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Color key for alignment scores
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Description Max score : [dent  Accession

score  cover value

[ Heliothis subfiexa clone 39F03 ABC iransporter family C protein ABCC3 (ABCC3) oene, parial cds: ABC transporter family C protein ABCC2 (ABCC2) and SM(C 477 M7Y 0 T4% 4e130 92% GO3I2ETIA

L] Heliothis virescens strain YHD3 truncated ABC transporter family C protein ABCC2 (ARCC?) gene. ABCC2-1 allele_complete cds AN 662 61% de-110 94% GQ3IET2A
(] Heliothis virescens strain YFO ABC iransporter family C protein ABCC2 (ABCC?Z) gene, ABCC2-s1 allele, complete cdg 405 686 61% 20108 094% GQIIAETIA
[] Ostrinia scapulalis ABC transporter 2 mRNA, partial cds U3 43 13%  2e-R9 75% KC758896.1
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T CDSo: #4051 PolA: KipolyA [X; TSS: HE R IGH A .

FGENESH 2.6 Prediction of potential genes in Populus_trichocarpa genomic
DNA

Seq name: test sequence

Length of sequence: 4214

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

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

Positions of predicted genes and exons: Variant 1 from 1, Score:273.272803

B cpsf M cDsi A cDsI ® rola TSS
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133 500 1000 1500 2000 2500 3000 3500 4202
1+ 1 CDSo 133 - 4149 283.92 132 - 4149 4017
1 + Polz 4202 -2.18
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GCA A 0215 14 245 20
GCC A 0247 16. 382 23
GOG A 0118 7.835 11
COT 2 0. &15 27 778 20
TGC C 0. 294 3.561 5
TGT C 0708 B. 547 12
GAC D 0.574 24 929 35
GAT D 0426 18. 518 26
G%ﬁ % {} G272 32 7G4 45
GAG 0. 378 15 543 2B
TIC F 0. 638 31. 335 44
TTl F 0. 362 17. BOG 25
GGA G 0.348 19. 943 28
GGC G 0. 296 17. 064 24
GGG & 0037 Z:-137 5
GGT & 0. 321 18. 519 26
CAC H 0. 692 &. 410 o

AT H 0. 308 2. 8B40 :
aTa I 0198 12.821 18
ATC I 0. 352 22 702 32
_-}"" I il 24 202 41
ARS F 0 -il 28 _£50 4(}
e 4 0. 455 24 Y a4

TA E 0075 B. 547 12
CTC L D151 17. 064 24
CIG L 0245 27.778 39
CIT & 0. 101 11.396 18
TTA T 0. 115 13.533 19
TT: L 0 308 34 S00 45
Allr 1 1. {0 &0, 558 ¥l
ho'7.18 5 1 g 15. bl 22
aaT K 0. 627 26. 353 37
CCA P 0335 12,108 17
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Primer pair 1

primer blast

Sequence (2'-=3') Template strand Length  Stat Stop Tm GC%  Self complementarity Self 3' complementarity
Forward primer CATCACTCATCGCGGCTTTG Flus 20 3374 3383 5007 5500 4.00 3.00
Reverse primer GCACACCAGTTGACGTTGTC Minus 20 3675 3656 5097 5500 4.00 3.00
Product length 302
Primer pair 2
Sequence (5'=3) Template strand Length  Start Sfop Tm GC%  Self complementarity Self 3' complementarity
Forward primer GACGCTCATTCCTACCTCCG Flus 20 2708 2728 5087 6000 200 200
Reverse primer CAAAGCCGCGATGAGTGATG Minus 20 3393 3374 5087 5500 400 1.00
Product length 85
Primer pair 3
Sequence (5-+3) Template strand Length  Start Stop Tm GC%  Self complementarity Self 3’ complementarity
Forward primer GTCGGTCTGTTTGGAGTCGT Plus 20 TZ7 746 5097 5500 300 0.00
Reverse primer GGGTTTCTCCCAAGCGTACA Minus 20 897 878 5095 5500 400 200
Product length 1
Primer pair 4
Sequence (5'>3") Template strand Length  Stat Stop Tm GC%  Self complementarity Self 3' complementarity
Forward primer GTGCCTATCCAAGTGGCTGT Plus 20 664 G683 6004 5500 400 0.00
Reverse primer TCCAAACAGACCGACGAAGG Minus 20 741 722 50487 5500 3.00 2.00
Product length 78
Primer pair 5
Sequence (5'=3) Template strand Length  Start Stop Tm GC%  Self complementarity Self 3' complementarity
Forward primer TGAAGTTCGAGGTGGTGCTC Plus 20 2186 2205 5997 5500 500 2.00
Reverse primer AGAACCGCCGAAGAATGTGT Minus 20 2055 2036 5997 5000 3.00 0.00
Product length 770
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Description 5':::3 ;r:(:ra(; Sé‘fe? Vai o | ldent Accession

