GAGCTGTACCATCGCCATTTTTATATCGTCTTTTGTTTTARAACTAGCCAACTTTTTAATAATGTAAC
ATTTCTTCAGTTCTCAATATCTCGATCGAGTATGTAGATACAGARARACTGTAGACATTTTTATAGGA
TATGGACRAAGCAATTCGCTTTTATTTATATGGTTTAATAATAGCTCTTTTTACCTTCAAGGGTGTAC
M D K A I R F Y L Y G L I I AR L F T F K G V
ATAGCTGGAGCTTCATACATTCCGATGACGACAGAGTTGACACARCTGACGTCATCACTACAAATAAT
H S Ws F I HSDUDU DT RV YVDTTUD.V I T TNN
EC1 *
ATCCTAGTATATATGGATGAAGARCTGGAACCTAATATTATACTAGCATACGTGAATTATGATGGGTC
I L VY MDETETLTETZ PNTITITLA ATYUVNTYDG S

GTCAACACCAGAAATAGCACAGATTAATCCAGACAACAGTATTATAGGAGCAGTATTACAAGAAGAAT
s T p E I A @ I N P D N 5 I I G A V L QO E E

CACTTGAAGGCGAATCTTATTGGGCAGTTGTAATAACTARCARARTTGATTATGAATCCATCCCAGAA
s L £E G E 5§ Y W A V v I T N K I D Y E S5 I P E

GATGTGATGGTGTTCGAAATAGAAATATCAGTTGAAGGTGACAGCAATACAATATTTCTTTACGTACA
b vnm™v Vv F E I E I s v E GG D 5 N T I F L Y V Q

GAACATAGATGATAATGCACCAATAATAGTTGTTGTTACAAACCCATGCCARATTGAGGARAACTACG

N I D DNJ AP I I VVV TDNUZPGCOQTITETENY

_—

EC2
CTGGTCCTTCCAACTGTACATACAACATACAAGATGCTGATGGATGGCTACAATATATGARAATGGAT
A G P S NOCTJYNTI QDA AT DTGTW®WTIL QY M K M D
*

GTTTCTGGAACAAGAAACGAAACGGAACTCTTCAAATTTGAATACGAAGATCTARATGAGATAACTAA
Vv S G T R NETETLTFE KT FETZYETDTLNTE I T N
*
TACAACARRATCAGCATCATTGCTGCTACATACTATAGCAGARCTGGACTATGAAACAATAACTCTCC

T T K S A S L L L H T I A E L DY E T TI T L

ATCTGATTAACTGGACGGTAACGGACAGCGGCAATCATTCTGTATCACARACGGTGGTTGTARATGTT
H L I N W TV TDSGNU HSV S QT V V V N V
*
ATTGACCTACCTGATACTCCACCTAGATGGACGACAATTTTTGCAACTCAACAGTTTGACGAARARAC
I DL PDTZ PPRWTTTIFATOQGQTFTDE KT

CGAACAGCACTTTTCCGTTGCAGCTATAGACGGAGACATTGGAGTAAATGACGATATAAAATATTCCT
E Q H F 5 Vv A A I D G D I 66 V N D D I K Y S
EC3
TAGAGTCTGAATATGACGATCTGTTTTCTATCGACAGCACTACAGGTGACCTCTATGTTAATGAAATT
L £E s £E Y DbD D L ¥F s I D s T T G D L Y VvV N E I

GACCGTGATACATTGAACATGCAAATTTTTACATTTCTTATATTTGCAACAGAGGAAAATGACCCATG
b R DT L N M ¢ I F T F L. T F A T E E N D P W

GTATTCTACTAATCAAACCATCACATTTGTTGTAAATGATGTAAATGATCATGCTCCTAATGTAACAG
Yy s T N ¢ T 1T T *F VvV VvV N D V N D H A P N V T
*
ATCCTGATCCAAAACAAATACACTTTTTACTGTTAGAAGAAAGGGTAACGCAACTGAATGATACGATT
b P D P K Q I H F L L L E E R V T @ L N D T I
EC4
TCTGTACTAGATAGAGACTCGATAGAARACGCCATGTTTACTATATCTTTGCAAGATACATCCGATAA
s v L. b R D 5 I E N A M F T I 5 L Q©Q D T 5 D N
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TGGCATTTTGTACACCGAGGCTTTTCAAGTTCCTTCGCAAGGGTATCAGAATTACACGTTTTCTTTAT

