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Score E

Segquences producing significant alignments: (bits) Value

UH_zhiwu. trimmed |S3863 412 e—115

UH_zhiwu. trimmed|217354 387 e—108

UH_zhiwu. trimmed_31654 341 4e—094
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gene 1 (8868) 5\ ra 7+ E I 24T 51 EL X 45 5 -
ecName: Full=AP2-like ethylene-responsive transcription factc [tName: Full=Protein AINTEGUMENTA-LIKE 4: AltName: Full=Prc 413 413 37% 3e-135
ecName: Full=AP 2-like ethylene-responsive transcription factc PLT1: itName: Full=Protein AINTEGUMENTA-LIKE 3; AltName: Full=Prc 410 410 41% 5e-134
scName: Full=AP2-like ethylene-responsive transcription factor BBM: Short=AtBBEM: AltName: Full=Protein AINTEGUMENTA-LIKE 2: AltN 400 431 66% 4e-130
scName: Full=AP2-like ethylene-responsive transcription factor AILS; AltName: Full=Protein AINTEGUMENTA-LIKE 5 393 393 M% 2e-127
ecName: Full=AP2-like ethylene-responsive transcription factor AIL1; AltName: Full=Protein AINTEGUMENTA-LIKE 1 B3 363 41% 4e-118
SHL A—

gene 2 (21784) 5 ma 7+ E: B #4775 LA 45 R«
Full=AP2-like ethylene-responsive franscription facto - RitName: Full=Protein AINTEGUMENTA-LIKE 5 392 392 47% 2e-130
Full=AP2-like ethylene-responsive transcription facto§PLT1 JAltName: Full=Protein AINTEGUMENTA-LIKE 3: AltName: Full=Prc 391 522 42% 8e-130
Full=AP2-like ethylene-responsive transcription facto§PLT2JAlName: Full=Protein AINTEGUMENTA-LIKE 4: AltName: Full=Prc 390 390 43% 1e-129
Full=AP2-like ethylene-responsive transcription factor BBM: Short=AtBBM: AltName: Full=Protein AINTEGUMENTA-LIKE 2: AltN 385 385 44% 1e-127
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#i# targetp vl.1 prediction results {HHEHHHERHEEEEEEEHEEHEEHEEEH
Humber of gquery sequences: 4

Cleavage site predictions included.

Using PLAHT networks.

Hame Len cTP mIP 5P other Loc RC TPlen
genel_ 721 0.709 0.091 0.090 ©0.162 C 3 217
geneE_ 4174 0.233 0.492 0.051 0.05H9 M 4 13
ﬂILj_CHDl h58 0.979 0.028 0.003 0.034 C 1 04
PLT1 LYY 0.239 0.168 0.136 0.485 4 -

cutoff 0.000 O0.000 O.000 O.000
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i' éj\ . (EXPASSY Protscale)

KA PLT1:

| |
FrotScale output for user segquence ProtScale output for user seguence
8.52 T T T T T T 8.54 T T T T —
fuerage flexibility Average flexikility
8,52 -
8.5 - -
6.5 [
a.48 |
B.48
a.46 | -
o
2 2
] g B.46
o @
w
8,44 | -
B.44
6.42 H 7 B.42
8.4 = 8.4 I
5.38 1 1 1 1 1
a.38 L 1 L L L L L ] 168 268 08 4@@ 588
] 188 zea 388 EY:1] 588 88 7oe Position

Fositian



e Ay A TS

sk ALA: PLT %

ProtScale output for user seguence FrotScale output for user segquence
2.3 T T T T T T T 8.5 T T T T - —T
% accessible residues % accessihle residues
ElS RS -
7.5 7.5
7 r 7r
6.5 - B.5
o o
“ i
=) & - o &
o o
0 W
5.5 K . 3.3
5k - sk
4.5 = 4.5
4 F = 4 B
a.5 1 1 1 1 1 1 1 2.5 1 1 1 1 1
e 1@@ zea el Iz} 488 Sea &@a Fag e 168 z2ea 2ea 488 Sea

FPosition Position



HEZFH5EEEN (GOR)

FLHA:

GOR4 =
Zdpha helix (Hh) : 173 is 23.99%
3.0 helix (Gg) = QO is 0.00%
Pi helix Lxacy: = O is 0.00%
Beta bridge (Bb) : 0O is 0.00%
Extended strand (Ee) : 105 is 14.56%
Beta turn (TE) -: QO is 0.00%
Bend region ( ) = QO is Q.00%
Random coil ( ): = 443 is 61.44%
Ambigous states (2) H QO is 0.00%
Other states : 0 is 0.00%

Fe=reHb

e 1686

PLT1.

Sequence length = 574

GOR4 =
Blpha helix (Hh) = 1326 is 232 .6858%
314 helisx (g} = 0 is= O.00%
Fi helix (Ti) = 0 is= O.00%
Beta bridge (Ek) = 0 is= O.00%
Extended strand (E=) = 899 is= 17 .25%
Beta turn (T) = 0 is= O.00%
Bend region { Yy = 0 is= O.00%
Random coil { Yy = 32389 is= S59.06%
Amkbigous states (2) H 0 is= O.00%
Cther states H 0 i= O.00%

|||||+|H“||||"||||H||||:|F||||"|||I||||||| n

a 18

B e e T






