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Zebrafish (Zv3) ¥ Gene: thx5a

Gene-based displays
I~ Gene summary

I~ Splice variants (3)
I Supporting evidence

Location: 5:75,451,438-75, 476,894
Gene: thbx5a ENSDARGO0000024894

Description T-box 5a [Source:ZFIN;Acc:ZDB-GENE-991124-7]

- Sequence Location Chromosome 5: 75.451.438-75 476 894 forward strand.
- Extemal references Transcripts & This gene has 3 transcripts
I~ Regulation

B Comparative Genomics
|— Genomic alignments

Show/hide columns _

= Gene Tree (image)
Gene Tree (text) Name Transcript 1D Length (bp) Protein 1D Length (aa) Biotype
Gene Tree (alignment) tbx5a-001 | ENSDARTI0000037631 2059 ENSDARP00000033053 492 Protein coding
B S;:E'g"f;‘g‘j%'ﬁ” tbx5a201 | ENSDART00000037681 2054 | ENSDARP00000033639 484 Protein coding
L Protein fami\'ies'l 1) tbx5a-002 | ENSDART00000114947 768 Mo protein product - Processed transcript

I~ Phenotype . -
L Genetic Variation © Transcript and Gene level displays ]
 Variation Table In Ensembl we provide displays at two levels
 Variation Image
L Structural Variation @ Transcript views which provide information specific to an indivdual transcript such as the cDNA and CDS sequences and protein domain annotation
B External Data ® Gene views which provide displays for data associated at the gene level such as orthologues, paralogues, regulatory regions and splice varants.
| L Personal annotation
E- ID History This view is a gene level view. To access the transcript level displays select a Transcript [D in the table above and then navigate to the information you want using the menu at the left hand side of the page. To return to
L Gene history viewing gene level information click on the Gene tab in the menu bar at the top of the page.
#~ Configure this page
Orthologues help
Summary of orthologues of this gene
Export data
Click on "Show' to display the orthologues for one or more groups, or click on ‘Configure this page’ to choose a custom list of species
+# Bookmark this page Species set Show details 1:1 1:many many:many No orthologues
Primates (] 10 0 0 0
Humans and other primates
Rodents (] 8 0 0 0
Rodents, rabbits and related species
Laurasiatheria (=] 1 0 0 1
Carnivores, ungulates and insectivores
Placental Mammals (] 33 0 0 2
All placental mammals
Sauropsida [l 4 0 0 0
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Chromosome 5: 75,451,438-75,476,894

chromosome 5 1

Export Image

Region in detail help|
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GSDS gene &z’ucture_ _ ) P/a? \Speruer i :

Home ’ Bwv Sequence | By GI By S5ite ’ Help | l—f—" 'i |

Gene Structure Display Server (GSDS) is a wek server for drawing gene structure schematic diasram. GSDS can mark
special regions (eg:domains) and intron rhase in the displaved diagram. It can deal with batch genes once and the output
graph 1s various including SVG format.

Users can choose to one of the following 3 data tvpes:
1) CDE and genomic sequences @ 2) GenBank accessionfis) or gif(s) @ 3) Exon FPosition and gene length @

(@ required @ optional)

The CDS seguence and the genomic sequence of the same gene must use the same sequence ID in fasta file

@ CDS sequences (Fasta @): @ Genomic sequences (Fasta @)
Load file: | #&#g=iF | FiaErit Load file: |#H{EXH | FiEEIGS

>chromosome: Zvw0: 5: TRABO85E: THATT4894: 1
or paste data: ACTGALTALGACTGAATTTGGCCAGTCALLAATCTALATAG

m| »

> T-box BHa (tb=ba), mRIL

m| »

or paste data: TTCGCGCTTGGAATATATTTATCATTCALAGAGGELAGTT T paste G TO T A A AT C A A A

Sample CECTATCAACCGCTAG TG TG AAG TTGAT i [ sample | ACGTTTTGGCTAGAAAT ACT TAATG TGEGCAG TCEGTALL T
ACGAGCTTTTAGGCTG TTTG TTTTIGG TTG TTTAGGGATTC A TCTAATAG ACCTOTAATA

