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F LinA PCR HWNWNNNN WNTCAGGACC
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o mmy e o = e e e e e TR TR
Lonsensus R R R R b b bbb r bl anloiaaasass

Ll
F LinA PCR CCARATGTTTC
CACC LinA CCAATGTATC
Consensus CCARATGETATC

£51 300

TTCTCTRAANC

Figure Al Sequence analysis of the eluted and purified PCR amplified band at 475 bp.

F_LinA_PCR represents the results of DNA sequencing using the For_linA primer.
CACC_LinA represents the theoretical sequence predicted using the For_linA and Rev_linA primers.
Red text indicates high concensus, Blue text indicates low concensus. Black is neutral.

(created using Multalin-Multiple sequence alignment with hierarchical clustering)
(http://multalin.toulouse.inra.fr/multalin/)



A
a

T00
MMM

mmm

GA

-

GAG

i L DAL L
ot et et i B

falalntalnk Wol,]
falalntalnk Wol,]
fafalnlalak Wol,]
Hioo Lol L

A

GR

—_—
I

HolRLRR

N e

G

WIS IR AR IS I

&5

H

U3
H

DTZ
A DTZ
Lin
nzus

OPD L
nzea
inA

-
Vi
nze

o
o

-
-
L
DTOP
-
w

F Lina
D
F L

[ T o L o o bt f I A [ I T o L= D I L I T L= I B B
wy 700 L= _.M__ (EN I _.M__M L D S LE I B B B L= Wl [y [ [ L= N ]
w7 LT S LS T S [ I I B B B o o R e L B L I I B B

L T S [ LT T i el 00 L I B L T L T L
L T S L T P e oo L T S N R L T [ M
[ T D | Pl - S L T ot _.M _.M _.M L T B S | P = = [ M M
[ A o [ L [ S L T S SR ] L T [ M
[ A o | S o L T [ [ =N 1 [ L
i i el SRS SR SREE SRINS SRS F
[ V [ 1 1 1 1 1 1 1 1 1 1 ] 1
e [ L L o [ L | B B [ M M | A [ B
L T v Lo [ Pl e L T T P . e [ IS | B S v [o [
e _.M_.M__M L | I B | B [ L T T o Do [
[ S [ | B B [ T [ L [ [
[ [ T L I | B B A e [ e | B [ Lo b
L L [ T | B B = M [ I L | B B Fo Lo [
e [ L | B A [= M | B B [ I T o Do [
LA I [ L | B B [ I o v [ [ T L L
[ A | I B ..M _.M _.M L L T [ [ [ A L L I
L L L T [ M L L [ I L O B [ I [EH
[ | I B L o | A L T [ L [ L L
B S L T L I | B T e L [ L L
_.M ..M _.M [ | B B L T [ _.M __M__ [ T L L
[ M | B | B B [ T | I B [ [ I e
LR [ L L T | I B | I B L [ 0
[ A L T L I [ T [ [ L L T L L
L I [= M L T | B | I B [ [ L
o el e [ L I | B [ = [ T [ I
[ | B | B B L T [ I _.M _.M _.M [ I L
B SN [ L S L T [ [ M M L L I
[ [ S e [ ] | S ] o [ [ ] (SRS
[ I T [ T ..M _.M _.M [ L [ [ | A [ I
[ T [ B [ T [ L T [ o o[ | B B [ I
L L L [ L L T e e £n [ T [ I
[ M e [ L LA S [ L T [ Fo o[ [ e A B
[ LR | A [ M L T [ Fo T [ | B [ I
L T [ A | A [ [ L T ¥ L Lt | B B [ I
e e e SN | B B L I [ A I ¥ _.M _.M T L I
L L I e L I | B [ [ [ T _.M _.M ..M
[ [EH L L | B B | A [ L L T [ I [ M M
| B L I [ P e e | B [ I [ I [ M M
[ [EHE e [ ] [ [ S [N ] [ R [ __m__m__m
[ | . LA I [ | B B [ L T I [ I [ T S S ]
L T [ A [ P T [ A £ e Fo Lo [ [ A I
[ A o Lo E [ T L T | B B [ [ L [ I LA
[ I I [ L | B B = M | I B L L | I B [ I
| A [ [ T | B B [= M LS L [ AL s [ I L I B