I L Y T E A F Q V P 5 Q G Y Q N ¥ T F S L
*

CAATCATCGACAGTAGCCTCTTAGACTATGATGATGAAAACTGGCAAAATTTTAATTTTAAAGTTTTC
s I 1 b s s L L D ¥Y D D E N W Q N F N F K V F

ATAGAAGAAACGGTAGACCCATCGCATACTGATGAAGTCGAAATTACCGTAAATCTAATAAACTGGAA
I £ E T v D P s H T D E V E I T V N L I N W N

TGACGRAACTCCCATATTTGARARATGAGGRAATATGATGCCGARATTTATGARARCGTCAGCATACATR
r £ T p I F E N E E Y D A E I Y E N V S5 I H
ECS *
CCTTCATCCAACAGGTATATGCAACCGACAGAGACGTGGACGACGAAATTAGGTACAGTCTAGTAGGA
T Fr I ¢ @ Vv Y A T D R D V D D E I R Y S L V G

GCATCGGTAAATACAATTCTTGCGGTCAATTCAAGTGGGATTGTTTCGACGACTGTTGACGGAGCATT

A 5 Vv N T I L A V N &5 5 6 I v s T T Vv D G A F
*

TGATTACGAGCGTCAARCAGAATACATTATTCARATTGCTGCACAAGACACGCTGCAAGTTATARACG
p Yy ER QT E Y I I ¢ I A A Q D T L @ V I N

AATCTCTCCATACAGCATACGCTCAACTGACGATARAATATTCTGGATGTCAACGATGAAACGCCATCG
E 5 L. H T A Y A ¢ L T I N I L D V N D E T P 5

ATCAGAGTTGAATCACTAATAAGTGTTGAAGARAACAGGCCARATGGCACAGAGATAGATTCTACTAT
I R V £ s L 1T 5 V E E N R P N G T E I D 5 T I
ECo *
TACAGCAACCGATGATGACACTACAGCCGAGTTATTATTCTATATAGATTGGGATTCAACTTACGCTA
T ~ T DD D D T T A E L L F Y I D W D S T Y A

CARAAAAGTGGGCGAATGTATGATGACCTTCTAGAGTACTATAGAGACTGCATACTGCGTAGARAACCGAR
T K s 6 R M ¥ D D L L E Y ¥ R D C I L V E T E

GACATTTCAGACACATCATCAGGTTATGCTAAAGCAAAGCTTTTTATAAACGATGTGGTGGAAGGARAR
p 1 s D T s s G Y A K A K L F I N D V V E G N

CACCCCTGATTATGAAAAATTTGATACCTTATACATAAGACTAATAGTAGAAGACCTGAATCAGGAAG
T p DY E K ¥ D T L ¥ I R L I Vv E D L N Q@ E

AAGGAGAAGCTACTGCTGCAGTTACTGTTACAATTGTGGTTGAGGACCTGAATGACAATTATCCAGTT
E 6 E A T A A VvV T v T I Vv VvV E D L N D N Y P V

TTTACGGACAGTGTTAATACARATAATACAGTCACAGAAGCTGCGGTTCGTGGTGTTACTATAGGAAC
F T D s VN TNN T V T E A A V R G V T I G T
_—

EC7 *
CATTACTGCAACAGATGATGACGGACCAGGCTTCAATACTGTAACATATTCCATTGAGCCAGCAGGCA

Ir T A T D D D G P G F N T VvV T ¥ 5 I E P A G

GTACTCCGCAAGGACTGGTCACGATTAATTCAACAACTGGACTACTCACTGTCGATGAGGATGGTGCA
s T p Q G L V. TI N 5 T T 6 L L T Vv D E D G A
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ATAGATTGTGATAACCCACCTATATATTACCTTAACTATACGGTGATTGCTACGGATGGTGAACTAGA
I p ¢ DN PP I Y Y L N Y TV I A TDGTE L D
*

(
TAGCACTGCAGAARTCCAGATTTATGTCTTTGACATARACGACAATGCACCCATCATCGARAGTTATG
s T A E I © I ¥ VvV F b I N DN A2 P I I E S Y
TBR1
AGGACACAATAGAAATACCTGAGAAATCCGCCAATGGTACCAATGTTGTAGAAATAATAGCTATTGAT
E DT I E I PE K S A NG TNV V E I I A I D

EC8 * )
GCCGACCGTGATAGTCCTTACAATGTCGTCTGGTATGAATTTACAACAGCATCTAACAGCGATGTAAG
A DR DS P Y NV V WY ETFTTU RSN S D V R

AAGTTTTTTCTTAATGGATATGGATACAGGAGTTATAAGCGTGCGTTACGTAAGTGCAGAATCGACTC
s ¥ FP L M D M DT G Vv I 5 V R ¥ V 5 A E 5 T

TTGACAGAGACTATGGTGTTAGTTCATTTACGGTTGCCTTTAAAGCCGCTGATAACTACTACTCAACA
. b R DY GV s s F T V A F K A A D N Y Y 5 T

GGTGGCATACAAAGGAGTGCAGAAGGCGTATTTACGATTATTTTAACCGATATTAATGATAAGGTCCC
G ¢ I ¢ R 5 A E G Vv ¥ T I I L T D I N D K V P

TGTTGTTACCACCAAATACATCAGTGTATCAGAARATACATCTAATAATACTCAAATAAGCACTCGCA
v v T T K ¥y I 5 VvV S E N T s N N T @ I 5 T R
EC9 *
TTGAAGCCTATGATGACGACGAGGAAGGAACTGACAATTCAAGAATTAACTTTGCAGTCAAAGGAATG
I & A Y D DD E E G T DN S R I N F A V K G M