I ABC transporter family C protein ABCC2 [Heliothis virescens 2587 2587 100% 0.0 93% ADH16740.1

I ABC transporter family C protein ABCC2 [Heliothis subflexa] 2583 2583 100% 0.0 93% ADH16744 1

™ ABC transporter [Bombyx mandarina 1971 1971 99% oo T2% AFl44049 1

I ABC transporter [Bombyx mori 1963 1963 299% 0.0 T2% BAKS2126.1

I ABC transporter [Bombyx mori] >dbjlBAKS2127 11 ABC transporter [Bombyx mori 1959 1959 99% 0.0 T1% NP_001243945 1

I ABC transporter family C protein ABCC2 [Plutella xylostella] 1353 1853 95% 0.0 65% AFI27¥596 .1

I ABC transporter C2 partial [Ostrinia scapulalis’ 1848 1848 98% 0.0 58% AGO01048 1

I ABC transporter family C protein ABCC2 artial [Plutella [ostella 1836 1836 96% 0.0 66% AEI27592.1

I ABC transporter family C protein ABCC2, partial [Plutella Jlostella] 1813 1813 965% 0.0 B66% AEI27¥593 1

I ABC transporter family C protein ABCC2 [Danaus plexi us 1853 1653 95% 0.0 81% EHJY5446 1

I PREDICTED: multidrug resistance-associated protein 4 [Bombyx mori 1469 1469 98% 0.0 54% XP_ 004928499 1

I ABC transporter family C protein ABCC2 [Danaus plexi us 1461 1451 97 % 0.0 53%% EHJ75445.1

I ABC transporter. partial [Bombyx mori] 1330 1330 55% 0.0 56% BAKS6406 1

I ABC transporter family C protein ABCC2 [Danaus plexi us 1241 1241 92% 0.0 A8% EHJY2514 1

™ PREDICTED: similar to ATP-binding cassette transporter [Tribolium castaneuwm 1150 1150 28% 0.0 A45% XP_969849 1
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. target VLFEAEL LANF ALEEVEL INZLEFEVA FREM LVELANATIL ILIMENARANY
- BRBCCZ Heliothis virescen
- RBCCZ Heliothis subflexa|
. ABC transporter Bombyx m
- RBC transporter Bombyx m
- BBC transporter

. BBCCZ Plutella xylostell
. ABC transporter CZ partil
. BBCCZ partial Plutella
. RBCCZ partiasl Plutells
- BBCC2
- multidrug resistance-ag
. RBCCZ Danaus plexippus |
- RBC transporter partiall

Danzus

100 ———— ABCC2 Heliothis virescens
100 L ABCC2 Heliothis subflexa

95 target <:|

ABC transporter Bombyx mori(2)

% 100 — ABC transporter Bombyx mandarina

4L ABC transporter Bombyx mori
56

ABC transporter C2 partial Ostrinia scapulalis
ABCC2 partial Plutella xylostella(2)
100 —— ABCCZ Plutella xylostella

4L ABCCZ partial Plutella xylostella

ABCC2 Danaus plexippus
ABCCZ Danaus plexippus(2)

100 — multidrug resistance-associated protein 4 Bombyx mon

100 L———— ABC transporter partial Bomby mari
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- =ttt -t 5 0 . g HitCount: 11
i - . Start End TransMezm Sequence
L 1 34 1189 1 REAYWVSYMFGAIFIIIQSAARTYQF
o [ :‘ N 141 157 2 GLYALAMLGLNFVSMMC
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- f?:ir"ii-l? ! i 323 351 5 IRSTFLGFMLFTERSIMFVTVLTLALTGT
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SozeTRum I SWISS-MODEL Workspace

Tha Casslex far M ¢ it Seinices .
Modelling Tools

[ myWorkspace |

Workunit: PO00003 - Overview
133

click om model bars

Models: [1] [2] [3] [4] [5] [6]

Model Summary Q9

Repository Documentation

[ login ]

Print/Save this page as T}

Model information: Quaternary structure information: [details]w

Modelled residue range: 455 to 683 ) Template (2cbz): MONOMER

Based on template: [2cbzAlw (1.50 A) Model built: SINGLE CHAIN

Sequence ldentity [%o]: 42 42

Evalue: 0.00e-1 Ligand information: [details]=
Ligands in the template: ATP: 1, MG: 1.

Quality information: [details]s Ligands in the model: none.

QMEAN Z-5core: -0.76 |

logs: [Templates]s [Alignment]s [Modeling]»
display model: as [pdb]~ - as [DeepView project]» - in [AstexViewer]s
download model: as [pdb]s - as [Despview project]s - as [text]s
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