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ES Leu Pro GIn Arg G X
= 1
€ lle Thr Asn Ser U ©
lle Thr Asn Ser C
A lle Thr Lys Arg A
Met/Start Thr Lys Arg G
Val Ala Asp Gly U
G Val Ala Asp Gly C
Val Ala Glu Gly A
Val Ala Glu Gly G

S5 glaas (¢ ) S



\o ECiloyadilam ple 90 Sigdan Sl i S9! b

by yiig g sl V¢
adol Hlslw V-2

oxeebs dplyial Yo 51 aS aiin o JsSse oo lapeiia s e o)l a5 jshailan
(S5 sed bl cod anl aelyinal JIgi sl sl (P-) SE) wload LSS
oy Jlesl g b Shg She o5 0,55 o0 U (asiine gom aw la)lisbe @ oty
S g giel 09,5 SO b b (slasiwlgin] agee oS 5 (Berg et al. 2015) colyl
Dy ge iUl o S-0 @31 Skl JonS':,5 095

kb (32,5 Ol wile plards laShy arlsiel (o 5l abgye (g)US 0y
Wowlginel Vo lagd Cosgass Jbols 4y (V=) JS0) WS (o aein 1) 09 3L b saul
ahie mlaw & Ygol & W5 stolin Sl sl g (63,555 b) (amebo ol sloipuiy
Sliisy alize b Shg oab oo bgiw Solai oaiSly LS oo,y (Ken
adsl Jolo 0929 cnl b s (255 B) (s s s sl (ol (69,Skes
ol (§5978 G 4w (9,55 U g pog 9 pgo slabiSle s 6l

Jog o @ ot (Gboeny S e ) ol lassulsisel (sasty sladigy
Spmslginal ool 09,5 4y JouuS'5,S -0 09, drmsl Wiy sk 5l mslgine] 5o S o
Caomd oyl Jlasl 5l o1 C g N slol ooy L a0 050 o0 Juaie (g
[P PE PYRPRVCOVES PP A CES WS VON LIRSS PYVECH L W) B P VOV PC 0N B
2 0K 0 1y sewlgiel do am B Y o ailg e € N slal 5l awlgi]
Dy g0 4N (5> du b o oS b sty (G 052205 50 dpmslyial



S 2 Ciloygdilgw At

s53 DNA

10 Ak

pasus ySunil s MRNA

aeryi

oDl 3 4 JLEH

il a5 ay S

EétRN

¥

pasig w Protein

aeyi

& sl il pyiigy 4 pgis 5l adan DML > JsUg0 plidiany )3 655y Jol (F ) USS
P Sl 5 DMl ogSan (510 pasuns o5l aleasgy 45 3518 3925 (g pg po55 40 (SBLEM] S 5
Sy 50 PS4 g O9b o0 Eg b

£95 szl 1 —£-¥

p9d JLSle dapnfisn 3550 ;0 WS (o0 S ) peuh o (Sl JSlipgs lSLe
loybslo 5 (W1 g lo) phie gyl ©yge 4 sl 05 <oy o lasSl
S dpnlgial (i b a5l b ts iz calaiol glagis x5 (L ) led g
yolie cpl wiad oo by 1) (g n SdSul Slserkie Goanle,siiST glas 5 wilonds
a2 e ol |y itigy samanw iz sl platle lasSsly ( olianegs Ll
sl ios ls a5 cuwl 6,50 g 3le jaie oail> (Koch and Klebe 2009)
Sy sabaie sladd)g glagn b g Al



8% S loy9dilgn whe 10 (S3glem (Sl 19l b

o 2500 518 (Gaig 09,5 (swaia Sl Sy 5o Sodzm la)lSle (nl wed oS

S S N 45 WS ol VAT gAY laass o T ,s8 Sy s T Sdsl
boipe sty Wom alled Lo (Shy sy Froa oS ol gl 5 oS 2L
Sloog S 5l e Jale 025 o D)5 Sy b 0y Se bl el 2 095 o0
Oz bl lawgs le oo 1) sy (0 ey (ygemsle 58S Ll e 5 oSore gaiiy
1508 et 085l dendlginal (slaass 5l (W) Co—C Jlail 4 (@) Co—N sl 31 Lo
a4z b cesl 4z )3 VAL Llgs dod (il (Ko) 08 SalS 5 rans (ygmmile 5
SSol 5 0 sl jpate polie ass anbioe SR Sl 2552 b Ly Lol
sl dpaslyiaal )5 6z Sl 40 oS el olid Caailes bl 4 Lolul &5 axies