GACCAGCGGGATCGGALTT TALGGCCTCAC P v

@ H Mark Special Region(s) (Format: ID start end @)

@ H output Order (sorted by IDs)@

@ Imase Format &: F'NGEl @ Image Color: |Color El
@ Intron Phase on Imase: YESE' @ Image Width: 1000 Pixels(500< Width <50000
| Submit | | Reset |

-

1 Ii IE =1 ol g IE =1 Ilil

| | | | | | | | | | | | | | | | | | | | | | | | |
970 1k Ikt Wb %kt SHb Bkt THb Gkt kb 10Kt 1T IJKb 13Rb  14Kb ISRt kb I7Kb IShb  I0Rb Z0Rb ZIRb DRt Db D4hb
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Domains within Danio rerio protein B8JKS5_DANRE (B8JKS5)
T-box5

Position: 52 to 242
E-value:3.84e-128

Definition: Domain first found in the mice T locus (Brachyury) protein
Description: no definition

Transcription factors of the T-box family are required both for early cell-fate decisions, such as those necessary for formation of the basic vertebrate body plan, and for differentiation and organogenesis [[PUBMED:12093383)]. The T-box is defined as the minimal region
within the T-box protein that is both necessary and sufficient for sequence-specific DNA binding, all members of the family so far examined bind to the DMA consensus sequence TCACACCT. The T-box is a relatively large DNA-binding domain, generally comprising
about a third of the entire protein (17-26 kDa).

InterPro These genes were uncovered on the basis of similarity to the DMNA binding domain [(PUBMED:9504043)] of Mus musculus (Mouse) Brachyury (T) gene product, which similarity is the defining feature of the family The Brachyury gene is named for its phenotype, which
abstract was identified 70 years ago as a mutant mouse strain with a short blunted tail. The gene, and its paralogues, have become a well-studied model for the family, and hence much of what is known about the T-box family is derived from the murine Brachyury gene.

(IPRO01699): Consistent with its nuclear location, Brachyury protein has 3 sequence-specific DMNA-binding activity and can act as a transcriptional regulator [[PUBMED:9503012)]. Homozygous mutants for the gene undergo extensive developmental anomalies, thus rendering the
mutation lethal [[PUBMED:9395282)]. The postulated role of Brachyury is as a transcription factor, regulating the specification and differentiation of posterior mesoderm during gastrulation in a dose-dependent manner [[PUBMED:9504043)].

T-box proteins tend to be expressed in specific organs or cell types, esp lly during d p it, and they are generally required for the development of those tissues, for example, Brachyury is expressed in posterior
is required for the formation of these cells in mice [(PUBMED:9196325)].

'm and in the developing notochord, and it

Mouse over domain / undefined region for more info; click on it to go to detailed annotation; right-click to save whole protein as PNG image

Transmembrane segments as predicted by the TMHMM2 program (B ), coiled coil regions determined by the Coils2 program (B ), segments of low compositional complexity determined by the SEG program (B8 ). Signal peptides determined by the SignalP program (Il ). Intron
positions are indicated with vertical lines showing the intron phase and exact position in A&

Protein information Domain architecture analysis

Display orthology and other data Display all proteins with similar domain ORGANISATION or COMPOSITION.
This domain architecture was probably invented with the emergence of Metazoa.

Interaction network

Click on the following links for more information.

