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AtFT Ortholog

FT_ARATH Protein FLOWERING LOCUS T OS=Arabidopsis...

Query ID Icl|76223 Database Name swissprot
Description FT_ARATH Protein FLOWERING LOCUS T OS=Arabidopsis thaliana GN=FT PE=1 Description Mon-redundant SwissProt sequences
Sv=2 Program BLASTP 2.2.26+ b Citation

Molecule type amino acid
Query Length 175

@ No new sequences were found above the 0.005 threshold

Other reports: »Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment]

¥ Graphic Summary

Distribution of 6 Blast Hits on the Query Sequence &

|M0use—0vert0 show defline and scores, click to show alignments |

Color key for alignment scores

<40 40-50 80-200 >=200

Guen ] ] ] ] ] ]
1 30 0 90 120 150

¥ Descriptions
Legend for links to other resources: M unicene @ ceo [ Gene B structure [ Map Viewer B PubChem BioAssay
MEW - alignment score below the threshaold on the previous iteration
] - alignment was checked on the previous iteration

Run PSI-Blast iteration 3 with max |50 |

¥ Sequences producing significant alignments with E-value BETTER than threshold

Accession | Description Max score Total score | Query coverage |_. E value inks
@[Vlpesxz2.2  RecMame: Full=Protein FLOWERING LOCUS T 309 309 100% 1e-113 (G M|
@¥loos7R5.1  RecName: Full=Protein TWIN SISTER of FT; AltName: Full=TFL 1-like pi 304 304 99% 2e-111 (G M|
@[¥p93003.1 RecName: Full=Protein TERMINAL FLOWER 1 287 287 98% 7e-105 (G M|
@Wgeznvs.1 RecName: Full=Protein CENTRORADIALIS-like 280 280 95% 5e-102 (G M|
@FlooFITd. 1 RecName: Full=Protein BROTHER of FT and TFL 1 273 273 97% 22-99 |G M|
@FlgoxFK7.1 RecMame: Full=Protein MOTHER of FT and TF 1 265 265 95% 3e-96 |G M|

Run PSI-Blast iteration 3 with max |50 |




rectangle | slanted radial force & Show distance Mouse over an internal node for a subtree or alignment
Rechame; Full=Protein WOTHER of FT and TF 1

Fechdame: Full=Protein TERKIMAL FLOYER 1

Fecklame: Full=Protein CEMT RO RADIA LIS like

Rechame: Full=Protein BEROTHER of FTand TFL 1

Fechdame: Full= Protein TYAM SISTER of FT; Alttdame: Full=TFLA- like protein

@ FT_ARATH Protein FLOYWERIMG LOCUS T O S=Atebidopsis thaliana Gh=FT PE=1 SU=24

Rechame: Full= Protein FLOWERING LOCUS T
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AtFT paralog use Uniprot

PSI blast Tteration 2
FT_ARATH Protein FLOWERING LOCUS T OS=Arabidopsis...

Skip to the first new sequence

Query ID Icl|65921 Database Name swissprot
Description FT_ARATH Protein FLOWERING LOCUS T OS=Arabidopsis Description MNon-redundant SwissProt sequences
thaliana GN=FT PE=1 SV=2 Program BLASTP 2.2.26+ b Citation