S S LS e e L el el e e P I A LE ) I o o T L A s

Ty e e o3 el el e wy O7ET R o L Fo [ wy v [ [ [ T T o T T T S L O [ L I

L A w0 [ A 3 T on 07 [ N SN R o P S L O S L O B

L o~ LR | ool LR LRI | I L
S SIS S S SIS [ S SIS S SIS S SIS S SIS S SIS
_P._v.ln_..___ D:L _‘I._v.ln_.____ D_T__.____ _‘I._v.ln_.__”_ D_EE _‘I._v.ln_.____ _‘I.__v.ln_..___
[ o [ [ & [ [ o [
o) [ul] = | =y dl o) | =y [ul] =y | a o) Jul} =y |
[ I [ [ I [ I [ I S A I S I
ol a0 ol LS T ol i LS R S VI ol LTI
[S N [ e [S N e [ e [ I [ I (o e [S I e
| || S | | S | |Ey £ S |Ey £
BT [ETRNS] [ETRS | ETRS [ETRS BT [ETRS ETRS

LlAaLlLAEL L L

LlAaLlLAHEL DL

TTATCRATTT

—_— s
—_— s
—_— s

(5 P
(i P

e bl ]
e bl et
e bl et

ARAGCATT
ARAGCATT
ARRGCATT

-

TOPC Link

D



RS BRI SR S

PR A LT oK Fo i

MMNMNNNNNN NNREH

MMEAMAMAZIAMEM M2 A mmmm
R S R . 7 I WL LU R

nnnnnannan naanh.....

Figure A2 Sequence analysis of plasmid (sample 2) from the pENTR/D-Topo reaction.

F_LinA_DT?2 represents the results of DNA sequencing using the For_linA primer.
D-Topo_LinA represents the theoretical construct sequence.
Red text indicates high concensus, Blue text indicates low concensus. Black is neutral.

(created using Multalin-Multiple sequence alignment with hierarchical clustering)
(http://multalin.toulouse.inra.fr/multalin/)
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Figure A3 Sequence analysis of the plasmid (sample 1) from the LR clonase reaction.

F_LinA_CT1 represents the results of DNA sequencing using the For_linA primer.
Ctapi_LinA represents the theoretical construct sequence.
Red text indicates high concensus, Blue text indicates low concensus. Black is neutral.