a5 el (5 polie 5l ygamle,ysaiS Jea o (Ramachandran) o, sl bl pu, 09 oo
C}Ja.w S J‘oﬁ.‘?u as d)aoLM L)T 5&9.21:64 od.ﬁdalj )l7u C}Ja.w QS Cewl Joﬁfo V4
(A=Y USE) adyls ol dc i

a9 159 2
T 7% 10, B AoS Boj
|
i —
ATG TAA -10 Sequence ATG TAA| ATG TAA
-35Sequence 'k £3y5 st
acgs )5y
1 595 i 1l 351 DT . 9551 ‘
— —_ D9~ 29—
su A m l UH H:[} 3
GC GC | GT AG GT AG | |
Box Box ATG TAA Poly (A)
tail
CAAT TATA AATAA
Box Box

oy Sg 5 g, gy 50 lays 5,8 Joe (0 -V IS

Linus Pauling
2Robert Corey



S 2 Ciloygdilgw 'A

il 00l adrine ol peo JLELe (o 2 aw wl o,lil eiST e a5 jshiles
OF B S o le o st Gk onss (A0 IS8 btz o Pan; gl
bug oo B aid, O gyl sile ams oo (las 1) (50,5 2 0 axly ¥/2 L sl
sladbie 1ou So 09y badisn @a)le wile (Jy 09d o0 Sl (Shgy0en sladisy
Psloas, ez iyl 18 arluan loars) G aSl wigd ool <Ol wiy by o)
2l Bl (b ey Cux a5 1B Silse s 5 (silse S 55 s )0 a8
Gloazly 5l as wols 18 a8 amio e Cqz o Jlgie LS 00 10 P sloars,
Slisess (eSlee D30 4 el oads S5 agil IV Jolgd 50 5 galsieal 9 (5] S5
S oSan ks ol oads S5 B slaas, 51 S0 o 9 0 sbagmle 5l 6555 oeton
Lol 15 s (eiisn 0090 69,5 Joime Ll ool ouds iS5 (6,805 slagis sz
Glisin el VDA oS 55 g o ciliiee (slogpmnle,sisS S| Jolp o
(Koch and Klebe 2009) ol suis 5,155 o 2 > sl utigpn cdSl 5

Polez 9 pow sl -V -£-Y

Gl e WS o gyt |y pgd Jile jolie 655l 5 som aw il pses Sl
e 45 2595 oo b caliBe sldasly (9,0 el (auwlgiel Yoo 5l i) gouts b ol
Segl VIO sgam jhad b apulgiel VeooYeo 5l olaies i Ygone 095 o ool
& oaign 8l e S e paiin |y aBisn Slb Sy pye Ll wloas JSas
et Sy g p9d by polie (F9,88 LS Jee ik le s b sl Ol
Jolss slsiel Glo Sy 0gd o CuniS uiisp HLSle ole ol slaaiulgial
loalsial o ganilsn @0 Gladiny (say slres,S G (Se0ee sladisy
GlaiiSeny g delsiel 6,5 loyzd; oyl slog S e P slBdisn (i
it 4 0)lge b el aig (b 9ol iz Gl el sl Ssd e 1S O
Syiie slaasly ) slige wiasge LS5 1) o)l oSLeS Sy oS wiis by pe ool>
DS o0 D)ze SIS it Sl iiSen &b



14 ECiloyadilam ple 90 Sigdan Sl i S9! b

Slycine Alanine valine Leucine Isoleucine
(Gly. G (Ala. A) vaLv)y eu. L) e, n

R

e e e e e e e e e e e
(Asp. D)

Cysteine Proline
(CTys. ©) (Pro. P)

Phenylalanine Tyrosine Tryptophan
FPhe. /) (Tyr. T (Trp. W)

coo coo coo

. ]
[ '

' B

i '

R R R " i e
' - J

H <H, <Hy, <H, ] ,

' ' |

[ ]