Molecule type amino acid
Query Length 175

Other reports: »Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment

¥ Seguences producing significant alignments with E-value BETTER than threshold

Accession | Description | Max score Total score | Query coveraqe | . E value | Links
@Flgosxza.2 Rechame: Full=Protein FLOWERING LOCUS T 271 271 100% 4e-93 (G M|
@Wloazwia.1 RecName: Full=Protein HEADING DATE 34; AltName: Full=FT-like prot 263 263 97% 5e-90 G|
@WIoas7RS.1 RecName: Full=Protein TWIN SISTER of FT; AltName: Full=TFL1-like p 262 262 99% le-89 (G M|
@[FlosvwHz.1 RecMame: Full=Protein HEADING DATE 3B; AltName: Full=FT-like prot 259 259 99% le-88 |G
@looxH4a3.1 RecMame: Full=CEN-like protein 2 253 253 98% 5e-86
@FlooxH42.1 RecMame: Full=CEN-like protein 4 251 251 98% 1e-85
@Vlos2088.1 RecName: Full=Protein SELF-PRUNING 249 249 98% 1e-84 G|
@Wlpe3003.1 RecName: Full=Protein TERMINAL FLOWER 1 245 245 98% 6e-83 (G M|
@FoaxH44.1 RecName: Full=CEN-like protein 1 241 241 98% le-81
@Wloa1261.1 Rechame: Full=Protein CENTRORADIALIS 239 239 98% 2e-80
@Flooznys.1 RechName: Full=Protein CENTRORADIALIS-like 238 238 98% 2e-80 (G M|
@¥logFITa.1 RecName: Full=Protein BROTHER of FT and TFL 1 232 232 97% 5e-78 |G M|
@WlooxFk7.1 RecName: Full=Protein MOTHER of FT and TF 1 222 222 96% 7e-74 (G M|
@Wp31729.2 RecName: Full=0V-16 antigen; Flags: Precursor 195 195 03% 3e-63
@ps54186.1 RecMame: Full=Protein D1 193 193 82% Te-63
@Wp13696.2 RecMame: Full=Phosphatidylethanolamine-binding protein 1; Short= 181 181 82% le-57 (G M|
@¥ps4a188.1 RecMame: Full=Protein D3 178 178 74% 3e-57
@Fosvini.1 RecMame: Full=Phosphatidylethanolamine-binding protein 2; Short= 178 178 80% 2e-36 E
@Wlo3vix4.1 RecName: Full=Phosphatidylethanolamine-binding protein 1; Short= 177 177 82% 3e-56 (G M|
@osmKe7.1 RecName: Full=Phosphatidylethanolamine-binding protein 1; Short= 177 177 82% 5e-56 |G M|
@¥016264.1 RecMame: Full=Phosphatidylethanolamine-binding protein homolog f 178 178 95% 5e-56 G|
@¥p31044.3 RecMame: Full=Phosphatidylethanolamine-binding protein 1; Short= 176 176 82% le-55 m
@[@|osr4R0.3 RecName: Full=Phosphatidylethanolamine-binding protein 1; Short= 175 175 82% 4e-55 (GM|
@Wlpan737.2 RarMamea: Full=Phnanhatidvliathanalamine-hindina nratain 1+ Shart= 175 175 B2% 4e-55



AtFT paralog use refseq

PSI blast Iteration 2
FT_ARATH Protein FLOWERING LOCUS T OS=Arabidopsis...
Skip to the first new seguence

Query ID Icl|60146 Database Name refseq_protein
Description FT_ARATH Protein FLOWERING LOCUS T OS=Arabidopsis Description MNCBI Protein Reference Sequences
thaliana GN=FT PE=1 SV¥=2 Program BLASTP 2.2.26+ b Citation

Molecule type amino acid
Query Length 175

Other reports: &Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment]