(created using Multalin- Multiple sequence alignment with hierarchical clustering)
(http://multalin.toulouse.inra.fr/multalin/)
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LinA2 NNNNNNN NNNNNNNNNC AGGACCTCTA
LinA ATGAGTGATC TAGACAGACT TGCAAGCCGG GCCGCGATTC AGGACCTCTA
CONSENSUS v vt v e teeee oooenoeenas ...aannnnn nnnnnnannC AGGACCTCTA
51 100
LinA2 CTCTGAC-AG CTCATTGGCG TAGACAAGCG CCAAGAGGGC CGTCTCGCTT
LinA CTCTGACCAG CTCATTGGCG TAGACAAGCG CCAAGAGGGC CGTCTCGCTT
Consensus CTCTGAC.AG CTCATTGGCG TAGACAAGCG CCAAGAGGGC CGTCTCGCTT
101 150
LinA2 CTATTTGGTG GGATGATGCA GAGTGGACCA TTGAGGGAAT CGGCACCTAC
LinA CTATTTGGTG GGATGATGCA GAGTGGACCA TTGAGGGAAT CGGCACCTAC
Consensus CTATTTGGTG GGATGATGCA GAGTGGACCA TTGAGGGAAT CGGCACCTAC
151 200
LinA2 AAGGGCCCGG AAGGCGCCCT CGATTTGGCC AATAACGTAC TCTGGCCAAT
LinA AAGGGCCCGG AAGGCGCCCT CGATTTGGCC AATAACGTAC TCTGGCCAAT
Consensus AAGGGCCCGG AAGGCGCCCT CGATTTGGCC AATAACGTAC TCTGGCCAAT
201 250
LinA2 GTATCACGAA TCTATTCATT ATGGAACCAA TCTGCGCTTG GAATTTGTGA
LinA GTATCACGAA ACTATTCATT ATGGAACCAA TCTGCGCTTG GAATTTGTGA
Consensus GTATCACGAA aCTATTCATT ATGGAACCAA TCTGCGCTTG GAATTTGTGA
251 300
LinA2 GCGCGGACCA GGTAAATGGT ATTGGCGACG TCCTTCTCCT TGGAAATCTC
LinA GCGCGGACAA GGTAAATGGT ATTGGCGACG TCCTTCTCCT TGGAAATCTC
Consensus GCGCGGACaA GGTAAATGGT ATTGGCGACG TCCTTCTCCT TGGAAATCTC
301 350
LinA2 GTCGAAGGTA ATCAGTCGAT TCTTATCGCT GCGGTCTTCA CGGATGAGTA
LinA GTCGAAGGTA ATCAGTCGAT TCTTATCGCT GCGGTCTTCA CGGATGAGTA
Consensus GTCGAAGGTA ATCAGTCGAT TCTTATCGCT GCGGTCTTCA CGGATGAGTA
351 400
LinA2 TGAGCGCCGT GACGGGGTGT GGAAGTTCTC TAAGCGCAAC GTATGCACGA
LinA TGAGCGCCGT GACGGGGTGT GGAAGTTCTC TAAGCGCAAC GTATGCACGA
Consensus TGAGCGCCGT GACGGGGTGT GGAAGTTCTC TAAGCGCAAC GTATGCACGA
401 450
LinA2 ACTATTTCAC CCCGCTGGCC GGCATTCATT TCGCACCGCC CGGGATTCAT
LinA ACTATTTCAC CCCGCTGGCC GGCATTCATT TCGCACCGCC CGGCATTCAT
Consensus ACTATTTCAC CCCGCTGGCC GGCATTCATT TCGCACCGCC CGGCcATTCAT
451 471
LinA2 TTCGCACCGT CCGGCGCATA A
LinA TTCGCACCGT CCGGCGCATA A
Consensus TTCGCACCGT CCGGCGCATA A

Figure A4 Sequence analysis of Line LinA2(b) from the Agrobacterium-mediated transformation.

LinA4 represents the results of DNA sequencing using the For_linA primer.
LinA represents the known sequence.
Red text indicates high concensus, Blue text indicates low concensus. Black is neutral.

(created using Multalin- Multiple sequence alignment with hierarchical clustering)
(http://multalin.toulouse.inra.fr/multalin/)