' '

' 1

[ '

' '

' '

[ '

coo coo

b el gloapnl Sk (S5, B o (B> S5 (B> dw slaaS ol yen 4 anslislasesl (8 -V USS
Gayd) o] (slasal 5 ol (s 72ueS1) ST (il 0085 il oo S ite (sla S
((578,6) Seilog, bl yooxsis 5 (50,8) (oS5 )0 09,5 b (2 oy (ool yos

S 95 sl

acol slaaul glo S55 (VENN) (g loges (Y - S0



314 ESKailo y 91 g Y.

-b
=h
[
g
Z
= ARG 63(A)

-135 4 ‘

.. -
T T T T T

T T
-180 -135 -90 -45 0 45 90 135 180

v (degree)

s poalog S 5 551 GALA (5 o s oaisS s iy, oS, b (A <) USG5
Sz bl ;o apelisloaal plas Ly i ol oads 00l (s ol SzrsS (glagpo & j90 41 atpalgloa
&8ls Ll bl #5b 5l jlre e (g 5o (LYS23 5ARGG3) PO RV 59 (3,5 5 j0,8) wiloads dlg
Ol (il ooz aie e a4y D g W polie 5l oS 5 g,k Blod @ aS sl pme pl @ ol Sloas

el oadlive g3 g0 Jos jo Lol s pdy



AR ECiloyadilam ple 90 Sigdan Sl i S9! b

3 T g e S0l o, sl < comel 30 (gyIo el Lol 51 e 3T (p50) g sl A 1) S
o pdy o B0 sladl> sla sl dlws 09,5 95 (nl o bLI, bl oo by amin Kby (o (IS

sl 00 o0l uln.u.) \_ia) Sy) )‘5.: Alwy J.:.AJSM‘_QO

Ao gy L
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Protein structures.http://www.rcsb.org/
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Locus SCU49845 5028 bp DNA linear PLN 14-3JUL-20156

DEFINITION Saccharomyces cerevisiae TCPl-beta gene, partial cds; and Axl2p
(AXL2) and Rev7p (REV7) genes, complete cds.

ACCESSION  U439845

VERSION U49845.1 (GI:1293613
KEYWORDS
SOURCE Saccharomyces cerevisiae (baker's yeast)

ORGANISM Saccharomyces ceresvisiae
Eukaryota; Fungi; Dikarya; Ascomycota; Saccharomycotina;
Saccharomycetes; Saccharomycetales; Saccharomycetaceae;
Saccharomyces.

REFERENCE 1 (bases 1 to 5€28)

AUTHORS  Roemer,T., Madden,K., Chang,J). and Snyder, M.

TITLE Selection of axial growth sites in yeast requires Ax1l2p, a novel
plasma membrane glycoprotein

[
FEATURES Location/Qualifiers
source 1..5e28
/organism="S5accharomyces cerevisiae"
/mol_type="genomic DNA"
/db_xref="taxon:4932"
/chromosome="IX"

mRNA <1..>206
/product="TCP1-beta"
CcDs <1..206

/codon_start=3
/product="TCP1-beta"
/protein_id="AAA98665.1"
/db_xref="GI:1293614"
/translation="SSIYNGISTSGLDLNNGTIADMRQLGIVESYKLKRAVVSSASEA
L AEVLLRVDNIIRARPRTANRQHM"
ORIGIN
1 gatcctccat atacaacggt atctccacct caggtttaga tctcaacaac ggaaccattg
61 ccgacatgag acagttaggt atcgtcgaga gttacaagct aaaacgagca gtagtcaget