& H 7 Th R A R 51 I 25 SMART (http://smart.embl-heidelberg.de/)
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:—j NCBI Resources [v] How To [¥]

ConI—DI -
Home | About | Statistics - | Downloads | Help - | External Links | Copyright | Contact Us
bx5 | Sort by: @ Relevance © Date updated

Advanced Search: OMIM, Clinical Synopses, OMIM Cene Map  Display: Toggle highlight
Search History: View, Clear

*601620
T-BOX 5; TBX5

HGNC Approved Gene Symbol: TBX5

Cytogenetic location: 12g24.21 Genomic coordinates (GRCh37): 12:114,791,734 - 114,846,246 (from NCEI)

Gene Phenotype Relationships

Location Phenotype Phenotype
MIM number
122421 Helt-Oram syndrome 142900
TEXT
Cloning

Holt-Oram syndrome (HOS; 142900) is a developmental disorder affecting the heart and upper limbs. From linkage studies, the gene was known to be located on 1221.3-q22. A
translocation at 1292 defined the interval containing the HOS locus (Terrett et al., 1994). Using exon trap analysis of genomic dlones from this interval, Li et al. (1997) identified 2
developmentally expressed genes that are of the Brachyury (T) family. These genes share a common DNA-binding meotif (T-box) and were designated TBX3 (601621) and TBEXS5, in

line with their mouse homologs.

Basson et al. (1997) refined the mapping of the HOS locus to 12g24.1 by fluorescence in situ hvbridization using a cosmid containing D125129, which was tightly linked to HOS,
From the critical region they likewise isolated a gene with a high degree of homology to mouse Tbx5 and identified several mutations in TBX5 in affected members of HOS families.
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Search Ela=t Align Retriewe ID Mapping *
Search in Query
Protein Knowledgebase (UniProtkB) |ZI |thx5 reviewed:yes AMND gene:thx5 | [ Search ] [ Advanced Search » ] [Clear]
T results for tbxbE AND reviewed:yes® AND gene:tbzbE in UniProtEB =orted by score descending =
ue
e Browse by taxonomy, keyword, gene ontology, enzyme class or pathway | as Reduce sequence redundancy to 100%, 90% or 50%
Results

: Restrict term “tbx5” to gene name (T), protein name (6}

Entry Entry name Status Protein names Gene names Organism Length
QUoED3  TEES_HUMAN o T-box transcription factor TBES TBXD Homo sapiens (Human) 518
PT0326 TEBEXS_MOUSE o T-box transcription factor THES Thxh Muz musculus (Mouse) 518
QOWTC2  TBREE_NENLA w T-box transcription factor TBES tbxh Fenopus laeviz (African clawed frog) 519
QUPWEE TBEXH_CHICKE w T-box transcription factor TBES TBXS Gallus gallus (Chicken) 521
Q5I2P1 TEXS_RAT g T-box transcription factor TBES Thxh Rattus norvegicus (Rat) 517
035447 TEXS_XENTR w T-box transcription factor TBED tbxh Yenopus tropicalis (Western clawed frog) (Silurana tropicalis) 518
QUILKE  TEEXSA_DANRE o T-box transcription factor TBES-A tbxba heartstrings hst tbxb5 tbxb. 1 si:ch211-245e21.2 Danio rerio (Zebrafish) (Brachydanio rerio) 492

Sequence annotation (Features)
Feature kew Positioni(s) Length  Description Graphical wiew Feature identifier

Molecule processing

Chain 1 — 482 492 T-box transcription factor TEXG-4 S PEO_0000262468
Eegions
DNA binding g2 — 237 176 T-hox — .

| Compozitional biaz 33 — 346 4 Polwy-3er f
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MADTEEAY GMEDTEVEAEFEELQCEF ENDHOLGASSETFTSFF AMF TOQGMEGTI EVFLHE AANTCZ  TEXS_XENLA
MADTEEAY GMEDTEYEAEFEELQCEF ERDHOMGASSETF TSP QAAF TOQGMEGTKVFLHE ED Q35a4T  TEAS_XKENTRE
MADTDEGF GLARTFLEFDSFIRSCISEFESALGAPSESPSSPRAAAFTQQGMEGIEVFLHE 60 FPT0326  TEES_MOUSE
MADADEGF GLARTFLEFDSFIRSCISEFESALGAPSESFESPRAMFTQAGMEGIEVFLHE 60 QSIZF1  TEES_RAT
MADATEGF GLAHTPLEFIARTILFCISEPESALGAPSESPESPRARFTQRGMEGTEYFLHE 60 Q99593  TEES_HUMAN
MADTEEGFGLESTPVDSEARELOAEARNIFQLGTTSKAPTSPUAMFTQOCGMEGTEVFLHE 60 QOFWES  TEXS_CHICK
MADSEDTFEIHHSPSDSEPEDIHHEGEEDEHH&AFSEEPSS ATTYTAQMEGTEVTIHE 59 Q9IAES  TEXSA_TIANEE
Hokk T SN 5 - CoRERETE kR R