1 50
LinA4 NNNNNNN NNNNNNNNNN NNNNNCTCTA
LinA ATGAGTGATC TAGACAGACT TGCAAGCCGG GCCGCGATTC AGGACCTCTA
CONSENSUS v vt v e teeee oooenoeenas ...aannnnn nnnnnnannn annanCTCTA
51 100
LinA4 CTCTGAC-AG CTCATTGGCG TAGACAAGCG CCAAGCAGGG CCGTCTCGCT
LinA CTCTGACCAG CTCATTGGCG TAGACAAGCG CCAAG-AGGG CCGTCTCGCT
Consensus CTCTGAC.AG CTCATTGGCG TAGACAAGCG CCAAG.AGGG CCGTCTCGCT
101 150
LinA4 TCTATTTGGT GGGATGATGC ACAGTGGACC ATTGAGGGAA TCGGCACCTA
LinA TCTATTTGGT GGGATGATGC AGAGTGGACC ATTGAGGGAA TCGGCACCTA
Consensus TCTATTTGGT GGGATGATGC AcCAGTGGACC ATTGAGGGAA TCGGCACCTA
151 200
LinA4 CAAGGGCCCG GAAGGCGCCC TCGATTTGGC CAATAACGTA CTCTGGCCAA
LinA CAAGGGCCCG GAAGGCGCCC TCGATTTGGC CAATAACGTA CTCTGGCCAA
Consensus CAAGGGCCCG GAAGGCGCCC TCGATTTGGC CAATAACGTA CTCTGGCCAA
201 250
LinA4 TGTATCACGA ATCTATTCAT TATGGAACCA ATCTGCGCTT GGAATTTGTG
LinA TGTATCACGA AACTATTCAT TATGGAACCA ATCTGCGCTT GGAATTTGTG
Consensus TGTATCACGA AaCTATTCAT TATGGAACCA ATCTGCGCTT GGAATTTGTG
251 300
LinA4 AGCTCGGACA AGGTAAATGG TATTGGCGAC CTCCTTCTCC TTGGAAATCT
LinA AGCGCGGACA AGGTAAATGG TATTGGCGAC GTCCTTCTCC TTGGAAATCT
Consensus AGCgCGGACA AGGTAAATGG TATTGGCGAC cTCCTTCTCC TTGGAAATCT
301 350
LinA4 CGTCGAAGGT AATCAGTCGA TTCTTATCGC TGCGCTCTTC ACGGATGAGT
LinA CGTCGAAGGT AATCAGTCGA TTCTTATCGC TGCGGTCTTC ACGGATGAGT
Consensus CGTCGAAGGT AATCAGTCGA TTCTTATCGC TGCGcTCTTC ACGGATGAGT
351 400
LinA4 ATGATCGCCG TGACGGGGTG TGGAAGTTCT CTAAGCGCAA CTGATGCACG
LinA ATGAGCGCCG TGACGGGGTG TGGAAGTTCT CTAAGCGCAA CGTATGCACG
Consensus ATGAgCGCCG TGACGGGGTG TGGAAGTTCT CTAAGCGCAA CggATGCACG
401 450
LinA4 AACTATTTCA GCCCGCTGGC CGGCATTCAT TTCGCACCGC C--GCATTCA
LinA AACTATTTCA CCCCGCTGGC CGGCATTCAT TTCGCACCGC CCGGCATTCA
Consensus AACTATTTCA cCCCGCTGGC CGGCATTCAT TTCGCACCGC C..GCATTCA
451 500
LinA4 TTTCGCACCG TCCGGCGATA ACACAGCGTA CTCCTGGATT CTTAGCGCGA
LinA TTTCGCACCG TCCGGCGCAT AA
Consensus TTTCGCACCG TCCGGCGAAA A .t v et ver eoeeoenone saeneencas

Figure A5 Sequence analysis of Line LinA4(a) from the Agrobacterium-mediated transformation.

LinA4 represents the results of DNA sequencing using the For_linA primer.
LinA represents the known sequence.
Red text indicates high concensus, Blue text indicates low concensus. Black is neutral.

(created using Multalin- Multiple sequence alignment with hierarchical clustering)
(http://multalin.toulouse.inra.fr/multalin/)
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MO0 mg/L
M 1071 mg/L
W1 mg/L
10 mg/L
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M 10%3 mg/L
M 10%4 mg/L

Time (minutes)

15.0

Figure A6 Serial Dilution Series Chromatogram of Aldrin (n=3).
Error bars represent standard deviation

Table Al Area Comparison between T = 1.40 minutes (Acetonitrile) and 14.37 minutes (Aldrin)

Aldrin Areaunder Peak at Areaunder Peak at
Concentration T =1.40 minutes T =14.37 minutes
(mg/L)

0 2744037.50 + 32204.50 0
10" 2744037.50 + 30859.35 0
1 2717477.25 + 29207.43 3.71+1.25
10 2718963.50 + 38634.73 35.03 £ 2.63
10? 2721763.00 + 30328.46 301.60 + 15.52
10° 2742638.00 + 24224.45 2993.41 + 92.83

10*

2754109.50 + 37026.60

31225.25 + 834.23




