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Supp. Figure S1

A) LC/MS/MS analysis of representative peptides identified as belonging to STABCC?2 in the

susceptible BenzonS (top panel) and JuanaDiazR (bottom panel). MS/MS sequencing data of

peptides identified in the eluted fraction in 9 out of 9 runs of the BenzonS colony samples and 0

out of 9 runs in JuanaDiazR colony samples. B) The sequence map of the identified peptides are

highlighted in green on the SFABCC?2 peptide sequence.
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Supp. Figure S2:

Splicing pattern among Rz, Ry, and S genotypes. Below the first 18 cDNA sequences show abberate splice patterns among R2/R>
genotypes. The region of abberant splicing spans from approx 580 to 710 bp in the transcript (black box). Below that are cDNA
clones from Ri/R; and S/S genotypes, which all have identical patterns, and maintain a proper reading frame (red box). The cDNA
sequences below correspond to Genbank accessions MG387043-MG387070. The breakdown of clones is as follows:

Faml R1R1: 2
Faml R2R2: 14
Faml SS: 4
Fam26 R2R2: 1
Fam26 SS: 2
Fam26_RIRI1: 1
Fam26 R2R2: 3

Aberrant R, splicing patterns in Exon 4

R, alleles
Family 1 & 26

WT & R; alleles
Family 1 & 26

\ WT S and R, alleles all identical

Exon 3/4 splice junction at 564 bp
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Supp Figure S3:

Three genomic DNA clones from a R»/R> individual are aligned to a clone from a wild type individual. At position 631 in the

aligment the two sequences change when going from 3" to 5°. This is evidence of an insertion in the genomic DNA from the R»/R>

individual that is absent from the wild type individual. The sequences below correspond to Genbank accessions MG387070-

MG387074.

R R A I R R N N N ]

700

R,/R, genomic DNA{

Wild type S/S genomic DNA e

TTTTGARAATGTGATTTTG!
TTTTGARAATGTGATTTTG!
TTTGARRATGTGATTTTG
————— AAATGTGATTT

590 600

GGGCATT
GTGGGCGACGTCGCCGG

CATTGCTTCCTTATAGCARACCCCAGT!
CATTGCTTCCTTATAGCAARACCCCAGT!
CATTGCTTCCTTATAGCARACCCCAGT!

610 620 630 640 650 660 670 680

G TTTGACTACGCGTTCATGTTCCTGCACTACCTG
TTTGACTACGCGTTCATGITCCTIGCACTACCTIGIG
TTTGACTACGCGTTCATGTTCCTGCACTACCTGT
GTTTGACTACGCGTTCATGTTCCTGCACTACCTGIG
SGTTTGACTATGCGTITCATGTTCCTACACTACCTGTG

CTTCCTTATAGCAAACCCCAGIGTGCGATG
GGAAAGITAGIGAACTTGCTGICCACGATGT

Position of insertion in
R, relative to wild type

710



71 Supp. Figure S4: Stability of Cry1Fa toxin core resistance in S. frugiperda when removed from
72 selection pressure for one (a) or two (b) generations.
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76 Supp. Figure S5: Response (a) and mortality (b) of CrylFa toxin core resistant and susceptible S.
77  frugiperda populations in the Cry1Fa toxin core phenotyping assay.
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Supp. Table S1: Level of resistance and cross resistance to CrylFa toxin core and CrylA.105 in
the resistant and susceptible S. frugiperda populations, respectively.

Protein Strain LCs (fiducial limits) Slope + SE  Resistance ratio
CrylFa Resistant >21,310%* >579-fold
toxin core Susceptible 36.80 (28.53 - 49.53) 2.22 £0.28 1
CrylA.105 Resmtar‘lt >21,310 >87-fold
Susceptible 243.79 (205.64 - 301.61) 2.58 £0.27 1

*9.38 and 25% mortality at 21,310ng/cm? for Cry1Fa toxin core and Cry1A.105, respectively



87  Supp. Table S2: Response of CrylFa/CrylA.105 toxin resistant, susceptible and progenies of
88  reciprocal crosses of these two populations to Cry1Fa toxin core.

Strain LCsp (fiducial limits) Slope Chi Sq Resistance ratio
Resistant >21,310%* >740
rMale X sFemale 125.73 (82.05-193.93) 0.67+0.35  <0.0001 4.4
sMale X rFemale 98.03 (57.01 - 158.23) 0.67+0.36  <0.0001 341
Susceptible 28.77 (9.06 - 52.74) 1.12 £0.26  <0.0001 1

89  *0% mortality at 21,310 ng/cm?
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Supp. Table S3: Primer sequences used in this study

Assay Forward Primer Seq. Reverse Primer Seq. VIC Probe Sequence FAM Probe Sequence Resistant  Susceptible
SfABCC2 cDNA ATGATGGACAAATCTAATAAAAATACCGCGTC CTAAGCGGTTTTGGAATCACTTTCAT NA NA NA NA

R1/WT Genotype TGGAGGCCGAAGAGAGACA AGGAGTTGACTGACTTCATGTACCT CAAGCACATCGCCCACT CCAAGCACATCCCACT +GC -

Ro/WT Genotype AGGGTAACGTTCATTGTGATAATACC CGCTGACTGGAAACATGATTAGTG CCATCCAACAGTACTTC CATCCAACAATACTTC GG AA

10