—_ o . e e e

81  RELMLEFHEVGTEMIITEAGEEMFISTEVENTGLHFETEYILIMDIVE ADDHEYEFADHE 120 Q9WTCZ  TEXS_XEHLA
61  RELNLEFHEVGTEMITITEAGREMFPSYEVENTGIHPETEYTIIMDTVEADDHEYEFADHE 120 Q35847  TEXS_XEWTR
61  RELMLEFHEVGTEMITITEAGEEMFESYEVENTGIAFETEYTIIMDTVE ADDHEYEFADNE 120 FPTO5E6  TEXS_MOUSE
61  RELNLEFHEVGTEMITTEAGROMFPSYEVEMTGINFETEYTLIMITVEADDHEYEFADHE 120 Q5IZF1  TEXS_RAT

81  RELNLEFHEVGTEMIITEAGEEMFFSYEVENTGLHFETEYTIIMDTVEADDHEYEFADHE 120 Q99593  TEXS_HUMAN
61  RELWLEFHEWGTEMITITEAGEEMFESYEVENTGLHFETEYTIIMDTVYE ADDHEYEFANNE 120 Q9FWES  TEXS_CHICKE
B0 RELNTEFHEVGTEMITITEAGREMFPSFEVENTGIHFETEYTIIMIVYEADDHEYEFADHE 119 Q9IAKS  TEXSA DAWEE

Aok ookoboRooboRohopoRoR bRk | bkl ool bkl tolokoR ookl ok okokodokokboliololopokor

121 WEVTGEAEP AMPGRLYVHEDSEATGAHYMERALYSFORLET THRHI IFFGHTTT HEMHEY S 180 Q9WTC2  THEES_XENLA
121 WIYTGEAEF AMPGRELYYHEDSE ATGTHYMERLYSSORLET THRHI IFFGHTTIHSMHEY R 180 Q35447  TEAS_XENTR
121 WE¥TGEAEPAMPGRLYVHEDSEATGAHYMERLYSFORLET THRHILDFFGHITIHEMHEYR 180 PTO326  TEXS_MOUSE
121  WEVTGEREF AMPGRLYVHFDSFAT A HYMERLYSFOELET THRHLOFFGHITIHEMHEYR 130 Q5I2F1  TEXS_RAT

121 WEVTGEAEF AMPGELTVHEDSE ATGAHNMERLYSFORLELTHRHILDFFGHITIHEMHEY G 180 Q99393  TEAS_HIMAN
121 WEVTGEAEPAMPGRLYVHEDSE AT GAHYMEALYSFORLET THRHIIFFGHTTTHSMHEY R 180 Q9PWES  TEES_CHICE
120 WIVTGEAEEAMEGRELYVHEDSEATGAHYMERLYSFORLET THRHLOFFGHITIHSMHEYR 179 Q9IakS  TEXSA DANEE

R R e e R e R R R e s e e R e e e

151 FRLHTVEANEWNHGFGSERT AFCTHYFSETDFIAVTSYANHETTOLETENNFFARGEFRGSD 240 Q9WTCZ  TEAS_XENLA
1581 FRLHIVEADEHHGFGSEHTAFCTHYFSETAFTAATSYOHHETTOLETENNFFARGEFRGSD 240 Q35447  TBES_XENTR
151 FRELHTVEANEWNHGFGSERT AFCTHYFFETAFTAVTSTANHETTOLETENNFFARGFRGSD 240 FPT0O3Z6  TBEXS_MOUSE
181 FELHIVEADEWHGFGEENTAFCTHYFFETAFIAVTSYQNHETTQLETENNFFARGFREGED 240 QSIZF1  TEXS_RAT