Accession | Description | Max score Total score | Query coverage | _. Evalue | Links
@Wixp 002270408.1 PREDICTED: flowering locus T-like protein [Vitis vinifera] 352 352 96% 3e-124 3
@Flxp 002334492.1 predicted protein [Populus trichocarpa] =ref|XP_002334306.1| pr 350 3350 96% 42-123 U G|
@[VIxp 002311264.1  predicted protein [Populus trichocarpa] 349 349 96% le-122 U G
@Wine 176726.1 protein FLOWERING LOCUS T [Arabidopsis thaliana] 348 348 100% 2e-122 UG M|
@Flxp 002886920.1 hypothetical protein ARALYDRAFT_894103 [Arabidopsis lyrata sub 348 2346 100% 9e-122 G
@[FNp 001106252.1  LOC100127524 [Zea mays] 346 346 100% 9e-122 U G|
@Ixp 002436509.1 hypothetical protein SORBIDRAFT_10g003940 [Sorghum bicolar] 243 343 97% 2e-120 U G|
@[¥Ine 001056860.1 0s06g0157700 [Oryza sativa Japonica Group] 343 343 97% 2e-120 U G
@¥xp 0028678841 predicted protein [Arabidopsis lyrata subsp. lyrata] 240 240 99% 2e-119 E
@Hxp 002514784.1 phosphatidylethanolamine-binding protein, putative [Ricinus comr 337 337 96% 5e-118 G|
@HFInp 001106251.1 ZCN14 protein [Zea mays] 336 336 96% 1e-117 3
@Winp 193770.1 protein TWIN SISTER of FT [Arabidopsis thaliana) 334 334 99% 5e-117 U G M|
@Fxp 002528554.1 phosphatidylethanclamine-binding protein, putative [Ricinus comr 234 334 97% 9e-117 G|
@FIxp 0024467041 hypothetical protein SORBIDRAFT_06g020850 [Sorghum bicolar] 332 332 96% 3e-116 U G|
@@Inp 001056859.1 050690157500 [Oryza sativa Japonica Group] 332 332 96% 3e-116 U G|
@Flxp 002454134.1 hypothetical protein SORBIDRAFT_04g025210 [Sorghum bicolar] 331 331 96% 7e-116 U G|
@Fxp 002457125.1 hypothetical protein SORBIDRAFT_03g001700 [Sorghum bicolor] 336 336 96% 1e-115 U G|
@FInp 001106252.1 ZCN16 protein [Zea mays] 330 330 96% 2e-115 U G
@[Vlxp 002489297.1  hypothetical protein SORBIDRAFT_0010s003120 [Sorghum bicolar 329 329 96% 0e-115 U G
@FINp 001042411.1 0s01g0218500 [Oryza sativa Japonica Group] 332 332 96% 9e-115 U G
@[NP 001053150.1 050490488400 [Oryza sativa Japonica Group] 327 327 96% 5e-114 U G|
@FInp 001106254.1 ZCN17 protein [Zea mays] 325 325 96% 3e-113 3
@¥np 001106257.1 ZCMN25 protein [Zea mays] 324 324 96% fe-113 EE
@¥np 001106256.1  ZCN19 protein [Zea mays] 324 324 96% 6e-113 U G|
@FInp 001236597.1 brother of FT and TFL1 protein [Glycine max] 211 211 97% 5e-108 G|
@Wixp 002282828.1 PREDICTED: similar to TFL1E protein [Vitis vinifera] 311 311 897% Ge-108 U G|
@¥lxp 002451827.1 hypothetical protein SORBIDRAFT_04g0083220 [Sorghum bicolar] 310 310 96% 2e-107 G
@[@lxp 002438551.1 | hypothetical protein SORBIDRAFT_10g021790 [Sorghum bicolor] 309 309 96% 5e-107 U G|
@HIxp 0023128111 predicted protein [Populus trichocarpa] 308 308 97% 1e-106 U G
@[Ixp 002442808.1 hypothetical protein SORBIDRAFT_08g003210 [Sorghum bicolar] 307 307 95% 3e-106 U G
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GmFTs

M3: Alignment Explorer (Gm FTs.fasta)

Data Edit

Search Alignment Web Sequencer Display Help
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File Image Subtree View Compute Caption Help
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l-E 1nn  E3WC98 SOYBM Flowering locus T
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100t E3NYP2 SOYBN Flowering locus T-like protein 2
E3NYP3 SOYBN FT-like protein
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GETORF: OUTPUT

OUTPUT FILE: outseq [

>AB027504.1 1 [70 - 5%4] Arabidopsis thaliana FT (FLOWERING LOCUS T) mRNA, complete cds
MSINIRDPLIVSRVVGDVLDPFNRSITLEVITYGQREVTNGLDLEPSQVONEPEVEIGEED

LENFYTLVMVDEPDVESPSNPHLEEY LHWLVTDIPATTGTTFGNEIVCYENPSPTAGTIHEV
VFEFILFEQLGEQTVYAPGWERONFNTREFAEIYNLGLEVARVEFYNCOQRESGCGEERL
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o HAFTEKAEFEREE, Hsoftberry X} ik Rk

A3 AT I 38T, S0 B organismik: Dicot
plants (Arabidopsis)

FGENESH 2.6 Prediction of potential genes in Dicot_arab genomic DNA

Seq name: gi|6117977|gb|AF152096.1| Arabidopsis thaliana flowering locus T
(FT) gene, co

Length of sequence: 2483

Number of predicted genes 1: in +chain 1, in -chain 0.