GenBank oKL 5l oas s Sledbl (Y- S

0dds oS blai sam ;0 (65,5 000 o slis |, GenBank (sg,5 G V-V S

Bk sl oals ol aud pyY s itle sl sad ol plis [] b ooylse cpl g el
g dgi 0 £9,5 LOCUS o5ls 0ldS b (699,5 yo .ol o0l 112l oals iy yo5 slooslsadS
AN GY5 s Jy el 3,3 4y yamio 52 oS3l ol AN aiile g o olSl> b 5T 51 o
Sl oals JSis B> a5l ol pbaiS s ools oL (6,550 5l aw sl S
Fuoz sy dedee AN Gy (b ogdle ay s 5 iz pU B> sl ol a5
3y ol 0,8 4y yazio AN (ol oSlr pleos)lge iz 5o )0 (B ceta AN S
0 Jolax b Jg S5 0gd oo 00l Jlgs Job ] o ol pb anlsl jo a5 L3 lea
o 3,1y Tl cron Laid alill ol 058 5 1y GENBANK 9,0 a5 wil axsls L cui
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Js¥ge €9 @ po (i N 1) (Shs (ol Fomad Glassgy 5l (an (alplo g col
g5 4 byye Jlg Sledbl g5l Wl GenBank 59,5 ,2 .05ls olaiz! Jlg o955
955 DNA g5 Slodlbol gl oo Wlgs cad (699,945 (xe (ot el J5SUse
Coond pl 30 o,y 50 sd o g9, ORIGIN o5l50dS L ools oL s
&5[} S| uio.n 9 QB.M:‘SA &).u.v G L S99y &5”5) d,d.) uLC)’Lb‘ Cew! osle Jl}
cél GenBank wges amio (g9, Wojloads dse 5380 pu,id il gl bghs

[gb-sample] 545 o

Entrez osls oKl slo sy 5l (F s Lyl d 05 dgame gl s e sID (v-y Jou

i Sledb| b sID
(Accession NUMber) . s o less ACC

(Author Name) sacws s pb AU
(Publication Date) Lzl &, DP

(Gene Name) 5 oL GENES

Bad uslS ) agec g ole ol ORGN
(aoX5 (oole (5155 «(5 59,0 Alite 1auile) jLasil o5 PT
ISSN 6 )lets ¢ oo (slo Sisly calmo ol TA

Entrez

sy e plel ENtreZNCBI s 3,b 51 GenBank osols oL ' wlgs o

NCBI ) 55 0 oolaw! NCBI L Lo e 00ls slaolSol den cuslgs)o sl a5 [entrez]
sibhie Slese aliwg 4 Gudss sleesly a5 Ll I (Resource Coordinators 2016
Sgaze 00ld ol s e 4 (ST slrosly g Wad oo oS 5 (NOT .OR .AAND)
ol 03z o2 g 00l 02 srgins gl (gl die g o Il SO ENMIEZ (gl o
5 99 00 >l 1D 5,k 5l LA}.Q.C S5 oals oL sleojer 4y gxiws slaolly Cusguxe

1Query
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Sy S Glp s (Jle glp ailas 318 [field-id] g o3lg wo3ly 5l o
5o b3 'S 5w b cas YYVe g YYP. o Jsb L Saccharomyces cerevisiae
sID (Saccharomyces cerevisiae[ORGN]) AND 3260:3270[SLEN] :s,ls
Sl ol Jorlygis .l 03l V=Y oo, GenBank s guiss syl olp s e
oo ool sl .l sael Entrez[entrez-help] oS amis g9, ENtrez ;i oolacl
ool ) sliiul sl el oud ol ATt (emiez ol ool gl gl sl
sibie slo Sloe g abs o slalD aS” Jlis | ENrEZ ooz oj9> 5 b oot
ool Al 5095 )50 4 abgy o uslyS )0 90,5 DLl L o slaaaz Sl Glgi o0 |,
JU pU L e sLaID wy50 ol 5o e Gl e wgdiee )y e S 4
S 5k Cnlple S o0 )1 ((29)00) S5 oz ;0 o2 3l 050 Wigd oo )l

e hites abogypa slalD (5 510k 4

1Syntax
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U49845; SV 1; linear; genomic DNA; STD; FUN; 5028 BP.
U49845;

87-MAY-1996 (Rel. 47, Created)
25-MAR-2010 (Rel. 104, Last updated, Version 5)

Saccharomyces cerevisiae TCPl-beta gene, partial cds; and Ax12p (AXL2) and
Rev7p (REV7) genes, complete cds.

Saccharomyces cerevisiae (baker's yeast)
Eukaryota; Fungi; Dikarya; Ascomycota; Saccharomycotina; Saccharomycetes;
Saccharomycetales; Saccharomycetaceae; Saccharomyces.