1581 FRLHIVEANEWHGFGSENTAFCTHYFFETAFTAVTSYOHHETTOLETENNFFARGEFRGSD 240 Q99593 THES_HUMAN
151 FRLHIVEANENRGFGSEHTAFCTHYFFETAFTAVTSYANHETTOLFTENNFFARGEFRGSD 240 Q9FPWES  TEXS_CHICK
150 FREIHIVEADENHGEGSEHTAFCTHYFFETAFTAVTSYONHETTOLETERNFFARGEFRGSD 239 Q9IAKS  TEXSA _DANEE

P B B S P PR RS RS R SR P PR R R B R R RS R SRR R

241 DMELHEMSEMQS-EEYPYVPRSTVRAEVSSHHSPFSRETRHITGSSTLIHSQYQCERGYSS 299 QOWTCZ TEXS_XEHWLA
41 DMELHEMSEMQS-FEYFWVERSTYVEREVSSHHSFFIRETRHITGSSTLIHIQYQCENGYIS 299 Q35a4T  TEXS_XEWTR
£41 DLELHEMZEMQE-FEVYFWVERSTYEHEVTSHHSPFSSETRALSTSSHLGSAUQCENGYSG 299 PTO3EE  TEXS_MOUSE
241 DLELHEMSEMES-EEYPYWVPRSTVEHEVAN-HSPFSSETRALSTSSHLGSRYQCENGYSG 295 Q5IZF1 TEXS_RAT

£41 DMELHEMSEMQS-FEYFWVERSTVREREVASHHSFFISESEAISTSSHLGSATQCENGYIG 299 Q99593 TEXS_HUMAN
£41 DMELHEMZEMQS-FEVEWVERSTVRQEVEZSHHSFFSGETREVISTSSHLGEQUQCENGVEE 299 QOFWES  TEXS_CHICK
240  DMELHEMSEMQSTEEYPVVPRSTVRARVGESQSPFIGIVAGLSASGATSSAYSCENGYSS 289 Q9IAES  TEESA_DANEE

EE R RS E S S S PR E R RS S A S LS A T SR
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f:‘;\) Site Search:
% E ;F Research General Information ZIRC

Home Genes/Markers / Clones BLAST GBrowse Expression Antibodies Mutants / Morphants / Tg Anatomy Publications Maps

*four Input Welcome

Gene Search Results (17 records)

[ Show genes with mutant(s) ]

Symbol - name Expression Phenotype Map Matching Text
thria-T-box, brain, 1a 6 figures @ Current name: T-box, brain, 1a
thr1b-T-box, brain, 1b LG: 20 Details . .

12 figures @& View Map: Merged Individual Panels Current name: T-box, brain, 1b
thx1-T-box 1 LG: 5 Details .

24 figures &1 26 figures 1 BT View Map: Merged Individual Panels Current name: T-box 1
thx2a-T-box gene 2a 7 figures @ 1 figure 131 L LG & Details Current name: T-box gene 2a
thx2b-T-box 2b 31 figures & 10 figures 31 [ LG: 15 Details Current name: T-box 2b
thx3-T-box 3 2 figures &1 2 figures 31 0E Current name: T-box 3
thx4-T-box 4 LG: 15 Details .

2 figures View Map: Merged Individual Panels CIRALLE I8 R b
thx5a-T-box 5a LG & Details .

90 figures @ 17 figures 51 (E View Map: Merged Individual Panels Current name: T-box 5a
thx5b-T-box 5b 2figures @ LG 5 Details Current name: T-box 5b
thx6-T-box gene 6 21 figures & 15 figures 51 X LG: 12 Details Current name: T-box gene 6
thx6/-T-box gene 6-like LG: 5, 7 Details T :

43 figures @ View Map: Merged Individual Panels Current name: T-box gene 6-like
thx15-T-box 15 1 figure i Current name: T-box 15
thx16-T-box gene 16 LG: 8 Details .

