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Acc. No. Length Identity, %
A. thaliana |R. capsularus  B. raurus

Rartus norvegicus P16257 169 21.6 29.8 78.1
Homo sapiens P30536 169 21.6 311 4.6
Mus musculus Q62118 169 225 27.0 75.7
Bos tausrus P30535 169 21.8 27.1

Acidophilium rubrum BAAT6530 168 17.8 30.9 3.7
Heliobacillus mobilis T31451 168 18.8 25.7 25.8
Rhodobacter capsulatus P17057 160 15.5 27.1
Chlamydomonas reinhardrii  BG858044° 169 21.3 264 26.6
Physcomirrella patens BJ159476° 177 20.9 359 36.0
Marchantia polvimorpha AU081713° 162 20.6 35.3 37.9
Pinus taeda AIT725033° 168 20.1 35.2 37.8
Cvycas rumphii CB091062 " 198 28.0 38.7 33.2
Solanum ruberosum BGB888287 146 30.4 12.1 12.7
Lycopersicon esculentum AIT782627 «P 136 327 234 249
Medicago truncatula CARB58258" 200 39.8 16.6 20.7
Glyeine max BM891625 7 179 42.3 20.0 24.8
Citrus sinensis CB293942 ¢ 156 41.3 19.5 271.2
Populus emula s019C02 * 197 47.0 19.0 239
Brassica oleracea BZ489380° 195 854 14.5 20.7
Arabidopsis thaliana 082245 196 15.5 218
Svnechocystis P74502 159 16.9 244 21.0
Synechocystis Q55180 151 7.5 47 115

_ iLindemann et al., Plant Cell Phisiol,2004i
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(Balsemdo-Pires et al., BMC Plant Biology,2011)
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( Balsemao-Pires et al., BMC Plant Biology ,2011)
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(Guillaumot et al., Plant J, 2009)
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( Vanhee et al., J Exp Bot, 2011)
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(Balseméao-Pires et al. BMC Plant Biology ,2011)
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(Arabidopsis eFP Browser, http://bar.utoronto.ca/efp/cgibin/efpWeb.cgi)
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Factor or Site Name Loc. (5tr.) Signal Sequence SITE #
WYEST1 15 (+) GGATA S000180
GATARCKE 16 (+) GATA S000039
MARTECE 27T (=) TTWIWTTWIT S00006T
MARTECE 28 (=) TTWIWTTWIT S00006T
PYRIMIDINEBOEOSEANT LA 3 (=) CCTTIT S000254
DOFCOREIM 35 [+ ALAG S000265
GTICONSENSTS 4l (+) GRWALW S000198
GIGANT: 10 53 (-] GIGL S0003TE
EBOFEIIAP LA B4 () CINNIG S000144
MICCONSENSTSAT B () CLNNIG S00oa0T
WCATERD] B8 (=) CATGTIG S000413
EBOYEIAP A B (+) CLNNIG S000144
WICATED22 B4 (+) CACATG S00017T4
WICCONSENSTSAT B (+) CLNNIG S00oa0T
PRECONSCEHSPTOA 68 (+) S0GATNENTII I NNINHL S000508
GATARCYE T0 (+) GATA S00onae
GTICONSERNSTS T0 (+) GEWALW 5000198
IBOYCCRE T0 (+) GATAL S0001599
CACTFTPRCAL T =) TacT S000449
AFRI1AT BT (+) NGATT S000454
CAATRCHE 1 B9 () CAAT S000028
PEZFNTENE 14 108 (=) ATTOGOGC S000455
EZFCONSENSTS 108 (=) WITS5CSS 500047
INTROMLOWER 127 (+) TGCLGG S000086
AFF1AT 162 (+) NGATT S000454
SURECOREATSULTRLL 168 (=) GAGLC S0004949
DRECRETCOREAT 171 (+) ROCGAC SO000d18
CEFHV 171 (+) R¥CGAC S000497
LTRECOREATCOR 1S 172 (+) COGaC S000153
PRECONSCEHSPTOA 172 (+ SO ATHRIM I I S000506
HENX AMERATHA 173 (=) CORTCG S000146
CGACZOSANYS 173 () CGATs S000205
AMAERQSCONSENSUS 204 (=) TCATCAC SO00aTa
GIGANT:10 20 (4 GTGA S0003TE
EECCRCAHL 232 (=) GANTIMC S000494

