool

356 FCSFPlgrHDAARLKQWVVNMRRNGWKPTTSSRLCSAHFEEHAFTKDLKVKKNLOQNN 412
19 HKFP---KDPERRKKWLNACKRKDLPPPKNSRVCSLHFEENDFEKISGGRRRLKPGa 72

Méme zone