55 figures & 14 figures 31 [ View Map: Merged Individual Panels Current name: T-box gene 16
thx18-T-box 18 12 figures @& LG: 23 Details Current name: T-box 18
thx20-T-box 20 LG: 16 Details .

35 figures & 4 figures 1 GT View Map: Merged Individual Panels Current name: T-box 20
thx21-T-box 21 2 figures LG: 12 Details Current name: T-box 21
thx22-T-box 22 3figures @ LG: 14 Details Current name: T-box 22

Modify your search.

RO mEIEE (www.zfinoorg) 1, HIAToxEIRAE1715%H,
FAET A& T Tox ik R 5
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Thx1 Thx1 NM_183339 2369 283397
Thx15 NM_153664 3023 151210 620
Thx18 NM_153665 2346 182686 554
Thx20 NM_131506 2134 144859 446
Thx22 NM_001164461 1969 203705 444

Thx2 Thx2b NM_131051 2628 149122 687
Thx3 NM_001101670 3872 144158 689
Thx4 NM_130914 2236 149122 543
Tbx5a NM_130915 2590 144158 492
Tbx5b NM_001198771 1353 86752 422

Thx6 Thx6 NM_153666 30638 157568 874

Tbx16 NM_131058 2561 101559 470



fEUniprotas H 2 FE A R Thx XK ik

Search Blast Align Retrieve ID Mapping *

LiugisRea

Search in Query

Protein Knowledgebase (UniProtkB) E Tbx AND organism:zebrafish AND gene:tbx* [ Search ] [Advanced Search » ] [ Clear]

1 - 25 of 38 results for Thx® AND organism:zebrafish® AND gene:tbx*= in UniProtEB sorted by score descending®

a 13
sss Browse by taxonomy, keyword, zene ontology, enzyme class or pathway | #% Reduce sequence redundancy to 100%, 90% or 50%

Page 1 of | Next =

Results
» Show only reviewsd (5) 0 (IniProtKB/Swiss-Prot) or unreviewsd (33) °0 (UniProtKB/TrEMBL) entries
» Restrict term “thx” to gene name (38), protein name (18)
> Show only entries from a Reference proteome set (16) or complete proteome set (16)

Entry Entry name Status Protein names Gene names Organism Length
[ QTZTU9 TBXZ_DANEE | T-box transcription factor TBXZ2b tbx2b thi—c Danio rerio (Zebrafish) (Brachydanio rerio) 6aT
[ @82 TBXL_DANFE 0 T-box transcription factor TBX1 tbxl zzc:136724 Danio rerio (Zebrafish) (Brachydanio rerio) 460
[ Q9IAES TBXSA_DANRE | T-box transcription factor TBX5-A tbxba heartstrings hst thzb thxb.1 si:ch?11-245e21. 2 Danio rerio (Zebrafish) (Brachydanio reriao) 492
[ P79742 TBX6_DANEE | T-box transcription factor TBXO tbz6 Danio rerio (Zebrafish) (Brachydanio rerio) 473
[ Q9I9KET TBXZ0_DANRE | T-box transcription factor TBX20 tbx20 Danio rerio (Zebrafish) (Brachydanio rerio) 446
[ QB8JIS6 Q3JI56_DANFE r Tbx24 tbx24 Danio rerio (Zebrafish) (Brachydanio rerio) a7d
[ ATMCHE ATMCHS_DANEE | Tbx2a protein thx2a Danio rerio (Zebrafish) (Brachydanio reriao) 287
[ AZRUWZ  AZRUWZ_DANRE | Tbx3b protein tbx3 thzib zgc:1BB110 Danio rerio (Zebrafish) (Brachydanio rerio) 689
[ Q29R85 QZ9RES_DANRE | Tbx3b protein tbx3 thxib zgc:lhB110 Danio rerio (Zebrafish) (Brachydanio rerio) 2749
[ ABWGSZ ABWGSZ_DANFE " Tbxl8 protein tbxl8 Danio rerio (Zebrafish) (Brachydanio rerio) 494
[ Q9PUSE QIPUSE_DANRE | T-box transcription factor Thbxd tbxd Danio rerio (Zebrafish) (Brachydanio reriao) a7
[ 414502 A14502_DANRE | Tbxl5 protein tbxlb Danio rerio (Zebrafish) (Brachydanio rerio) 616
[ Q7sYC5 QTSYCS_DANRE | Tbxl5 protein tbxl5 Danio rerio (Zebrafish) (Brachydanio rerio) 171
[[1 QRIIRG QRJIRG_DANRE | Tbx24 protein tbx24 Dr. 33300 Danio rerio (Zebrafish) (Brachydanio rerio) 274

