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Search Blast Align Retrieve ID Mapping *
Search in Query
Protein Knowledgebase (UniProtKEE) + ATDF= ’ Search ” Advanced Search » ” Clear ]

18 results for ATDF* in UniProtKB sorted by score descending
sas Browse by taxonomy, keyword, gene ontology, enzyme class or pathway | 2% Reduce sequence redundancy to 100%, 90% or 30%

Results

» Show only reviewed (4) *7 (UniProtKB/Swiss-Prot) or unreviewed (14) " (UniProtKB/TrEMBL) entries

» Restrict term "atdf” to gene name (4}

Entry Entry name  Status ~ Protein names Gene names Organism
FPGS1 ATDFB DFB FPGS2 FPGSB
At5g05980 K18)17.17

FPG52 ATDFC DFC FPGS3 FPGSC
At3gl10160 T22K18.1

FPGS3 ATDFD DFD FPGS4 FPGSD
At3g55630 F1I16_40

FAK2A1 FPGS1_ARATH 7 Folylpolyglutamate synthase Arabidopsis thaliana (Mouse-ear cress)

F412K2  FPGSZ_ARATH 0 Folylpolyglutamate synthase Arabidopsis thaliana (Mouse-ear cress)

QBWO35 FPGS3_ARATH 0 Folylpelyglutamate synthase Arabidopsis thaliana (Mouse-ear cress)

—
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100 LKLLDLEEDILKMNVIHVAGTKGKGSTCTFTESIENYGFRTGLFTSPHLIDVRERFELD 159 F4K2ZA1 FPGS1_ARATH
46 LKVLELEDAVSQMEKIHVAGTKGKGSTCTFAESILRCYGLRTGLFTSPHLIDVRERFELN 105 Q8WO035 FPGS3_ARATH
119 LKILDLEDKIKELEVIHVAGTKGKGSTCVFSEAILRNCGFRTGMFTSPHLIDVRERFRID 178 F4J2KZ2 FPGS2_ARATH

FEkekekEe o wnkkhkEdEEEiiid fodode®d  FokddkekdEdd iR didddE ke

160 GVDISEEKFLGYFWWCYMNRLKERTNEEIPMPTYFRFLALLAFKIFAAEEVDAAILEVGLG 219 F4KZA1 FPGS1_ARATH
106 GIEISQEKFVNYFWCCFHKLKEKTSNEVPMPTYFCFLALLAFKIFTTEQVDVVILEVGLG 165 Q8WO035 FPGS3_ARATH
179 GLDISEEKFLQYFWECWEKLLKEKAVDGLTMPPLFQFLTVLAFKIFVCEKVDWVAVIEVGLG 238 F4J2K2 FPGS2_ARATH

Foekkekdkde FEE Koo Khken 0 0 XA * ARk EE Hokd okdkkdk

220 GKFDATNAVQKPVVCGISSLGYDHMEILGDTLGKIAGEKAGIFKLGVPAFTVPQPDEAMR. 279 F4KZAL FPGS1_ARATH
166 GRFDATNVIQKPVVCGISSLGYDHMEILGYTLAEIAAEKAGIFKSGVPAFTVAQPDEAMR 225 QB8WO035 FPGS3_ARATH
239 GKLDSTNVIQKPVWCGIASLGMDHMDILGNTLADIAFHKAGIFKPQIPAFTVPQLSEAMD 298 F4)2KZ2 FPGS2_ARATH

Kook skkkk ARG EL Akdakdd dF FF AEEREE AEAFE K AR

280 VLEEKASETEVNLEVVQPLTARLLSGQKLGLDGEHQYVMNAGLAVSLASIWLOQOQIG--KLE 337 F4KZA1 FPGS1_ARATH
226 VLMNEKASKLEVNLOVVEPLDS----SQRLGLOGEHQYLNAGLAVALCSTFLKEIG--IED 279 Q8W035 FPGS3_ARATH
299 VLQKTANNLEVPLEVVAPLEPKKLDGVTLGLSGDHQLVYNAGLAVSLSRCWLQRTGNWEKEKT 358 F4J2K2 FPGSZ2_ARATH

ke ko ko kokdk ko R kekk okdkdkddokek ke &
338 VPSRTOQMSILPEKFIKGLATASLQGRAQVVPDOYTESRTSG--—------DLVFYLDGAHS 389 F4KZAL1 FPGS1_ARATH
280 KNGLDQTNGLPEKFISGLSNAYLMGRAMIVPD----SELPE-------- EIVYYLDGAHS 327 Q8WO035 FPGS3_ARATH
359 FF"NES}{ETEIPE’AFCRGLATARLHGRAQWHDWSDFQDSSDSMETPCGDLIF‘FLDGAHS 418 F4I2K2 FPGS2_ARATH
G L e T Rk EREEA

390 PESMEACAKWEFSVAVKGDNQSGSSGHLYNGSAGSSHDKWSNETCEQILLFNCMSVEDPNL 449 F4KZA1 FPGS1_ARATH

328 PESMEACAIWFSKQIK-QNQ------—----—-—--ERNQKRSEQILLFNCMSVREDPSL 369 Q8WO035 FPGS3_ARATH
419 PESMEACGRWEFSSAVRGDKSLSTAVN--GYMRHGEYGTDLNRVSKQILLFNCMEVEDPQVY 476 F4J2K2 FPGSZ2_ARATH
FEFEEER AEkk e o « kA kkkEk khkEE -