9PREJTCA:, 64 DREJLH:
(New PLACE, https://sogo.dna.affrc.qgo.jp/cgi-bin/sogo.cqi?sid=&pj=0&lang=en&action=page&page=analysis)

Factor or Site MName Loc. (Str.) Signal Sequence SITE #
MYEST1 16 (+) GGATA S000180
GATAROY 16 (+) GATL 5000035
MARTEOK 27 (=) TTWIWTIWIT SO000&T
MARTEOK 28 (-) TTWIWTIWIT SO000&T
PYR INID INEBCXOSRANT 14 ¥ (=) CCTTIT SO00255
DCFCOEEZTM 35 () ALAG SO00265
GTICONSENSUS 41 (+) GEWALW S000158
GTGANTG 10 B3 (- GTGA S0003TE
EBQYENNAP L B (- CANNTG So00144
T CONSENSTSAT Bl (=) CANNTG Soooaor
IMACATERD] B (=) CATGTG SO00413
EBCXGMNNAP L Bl () CANNTG So00144
IMTCATED22 B[+ CACATG S0001Td
T CONSENSTSAT Bl () CANNTG Soooaor
FRECONSCEHSPTOA 68 (+) SOGAYNENTI DT  NED SO00508
GATAROX TO i+ GATA S00003e
GTICONSENSTS TO (+) GEWLAW 5000158
IBOXCORE TO i+ GATAA 50001585
CACTFTPRCAL TT (=) TacT 5000445
AFR1AT BT (+) HGATT 5000454
CAATROX 1 B9 (=) CALAT S000028
PEZFNTENE 14 108 (=) ATTCGOGC 5000455
EZFCONSENSTS 108 (=) WTTSSCSS 5000478
INTROMLOWEER 127 i+ TGCIGG SO000Es
AFRI1AT 1562 (+) NGATT S000454
SURECOREATSULTR1L 168 (- GAGLC S000455
DEECRTCCREAT 171 i+ ROCGAC SO00418
CEFHV 171 i+ RWCGAC So0o4aT
LTRECOREATCOR 1S 172 {4+ COGAC S000153
PRECONSCRHSPTOA 172 (+) S0 ATNRINNI I IHD S000506
HEX AMERATHA 173 (- CORTCG So00146
CRACGOSANTS 173 (+) CeAds S000205
ANAEROGOONSENSUS 20 (- TCATCAC SO0o4aTa
GTGANTG 10 2M (H GIGL SO003TE
EECCRCAHL 232 (-) GANTTHC S000454



https://sogo.dna.affrc.go.jp/cgi-bin/sogo.cgi?sid=&pj=0&lang=en&action=page&page=analysis

Y FhE]TSPO 22 5

Species/Abbrv Group Name *

1. p|082245|TSPQ_ARATH I‘-'llllIIIIIIIllli’*1’*||1’*1‘-'1’*||||||1’*|||||||||||1’11‘”’*|||L||
2. spl|P17057|CRTE RHOCB = Mem oo oo Beferr
3. apl|QSTGU0|TSEO2 HUMAN Mm — m oo m o . BB
4. sp|QoCRZE|TSPO2 MOUSE Mm — m o m o o . B.RE
5. ap|P30536|TSEOA HUMAN Mlm m m oo m o . = | |l S
6. sp|P30535|TSE0_BOVIN Mlm m m oo m e iR R
7. ap|P50637|TSE0_MOUSE Mlm m m oo m e BEER- D=
8. sp|P16257|TSEC RAT Mm m m oo m e BRER-B=
9. ap|Q6UN27|TSEC PIG Mm m m oo m e | [ ES
10. spl094327|TSP0_SCHEQ Mm m m mm o e Bzl 0860
11. spl|Q9GMCY|TSPO SHEEP Mm m m oo oo . = | [ R S
12. spl034694|YTAB BACSU Mm — m o m o - Bi:7E
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Froperty Residues Humber Mole%