Number of predicted exons 4: in +chain 4, in -chain 0.

Positions of predicted genes and exons: Variant 1 from 1, Score:45.537515

» cpsf M cDsi A CcDsI CDSo @ PolA TSS
1 2 3 4
I- | N N |- ?
I '} I 1 I '} I 1 I L I L I L I L I 1 1 I 1 I 1 I. 'l I. '} I 'l I '} I 1 I 1 I 1 1 I 1 I 1 I 1
64 400 600 800 1000 1200 1400 1600 1800 2000 2200 2385
1 + 1 CDhSE G4 - 264 18.19 a4 - 264 201
1 + 2 CDsi 1080 - 1141 10,52 1080 - 1139 &l
1 + 3 CDh51 1855 = 15895 B.87 1856 = 15494 349
1 + 4 Chsl 2020 - 2243 27.02 2022 - 2243 222
1 + Palh 2385 1.06



o BTGB HImRNAZG Y Fy 41 ATUniprot 41 ) mRNAZ i Fr- 51|
BEATELXE, RHINEEDLE, ZH(XE: matrix file .
EDNAFULL for nucleic sequence,gap opening penalty:10,gap
extension penalty:05, Eb X} 45 U0 T

Table. Pairwise Alignment Result

Length Score Identity Similarity Gaps
528/528 528/528 0/528
028 2640. 0 (100. 0%) (100. 0%) (0. 0%)




AF152096.1

DotMactherflDotlet %} AtFT3%& [KlgDNAFEAT 73 #T 2. 7~ 45

2000

1500

1000

B

print | input | |seq_1 v | |seq_2 v 45 w111 w | compute
-~ ! .
4 j( >0 horizontal: seqg_1
= . vertical: seq_2
matrix: [dentity
sliding window: 45
zoom: 1:1
score range: 0to 45
i gray scale: 54% - 51%
|
4 ¥
. . .
3 N
..
/ [+] < >
o < >
seq_1|84
. 4 seq_2| 84
- 4 seq_1 {revcomp’d) | 84
, i R et e SR B iifme S loceriomi i
T T T AL AGALG) CACCTGTTTGT TEAAGAT i GTCT. I ARGITG ATACGT TETTGATCCGTTRAAT AGATC.
1000 1500 2000 seq_2| 84
AF152096.1 < ’
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PSI blast Iteration 1
E3NYP3_SOYBN FT{ike protein OS=Glycine max...

Query ID Icl|71198 Database Name swissprot
Description E3NYP3_SOYBN FT-like protein OS=Glycine max GN=FTL3 PE=2 SV=1 Description Non-redundant SwissProt sequences
Molecule type amino acid Program BLASTP 2.2.25+ Pk Citation

Query Length 176

Other reports: &Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment
¥ Graphic Summary

¥ Show Conserved Domains

Putative conserved domains have been detected, click on the image below for detailed results.
1

Query seq,  mmEl “ w

substrate binding slte

Specific hits PE BF'_euk
Superfanilies PEBP superfamily
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TRAAETERZED T, SRGKE R EMIS, EFT/TFLIEF K
T E L FAE R B AR

No Wikipedia article Pfam | Interpro

This tab holds the annotation information that is stored in the Pfam database. As we move to using Wikipedia as our main source of annotation, the contents of this tab will
be gradually replaced by the wikipedia tab.

Phosphatidylethanolamine-binding protein

Literature references

1. Banfield M1, Barker 11, Perry AC, Brady RL; , Structure 1998;6:1245-1254.: Function from structure? The crystal structure of human
phosphatidylethanolamine-binding protein suggests a role in membrane signal transduction. PUBMED: 9782050 &7

2. Serre L, Vallee B, Bureaud N, Schoentgen F, Zelwer C; , Structure 1998;6:1255-1265.: Crystal structure of the
phosphatidylethanolamine-binding protein from bovine brain: a novel structural class of phospholipid-binding proteins.
PUBMED:9782057 %

External database links Example structure

. PDB entry 3N08: Crystal
HOMSTRAD: PBP Structure of a Putative
PANDIT: PFO116107 PhosphatidylEthanolamine-
PROSITE: PDOCO09380 Binding Protein (PEBP) Homolog
. CT736 from Chlamydia
Pseudofam: PFO1161F trachomatis D/UW-3/CX
SCOP: ibehr? View a different structure:
SYSTERS: PEP 7 308 [~]

Pfam domains

This image shows the arrangement of the Pfam domains that we found on this sequence.
below gives the domain boundaries for each of the domains.