R F38 N6 H, HrbreviewedH51 . [ EEMFEHA I,
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Protein names

T-box transcription factor TBX1 (T-box protein 1)

T-box transcription factor TBX20 (T-box protein 20) (H15-related T-box
transcription factor hrT)

T-box transcription factor TBX2b (T-box protein 2b)
T-box transcription factor TBX5a (zftbx5a) (T-box protein 5) (zTbx5)
T-box transcription factor TBX6 (T-box protein 6)
T-box 18 (Uncharacterized protein)

T-box gene 16 (Uncharacterized protein)

T-box transcription factor 5b (Tbx5b transcription factor)
Tbx24 protein (Uncharacterized protein)

T-box 21 like (Uncharacterized protein)

T-box containing transcription factor
T-box gene 2a
T-box containing transcription factor
Tbx3b protein
T-box transcription factor tbx4

Transcription factor Tbx22-1

Gene names

tbx1

tbx20

tbx2b
tbx5a
tbx6
tbx18
tbx16
tbx5b
tbx24
tbx21
tbx18
tbx2a
tbx15
tbx3
tbx4

tbx22

Length

460
446

687
492
473
554
470
422
874
609
554
676
620
689
543
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MRDPVETGTAMATHPFHAHRP TOFP NS AFLALAQP SFFP AL TLPPGA————=~ LTKPIP
—————————— MATHPFHARRP ADFPNSAFLALAQP SFFPALTLPRG—————-—-LSKPLA
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DHTLAGAAEAGLHFP AL SHHHQAML RSLESLEPEEEVEDDPEVTLEAED LYDQFRELGTE
DHAL SGAAEAGLHAAT CHAHQ AL REFEGLEFEEDVEDDPEVTLEAKELWDQFRETIGTE
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VTGHAEP ANPGRLYWHPD SPATGAHWNRQL VSFQELEL THNHLDPFGHI ILNSMHE QPR
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DAMRE T-box transcription factorT-box thx18
L DANRE T-box transcription factorTbhx15 thx15

| DAMRE T-box transcription factorThx22-1 thx22
| DANRE T-box transcription factorThx22-2 thx22

DAMRE T-box transcription factorTBX20 thx20

DAMRE T-box transcription factor TBX6

DAMRE Thx3b protein OSDanio rerio
DAMRE T-box 21 like OSDanio rerio

DAMRE T-box transcription factor thexd

0.z

DAMRE T-box transcription factor TBX5-A
DAMRE T-box transcription factor 5b

_ Tbx1

DAMRE T-box transcription factor TBX1 —

— DANRE T-box transcription factor TBX2b —

Tbhx6

L Tbx2
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T-box 15 (tbx15) mRNA

T-box 18 (tbx18) mRNA

T-box 22 (tbx22) mRNA

T-box 1 (tbx1) mRNA

—  Tbx1

T-box 20 (tbx20) mMRNA |

T-box gene 2a (thx2a) mRNA
T-box 2b (tbe2b) mEMNA

T-box 3 (thx3) mRMNA }

T-box 24 (tbx24) mRNA

T-box gene 6 (tbxb) mRNA
T-box gene 16 (thx16) mRNA

T-box 21 (tbx21) mRNA

T-box 4 (tbxd) mRMNA

0.1

T-box 5a (tbx5a) mRNA

T-box 5b (tbx5b) mRNA

Thx2

Thx6

Tbhx2?
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