Tiny [A+C+HGHE4T) T3 37,245
omall [A+B+CHDHGHHAE+SHTHY) 114 0. 163
Aliphatic (A+T+L4YV] T4 371,755
fromatic (F+HH4+Y 23 11, T35
Hon—pol ar [B+CHF+GATHI MNP+ 12T B4, TIE
Folar (D+E+H+E+H+Q+E+S+T+I) B9 30,204
Charged (E+D+E+HHE+E+Z) a7 15. 878
Ba=ic (HtE+E) 23 11. 735
Acidie (E+DI+E+Z] 14 T.143

HHEEFH, {HEFEEXPASY
i motiff & T B A2
75 R

Dotlet, http://myhits.ish-sib.ch/cgi-bin/dotlet

PEPSTATS, http://www.ebi.ac.uk/Tools/seqstats/emboss_pepstats/
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bin/adv sosui.cqi

SECONDARY HELLX

PRIMARY  HELIX

bio.ac.jp/sosui/cqi

Bold blue(+) Bold red(-)

Black
Blue

(Sosui, http://harrier.nagahama-

Hydraophobic residue:
Paolar residue
Charged residue:

[Helical wheel diagram of predicted segments]


http://harrier.nagahama-i-bio.ac.jp/sosui/cgi-bin/adv_sosui.cgi

iHHE targetp vl. 1 prediction results HEREHREREHHEHERRRRRHHRRRRHRRRRH
Humber of query sequences: 1

Cleavage =zite predictions not included.

Using PLANT networks.

Hame Len cIP mnIP 5P other Loc RC
Sequence 196 O0.077T O.109 O0.116 O.82 _ 2
cutoff 0.000 O0.000 O.000 O.000

#HH targetp vl. 1 prediction results shHHHRHEEHEHHEHRHEH AR
Mumber of query sequences: 1

Clearage site predictions not included.

U=zing PLANT rnetworks.

Hame Len cTP mIP 5P other Loc EC
Seqence 176 O0.166 O0.116 0.018 0.958 _ 2
cutoff 0.O0D0 O0.0D0 O.000 O.000

#HH targetp vl. 1 prediction results $HHEEHEREREREEHRHRHRRRERRRHRHRH
Fhmber of query sequences: 1

Cleavage site predictions not included.

Using PLANT rnetworks.

Hame Len cIP mIP 5P other Loc RC
Sequence 155 O0.002 O0.069 O0.917T O0.107 S 1
outoff 0.000 O.000 O.000 O.000

TargetP 1.1, http://www.cbs.dtu.dk/cgi-bin/webface2.fcgi?jobid=54C21C30000003AA2E3FE177&wait=20




5724 multiple located seguences are accepted
ProtComp Version 9.0. Identifying sub-cellular location (Plant)

Sedq name:

test sequence, Length=1%6

Significant similarity by DBSCAN-P — NONE

Predicted by Neural Nets — Extracellular

(Eecreted)

Integral Prediction of protein location: Extracellular
/ Pentamers

Location weights:
Nuclear 0.
Plasma membrane
Extracellular
Cytoplasmic
Mitochondrial
Endoplasm. retic.
Peroxisomal
Golgl
Chloroplast
Vacuolar

=

[ s s s s s s s
[Ty e s o o
B

The protein is possibly multilocated: Chloroplast_and Golgi_and Endoplasmic Reticulum due to SBLAST search in MultiLocDB
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ProtComp — \ersion
Chttp://www.softberry.com/berry.phtml?topic=index&qroup=programs&subgroup=proloc)

[ s s o s Y s s
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http://www.softberry.com/berry.phtml?topic=index&group=programs&subgroup=proloc
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/

AT2G47770
.+ Your query returned: EATIGSEEED

"AT2G47770" - in Arabidopsis

thalians
. ] -~
ATSG0eT760

AT4534450 AT1G05340
e H‘--’
STRING 9.1

http://stringdb.org/newstring_cgi/show_network_section.pl?taskld=cudpv_GyuTzV&interactive=yes&advanced_menu=_unassigned&network_fl
avor=evidence
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7. FHSwiss-Model [l 545 2 B 4540, 7 7 Tspo Tl 45 44 5
e FULRE T Tspo T 25 A FIASAR EL G B (2t /N Tspo; Bath: TRIHLFE T+ Tspo) 5
e TINHLEE TF Tspo Il 41 &= 45 547 &, His45.
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