— 4 EBE
( wellcome trust
Ny
.
pfam A PBP 25 163 /’“ institute
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Sequence annotation (Features)

Feature kev Pogition(z)  Length Description Graphical wiew Feature identifier

Molecule proceszing

Chain 1 - 175 175 Protein FLOWERING LOCUS T FPRO_0000204762

Natural wvariations

Alternative sequence 2 - 122 21 GNEIV-HEVVE —+ AWQANSVCTEVAPELQHSEV C in izoform Short. — 00—  V5P_004543
Alternative gequence 123 — 178 53 Mizzing in isoform Short. E— VIP_004544

Experimental info

Mutagenesis 84 1 E =+ K in ft-4; late-flowering.

Mutagenesis a5} 1 ¥ = H: Inhibition of terminal flower formation, but weak effect on flowering time.

Mutagenesis 4 1 P =+ L in ft-6; late-flowering.

Mutagenesis 110 1 N - M: HNo effect on terminal flower formation. —_—
Mutagenesis 114 1 R = H in ft-3; late-flowering. . E—
Mt ageneziz 120 1 ¥V = F: o effect on terminal flower formation. e —
Mutagenesis 171 1 G = E in ft-1; late-flowering.

Secondary structure

Helix Strand ] Turn
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Multlple Em for Motif Elicitation

; 2R HURG I AN S2 AN FT R IR
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1O sz 2ee

D Motif 1 . Motif 2 . Motif 3

Name Combined Motif Location

gi| 15218709 ref|NP_176726.1] 1.58e-176 I |
gi|71041832|pdb| 1WKP|A 1.52¢-170 — N | |

gi|261873777|gb|ACY03400.1| 3.25e-168 D |

- I
gi|261873787|gb|ACY03405.1| 2.15e-162 |

[ . ! ! ! 1 ! ' ' ! 1 ! ! ! 1 ' ! ' ' 1 ! ! ! ! [ ' !
0 20 40 &0 80 100 120 140 160
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i
phytozome’l=
BLAST results [this target organism only]

Query: Glycine_max_FT_like_protein_(FT)_mRMNA,_complete_cds (888 letters) S " P
Target: Glycine max genome (1168 sequences, 9373344380 total letters) switch views [currently in Target View]
Program: BLASTN 2.2 22+

R Max int ize|5000
HSP joining parameters: e Anten SIZE

6 regions identified Allow query overlap &

revise this query

Defline Score E (dinde HT.?.‘..rgEt ‘Jlew P
fCl'Crf feafure {o view in Drowser)
Gm16 894.0 0 Feature scale Target scale
1000 ] A7 .4M
L |
|
- - _— »
- »— »
-0 4
a+—a4 4
a—ad 4
4 4
Gm02 £33.3 24e-149 Feature scale Target scale
100 ] 51.7M
L |
|
7 »
a4 4
Gm19 2375 2.6e-60 Feature scale Target scale
1000 ] 50.6M
L |
L |
e -_— »




Defline Score E L £ T_? rget "f'““f'_ i q
fCllCr\'— feaiure 1o view in DI'C'L'.-'EE'I'JI
m Gm16 8340 0 Feature scale Target scale
1000 0 a7.4M
|

o » _J B
- ———aaa
+—a

a—ad 4

il | ol

open all : close all
B Feature #1

EHHSPE1:  Score: 894.0 bits (990.0) E-value: 0 |dentity: 99.4% (502/5305) Positive: 99.4% (502/505) Frame: +1/+1

Query 384 CRIGAGEITGTARCATATGRAR L GTCCR N GACCARTGATGEEEATTCATCGTITGRTGITIGTIGITATTICGT CARCT GEETAGGEAGACCETIGTATC 483

FLrerrerrrrrrrrerrerrr et e rrrerr et e et e et e e e e e e e et er e
Subject G0746100 CRTGAGETTGTARCATATGRAR L GTCCR L GACCRRTGATGEEEATTCATCRTITGETEITTGTIGI TAT I ICGTCARCT GEETAGGEAGRCCGTEIATE 30746199