[1]

1-5828

PUBMED; 8846915.

Roemer T., Madden K., Chang J., Snyder M.;

"Selection of axial growth sites in yeast requires Ax12p, a novel plasma
membrane glycoprotein™;

Genes Dev. 10(7):777-793(1996).

[2]
1-5828
Roemer T.;

H
Submitted (22-FEB-1996) to the INSDC.
Bioleogy, Yale University, New Haven, CT @6520, USA

MD5; f152907ff924e11e159c¢999e145a77dd.
Ensembl-Gn; YIL139C; saccharomyces cerevisiae.

Key Location/Qualifiers

source 1..5828
Jorganism="Saccharomyces cerevisiae"”
/chromosome="Ix"
/mol_type="genomic DNA™
/db_xref="taxon:4932"

mRNA <1..>286
/product="TCP1-beta”
CcDs <1..206

/codon_start=3
/product="TCP1-beta”
/db_xref="GOA:P39@76"
/db_xref="InterPro:IPRE©2194"

/translation="SSIYNGISTSGLDLNNGTIADMRQLGIVESYKLKRAVVSSASEAA
EVLLRVDNIIRARPRTANRQHM"

Sequence 5028 BP; 1518 A; 174 C; 835 G; 1689 T; @ other;

gatcctccat atacaacggt atctccacct caggtttaga tctcaacaac ggaaccattg 60
ccgacatgag acagttaggt atcgtcgaga gttacaagct aaaacgagca gtagtcagct 128
ctgcatctga agccgetgaa gttctactaa gggtggataa catcatccgt gecaagaccaa 18e
gaaccgccaa tagacaacat atgtaacata tttaggatat acctcgaaaa taataaaccg 240
tgccatgact cagattctaa ttttaagcta ttcaatttct ctttgatc 50828

EMBL sls oli:L; 5 0l S Sledl (Y-F S
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ch & Browse  Submit & Update
European Nucleotide Archive Eope
= Subme and update
S o =
covering raw sequencing data, sequence assembly information end functional snnotation. More about ENA - G b
+ Submiting environmental sequences
Access to ENA data e ough the APL. b gy
+ Rest URLS for data retreval
+ Rest URLS to search ENA'
Text Search
Examglos: BNO0006S, hetons Latest ENA news
03 Apr 2017: ENA Relosse 131
Ademrced search Release 131 of ENA's assembied/snactated s6quences now
aval
Sequence Search

Enter or paste & nuciootide 8equence or accession number

5 5 e 2bsb 6l ool seminn sloiseal o GENAGS oKL Lol amin (Y-Y JSo

Enter query sequence

Enter or paste a sequence or accession

Or upload a file: | Ghoose file | No file chosen _Upload |

Limit query sequence to range:
Search against
® and Barcode sequences Coding sequences
Geo-referenced sequences Non-coding sequences Vectors (Emvec)
Limit sequence by: Taxonomic group Data class
Set parameters

Program  blastn §

* megablast (recommended for highly similar blastn ( for less similar sequences)