450 LLPHLENMCAKYGVNFKKALFVPNMSYYHKVGT-AADLPENDPQVDLSWQFTLQKVWESL 508 F4K2ZAl1 FPGS1_ARATH
370 LLPRLRSKCIDQGVDFKRAVFVPNVSVYNOVGS-STNVGTR--VESMSWOQFGLOQRIWESL 426 Q8W035 FPGS3I_ARATH
477 LLPKLVTTCASSGTHFSRALFVPSMSTYNKVISGASAIPSDTRRKDLTWQFRLOQELWEKS 536 F4J2K2 FPGSZ_ARATH

kEkdgek &k ok K oEeEEE & Kook v e w mkkk kkekk
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© Y  BLASTH WS

Distribution of 7 Blast Hits on the Query Sequence &

Mouse-over to show defline and scores, click to show alignments

Color Key for alignment scores
<40 40-50 80-200 »>=200
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(=) Sequences producing significant alignments with E-value BETTER than threshold

Accession Description % ﬁ cfv%e 7 val_liue iF:l Links
wew [Vlup 1062172  DHFS-FPGS homolog B [Arabidopsis thaliana] 1143 1143 100% 0.0 UIEPE U G M|
wew  [Vnp 001031840.1 DHFS-FPGS homolog B [Arabidopsis thaliana] 1023 1023 83% 0.0 100%  [TfT]
mew  [Vlne se7026.3 DHFS-FPGS homolog D [Arabidopsis thalianal 588 588 88% 0.0 60% =
new  [VIne ss1018.1 DHFS-FPGS homolog D [Arabidopsis thaliana) 383 583 38% 0.0 60% U G M|
ww [Vlup 8510171 DHFS-FPGS homolog D [Arabidopsis thaliana) 540 540 B88% 0.0 57% U G M|
mew  [Vlne 187627.3 DHFS-FPGS homolog C [Arabidopsis thalianal 532 532 88% 0.0 53% =
wew  [lnp 108963.0 folylpohyglutamate synthase [Arabidopsis thaliana] 134 134 24% 3e-37 26% U G M|

Run PSl-Blast iteration 2 with max |50 |




Specieslﬂhbrv AL B L B LA AL ¥ ¥ % ¥ ¥ ¥ E|¥ 14 ¥ ¥ ¥ ¥
1. NP 196217.2| DFS-FBGS homolog R ulivifiva ]| B

2. NP 001031840.1 DHFS-FRGS homolog 3 HIVIIVAIIIIIIIIIIFIIIIIIIIIFIIILFIIIILIIVIIIFILII‘JIIIIIIFLIIFIIIIIILIIl
3. NP 567026.3| DRFS-FPGS homolag D ol BNEEANEN = B8 R MR- B e A AR vl e
4, NP 187627.3| DHF5-FPGS homolog C f gt G| e | | (R B | A L]
5, NP 851018.1| DEFS-FPGS homolog D ol BNENEANEN = B8 R MR B M= e A AR vl e A
6. NP 851017.1| DAF5-FPGS homolog D ol BRGNS BN MR B =R A AR v e A
7. NP 198963.2 folylpolyglucamate synchase [ONVVAvRRNENERRR- 80 - BR LR RACRRNA: - - NRN- ACRERN - U 00 <61} Bl

GTKGKGSTAHATPHIEL & 145 & = (Stephane et al. 2001)
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MP 851018.1| DHFS-FPGS homalog D

MP 851017.1| DHFS-FPGS homalog D

MNP 567026.3] OHFS-FPGS homaolog D

MNP 196217.2| DHFS-FPGS homolog B

MNP 001031840.1| DHFS-FPGS homolog B

MNP 187627.3| DHFS-FPGS homaolog C

MNP 198963 2| folylpolyglutamate synthase



s S =R
o 5 EL %t
o faiEIFHLR

» TS S BK






ATDFB ) =445 # 7iil []




AP%/ETQ 5







s HAIR
 FHIEEXT
o Fo)FE LN

o TN = LEZEF




Species/Abbrv

£

1. NP 196217.2| DEFS-FPG3 homolog B

................ HFAVRIV | N30 1A 0 14 18 LABNL AR AR RN AL ALALLQNL]

2. NP 001031840, 1] DFS-FPG3 homolog B

.......................................................................... (B (111 1R |

3. NP 567026.3| DAFS-FPG3 homolog D

---------------------------------------------------------------------- L

4, NP 187627.3| DAFS-FPG3 homolog C

R MR O 8 R AR B G- - 0

o, NP 851018.1] DHF3-FPGS homolog D

---------------------------------------------------------------------- 3

6. NP §31017.1| DAFS-FPG3 homolog D

---------------------------------------------------------------------- Sl

7. NP 196363.2| folylpolyglutamate synthage

----------------------------------- A O 0 - 1
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FPGS

Chlorophyll Mitotracker

Total
extract

Stroma Matrix Cytosol

o

C e
D e
Name Location
DFA Mitochondri
a
DFB chloroplast
DFC Mitochondri
a

RaVakeRt o, 200G YEASBK: 15360-15365
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