Qluery 484 CRCCAGEATGECECCAGA AT T TR CA T AR A G A TT TGO T GR A CT TTACARCCT TGGAT TGCCAGT IGCTGCTGTCIAT TTCARCATICAGRGEEARTC 583

Crrerrerrrrerrrerrerrrerrerrerr e et errerrrererrer et et e e e e e et er e
Subject 30746200 CACCAGEATGECGCCAGARTTTCARCACT AR AGERATTTGCTGARCT TTACARCCTITGEATIGCCAGTTGCTGCTIGICTATTTCARCATTCAGAGGGRAATC 30746299

Query 584 TGEITCTGEIGGALGEAGETTATACTAR A L A R R A CTACTITATATTATIGRARAR A AR TR A A CTAGTATARGCTICGT TGAGEGTTICAGRRATATTARTT 683

CLEErrerrrrrrrrerrerrr e e rrerrerrerrerrrer e terrr et e et et e e et e e e
Subject 30746300 IGEITICIGEIGEALGEAGET TATACTARGER R RN GTACTITATATTATIG-ARRA AR TR A AGTAGTATARGCTICET TGAGGETTICAGRRATATTARTT 307463598

Query G84 GECARTCTCCCACARCTCTITAGTAGT AR A TGAGTGTITITICARCTTARTTRRRCTGAGCATACRGTGARRTRRR TTGCTAGCTCAGTTEETAGCRAGCRRETE2

Frrerrerrrrrrrrerrerrrerrerrrrrerr et er et e e et e e e e e e e e e e e e e e
Subject 30746399 GECARTCTCCCACACTCTITTAGTAGT AR A TGAGTGTITTTTCALCTTARTTARACTGAGCATACAGTGARRTAR AT TGCTAGCTCAGT TGGTAGCAGCARG 30745498

Cluery T84 TACTCTGCATATACACA T AR A TG A A C TG RGCATCT GG T TCATTTTICTTAT I TG T AT TAT CAGT TGRAAGARTGTTARAGATATCTGATATACGTARR B8 3

CLrerrerrrrrrrrerrerrr et et rer et er et et e et e e e e e e e e e
Subject 30746499 TRCTCTIGCATATACACAT AR TR R CTGARGCATCTAGGTITCATITTICT AT ITGTATTAT CAGT TGRAGARTGTTARAGATATCTGATATACGTARR 307465098

Cluery B84 TTEGER 288
[
Subject 30746588 GTIGGR 30746603
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B, GmFT

Berkeley Drosophila Genome Project

q — ) ¢ Searches )
C—TT T — Neural Network Promoter Prediction )

Promoter predictions for 1 eukarvotic sequence with score cutoff 0. 80

Promoter predictions for Gml16:30743600.. 30746100

Start End Score Promoter Sequence
BT 137 0. 89 TTTATCAABATATARATGTGGTCCALANTATTTTAMMATAATTTTTATTT
11 861 0. 83 TATATATATATATATATATATATATATACAGTTAGTTATACATGTGTATA
g20  BTO 0. o9 ATATATATATATATATATACAGTTAGTTATACATG TG TATALATACACAC
47T BOT 0. 89 TATACATGTG TATAAATACACACAARCATACATTTATTTT [ATATATACA
1582 14632 0. 95 GAAGCAANTTTALATARGGGGAGTTALLAGARTAMG ALTTAGATTTGTTT
1833 1983 0. oz CTATCTGCTTTT TALAACCAGAGCTTACCAG TATG TATGAGTGTTTCTGG
2331 2381 0. 89 ATTGCATGTATATABATCATAMGAGTTTAATGAGCG TCALAGTAGATC AL

>Gmle:30743600..30746100

Length of seguence-— 2501

Thresholds for TATA+ promoters — 0.02, for TATA-/enhancers — 0.04
3 promoter/enhancer (s) are predicted

Fromoter Fos: 8859 LDF- 0.15 TATA box at 853 21.89

Cromoter Pos: 300 LDF— 0.04 TATA box at 287 17.83

Promoter Pos: 2370 LDF- 0.02 TATA box at 2335 20.90

Transcription ractor binding sites/RegSite DB:



— 0 AtFT
Berkeley Drosophila Genome Project

q — ) ¢ Searches )
L T — C Neural Network Promoter Prediction

Promoter predictions for 1 eukarvotic sequence with score cutoff 0. 80

~

Promoter predictions for seql :

Start End Score Promoter Sequence
428 478 0. ar TAGTTARATCTTARALAG TTGCTGAALATAGABAGC ALAC T ACTTATCTT
BT8 628 0. 85 ABABATGATATACACALG TEGCGGACAATCCATCTATCTCATTTTAGCGA
1221 1271 0. a0 TAGTTACATCTATATATGTIGATGCAATG TCALAALGAL ATCTCTC ALA
1609 16AD 0. aT GCCGCTTGTTTATALALAAAGAAGAGALATALRACARTTGATTTGGTTTA
1684 1734 0. 89 TTGTCGACCATATAACACARGCGGCTAGAAL AN TAGGTGACTATTCTCAL
1858 2008 0. oz TTITTTTTCTCTATAALC TTGGCGG TACCCTACTTTTITCT [ATTTTTATT
[ 23TT 2427 0. 90 COGAAMCAG TATAALTATGTG TAGAGGG TTCATGCCTATG ATACALATTA ]

> test seguence

Length of seguence- 2501
Thresholds for TATA+ promoters — 0.02, for TATA-/enhancers — 0.04
A4 nromoterfenhancer (sl ore nredicted
| promoter pos: 2419 1DF- 0.06 TATA box at 2382  20.87 ]
Promoter Pos: 155y LDF- 0.05 TATA box at 154 20,04
Promoter Pos: 1334 LDF- 0.03 TATA box at 1301 21.69
FPromoter Pos: 609 LDF- 0.03 TATA box at 582 17.57

Transcription factor binding sites/RegSite DB:
for promoter at position - 2419
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#1st letter GO 40.97%
#7nd letter GC 39.58%
#3ird letter GC 35 42%
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5212 Atoms Selected.
v
- - p . ; 1305 Atoms Selescted
¥ wversion 4 |Applet Launcher (new Java Plug-in) version |Z| '

iv>

otyle: @Default O Cartoon O Wireframe O CPE_without_water Display unit— (Number of chains™) | Biological unit 1 (1 ' |E|
Color: @ Default g1 o chain atom Atom Type for Display and Celor (Biological - Oﬂlﬂb:'_
" Default - None

Setting for Applet Launcher Using—
Mext generation Java Plug-in version |E|

Command area  Display B

Display language | English |E|
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Bioinformatics Resource Portal

ScanProsite Results Viewer

Q95X72 FT_ARATH (175 aa)
RecName: Full=Protein FLOWERING LOCUS T;. Arabidopsis thaliana (Mouse-ear cress)

METHIEDF LIVEREVVGDVLDEFRESTTLEVT Y GOREVT HGLDLEF SOVAREF EVEIGGEDLENF YT
LYMYDFDVFSFSHFHLEEY THY LY TOIF AT Ti-T TFGRETVCYENE SFT AGTHEVVFILFRALGEQT
Y AP GHRARFHT REF AETYHLGLP VA RYFYHCARESGOGGREL

1 100 2001 300 iy falnly} [ealy} FO o0 Q0 1000
ruler:

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

Hits by PS01220 PBP FPhosphatidylethanolamine-binding protein family signature -

Q9SKZ2 -
(FT_ARATH) - (175 aa)

RecMame: Full=Protein FLOWERING LOCUS T;. Arabidopsis thaliana (Mouse-ear cress)
Hits on POB 30 structures: [1TWHKP-A, 1WKP-B, 1WHKP-C, 1WKP-IO]

65 - &7 Y+ L¥mVOPO+FSp=nphlreylH

Legend:
M + o *

disulfide bridge active site other ‘ranges’ other sites

Consensus pattern: [FYL]-x-[LVM]-[LIVF]-x-[TIVM]-[DC]-P-D-x-P-[SNG]-x(10)-H
Sequences known to belong to this class detected by the pattern: ALL
Other sequence(s) detected in Swiss-Prot: NONE.
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