ENA osls oL 4 iy (g gmins (Y-F U
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(X8 PIS3URIBUUD; NDOEXp=Z; LNTACT=tBL-339/, EBL-3853;
cc -!- SUBCELLULAR LOCATION: Cell membrane {ECO:0020269|PubMed:1©366591,
cC ECO:22C0269|Publed: 11065362, ECO:0000269 |PubMed:11134078,
cC ECO:2200269|PubMed: 12221111, ECO:0002269 |PubMed:14562095,
ccC ECO:2@e0269|PublMed: 15282802, ECO:0002269|PubMed: 17460121,
ccC ECO:22@0269 | PubMed: 8805277, ECO:2000269|PubMed: 8846915,
ccC ECO:22@0269|PubMed:9732282}; Single-pass type I membrane protein
ccC {ECO:2000269 | PubMed: 10366591, ECO:000Q269|PubMed: 1165362,
ccC ECO:2200269|Publed: 11134278, ECO:0002269 |PubMed:12221111,
ccC ECO:2200269 | PublMed: 14562095, ECO:0000269 |PubMed: 15282802,
cC ECO:2200269 | PublMed: 17462121, ECO:0000269 |PubMed:8805277,
cC ECO:82@@269 | Publled: 8846915, ECO:2000269|PubMed:9732282)}. Note=In
cc small buds, localizes to incipient bud sites, emerging buds and to
cc the bud periphery. In large buds, localizes as a ring at the bud
cC neck. Requires ERV14 to be efficiently delivered to the cell
€C surface. Recruitment to the bud neck after S/G2 phase of the cell
ccC cycle depends on BUD3 and BUDS.
CC -!- INDUCTION: Expression shows a peak at the start of the cell cycle
cc just before bud emergence in late Gl phase.
cC {ECO:2020269 | PubMed:11134078).
cc -!- PTH: O-glycosylated by PMT4 and N-glycosylated. O-glycosylation
cc increases activity in daughter cells by enhancing stability and
ccC promoting localization to the plasma membrane. May also be O-
cC glycosylated by PMT1 and PMT2. {ECO:2200269|PubMed:12366591,
ccC ECO:2000269|PubMed: 8846915} .
cc -1- MISCELLANEOUS: Present with 396 molecules/cell in log phase SD
cC medium. {ECO:0200262|PubMed:14562106}.
cc -!- CAUTION: Ref.S refers to this gene as REV7. REV7 is however the
€c adjacent gene. {ECO:0002305}.
€CC =rescrsemcmensssssnsssasesnnssssossassrssnrrsaTrsrTssTesCerRResesensewe
cc Copyrighted by the UniProt Consortium, see http://www.uniprot.org/terms
cc Distributed under the Creative Commons Attribution-NoDerivs License
Lo
DR EMBL; U49845; AAAG8666.1; -; Genomic_DNA.
DR EMBL; I38059; CAA86138.1; -; Genomic_DNA.
OrR EMBL; AF395996; AAK83884.1; -; Genomic_DNA.
DR EMBL; U@7228; AAA67919.1; -; Genomic_DNA.
DR  EMBL; BKee6942; DAA08412.1; -; Genomic_DNA.
OR PIR; 548394; S5483943.
DR RefSeq; NP_©12126.1; NM_©01179488.1.
DR ProteinModelPortal; P38928; -.
L]
RC STRAIN=ATCC 224598 / S288c¢;
RX PubMed=24374639; DOI=12.1534/g3.113.208995;
RA Engel S.R., Dietrich F.S., Fisk D.G., Binkley G., Balakrishnan R.,
RA Costanzo M.C., Dwight S.S., Hitz B.C., Karra K., Nash R.S., Weng S.,
RA Wong E.D., Lloyd P., Skrzypek M.S., Miyasato S.R., Simison M.,
RA Cherry J.M.;
RT “The reference genome sequence of Saccharomyces cerevisiae: Then and
RT now.";
RL G3 (Bethesda) 4:389-398(2014).
RN [s]
RP NUCLEOTIDE SEQUENCE [GENOMIC DNA] OF 1-77S.
RA Mathew P.W.;
RL Submitted (JUN-2001) to the EMBL/GenBank/DDBJ databases.
RN 6
RP NUCLEOTIDE SEQUENCE [GENOMIC DNA] OF 80-823.
RX PubMed=7871892; DOI=12.1002/yea.32€121115;
RA Torpey L.E., Gibbs P.E.M., Nelson J., Lawrence C.W.;
RT “Cloning and sequence of REV7, a gene whose function is required for
RT DNA damage-induced mutagenesis in Saccharomyces cerevisiae.™;
RL Yeast 12:1503-1509(19943).
RN r=1
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UniProtkB - P38928 (AXL2_YEAST) ===
Display A BLAST |@rormat | #Add to baske: | © Mistory,  Feedback © Help video B Other tutorials and videos

Publications

Protein | Axial budding pattern protein 2
Gene  AXL2
Organism | Saccharomyces cerevisiae (strain ATCC 204508 / S285¢) (Baker's yeast)

Feature viewer

Feature table

Nove Status | B Reviewed - score: - evidence at protein level’
Required for haploid cells axial budding pattern. Acts as an anchor to heip direct new growth and/or polarity e
components like the BUDS GTP/GDP exchange factor to localize at the cortical axial budding site. Regulates septin organization in late G1
of its role in polarity-axi ion. ¢ 8 =

Miscellaneous
Present with 396 molecules/cell in log phase SD medium. ¢ 1 Publication «

GO - Molecular function
« calcium jon binding ¥ Source: InterPro

Complete GO annotation.
GO -

HHH

logical process
« axial celiular bud site selection ¢ Source: SGO «

|

ﬁ

Complete GO annotation...

Enzyme and pathway databases
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I&@ Entry: PS01159

General information about the entry

Entry name [info) WW_DOMAIN_1

Accession [info] PS01159

Entry type [info] PATTERN

Date [info) 01-NOV-1995 CREATED; 01-DEC-2004 DATA UPDATE; 12-APR-2017 INFO UPDATE.
PROSITE Doc. [info) PDOCS50020

Name and characterization of the entry

Description [info) WWirspS/WWP domain signature.
Pattern [info) W-x(9,11)-[VPY)-[PYM)-x(6,7)~[CSTNE)- [CSTOCR) - [ FYH] - (R} - {SA} -P.

Numerical results jinfo)

Numerical results for UniProtKB/Swiss-Prot release 2017_04 which contains 554'241 sequence entries,

Total number of hits 327 in 227 different sequences
Number of true positive hits 275 in 175 different sequences
Number of ‘unknown' hits 0
Number of false positive hits 52 in 52 different sequences
Number of false negative sequences 56
Number of ‘partial' sequences 0
Precision (true positives / (true positives + false positives)) 84.10%
Recall (true positives / (true positives + false negatives)) 83.08 %
Comments finfo]
Taxonomic range [info] Eukaryotes
Maximum number of repetitions 4
finfo]
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Statistics
Organism Phenotypes Genotypes
with orthologues
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COMPOUND: C00236

|Enzry

Coe236 Compound

|

3-Phospho-D-glyceroyl phosphate;
1,3-Bisphospho-D-glycerate;

acid;
D-Glycerate 1,3-diphosphate

(R)-2-Hydroxy-3-(phosphonooxy) -1-monocanhydride with phosphoric propanoic

[Formula

C3H8010P2

|Exact mass

265.9593

[Mol weight

266.8371

|structure

o
HO—-p-0 O—p—0H
4 o 8
C00236

Moifile | KCFfile DBsearch Jmol | KegDraw

[Reaction

RO1061 RO1063 RO1512 RE1515 RE1517 Re1660 RO1662 RI2188

|Pathway

map@@e18 Glycolysis / Gluconeogenesis

map@0718 Carbon fixation in photosynthetic organisms
map@1068 Blosynthesis of plant secondary metabolites
map@1€61 Blosynthesis of phenylpropanoids

map@1062 Biosynthesis of terpencids and steroids
map@1@63 Biosynthesis of alkaloids derived from shikimate pathway
map@1108 Metabolic pathways

map@i11e Biosynthesis of secondary metabolites
map@1120 Microbial metabolism in diverse environments
map@1138 Biosynthesis of antiblotics

map01268 Carbon metabolism

map@123@ Bilosynthesis of amino acids

Module

M2e0e1 Glycolysis (Embden-Meyerhof pathway), glucose => pyruvate

MPeee2 Glycolysis, core module involving three-carbon compounds

M2eee3 Gluconeogenesis, oxaloacetate => fructose-6P

MB@165 Reductive pentose phosphate cycle (Calvin cycle)

MP@166 Reductive pentose phosphate cycle, ribulose-5P =>
glyceraldehyde-3P

M20308 Semi-phosphorylative Entner-Doudoroff pathway, gluconate =»
glycerate-3P

M2e552 D-galactonate degradation, De Ley-Doudoroff pathway, D-
galactonate «> glycerate-3p

|Enzyme

.1.12 1.2.1.13 1.2.1.59 2.7.1.166
2.3 2.7.2.19 2.7.4.17 3.6.1.7
2.4

1.
2.
5.

NN

|Other DBs

CAS: 38168-82-90
PubChem: 3535
ChEBI: 16081
KNApSAcK: Ceee19552
PDB-CCD: X15[PDBT]
3DMET: BO1197
NIKKAJI: J4@.eces

Ilinkm

ANl DBs |

IICF data

Show |

» Japanese version
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