ACAGACGAAGAAGGTGCTGAATATCAGTTATTTGAGATAGTARATGACGAAGATGAGAACGGTGTAGC
T D E E G A E Y Q@ L ¥ E I Vv N D E D E N G V A

ATACCTTTCCACGCTTGTTGATTTAGAGGGTTATTATGGCAACTATACTTTGATCATTCAGGTGAACG
Yy L. s T L Vv D L E G Y Y < N Y T L I I Q V N

ATTTTGGAGAACCTATGAATACTGAAAATTATAGTGTAACCTTGGAAATTGARARAGTATAGTTACTAT
b »r 6 E P M N T E N Y s v T L E I E K Y S5 Y Y

GCACCAGACTATCTATACCCTGAAAATCCTGACGGTGAACGAGTGTACCTTAGARAGACCCAALMACGT
A P DY L ¥ P E N P D G E R V ¥ L R K T Q N V

TAACGGACRAACTATACTTGTACGATGGACGTGAACTACCAAATATTCAAGCTACCGATAACCAAGGTG
N 6 Q L ¥ L ¥ D GG R E L P N I QQ A T D N Q G
EC10
AAARATGGGATATTACTTTTACAATCGACTCTGATGATTCAGATGAGGCTATGATTTTCCAAATCGAC
E K w oD TI T T I D s D D s D E A M I F Q@ I D

AATTCAGATTCTCTGGGTCAATCAACAGGAATGCTGCAATTAACTACAATAGAARACTGGGAAGATCA
N s D S L G Q 5 T 6 M L @ L T T I E N W E D O

ATATACCTTGAATATAATAGCAAATGATAACGGAACTCCACAACGCACTGCGAATGCTGTAATGTATA
Yy T L. N I I A N D N G T P Q R T A N A V M Y

TTCGATTCTTTGATTTAAATTCATTGCCATATTTTCCGGAARATGARRGGCAACTARCAGCGCAGTTC
I R F FDLN S L P Y F P EUNZETZ RU OQTULT A Q F
e

EC11
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2788
884

2856
906

2924
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ACAGAAAATACAACAGGAATGTCTGAGAGTGTTTCCATCCCAGGTGCTTCATATAGTGGCACTGAAGA
T E N T T G M s E s v s I P G A 5 Y 5 G T E D

CGAAGACTTTGATGTGTACTATTTATTGCTTGAAGGAAACAGCAGCATTTTTAATATCGATATTAATA
E p F DV Y ¥ L L. L G N S5 5 I F N I D I N

CTGGACTAATTACCCTTTTGGARAATGTTAGACAGAGAAGAAACAGCATCACACGATATTACAATAATT
T ¢ . 1 T L L E M L. D R E E T A 5 H D I T I I

GCATCTAACAGTGATTCTGTTCCAACCAGTTATGATGAACAGTCCTTGCTTTTCGTTACTATTAAGGT
A S N S D s v P T 5 ¥ D E @Q 5 L L F VvV T I K V
* TBR2

AATTGATGTAAATGACAATCCACCACAATTTAGCGAAAGTCGGTACACT GGAGGAATAAGTACTTCGA
I b v ND N P P Q F 5 B 5 R, Y T G G I 5 T &5
EC12

GTTCTTTGGATTATACTGTGACTACAGTTTCAGCGTACGATCCAGATATTAACGATACCTTAACTTAC
s s L. b Y T v T T Vv s A Y D P D I N D T L T Y

TCAATTAACACATCAAGTTTAACCGTTAGTGATTCATCGCTCTCCAACATTGCTACACCTTTCAGAAT
s I N T s s L T Vv s D s s L s N I A T P F R I

TGATTCATCATCTGGTGCGGTAACATTAAACTTCGCAGTTCAAAGCAACATGCTTGGATATTTTGCGT
b s s s 6 A VvV T L N F A Vv Q s N M L G Y F A
TBR3
TCAATGTTGTTGTAACTGACCCACCTCCATATCATACAGATACAGCACTCGTAGAGATTTATATAATC
F N V V V T D P P P Y H T D T A L V E I ¥ I I
ACGGATGAACATAGGGTGGA£TTTACTTTCCAGAATGATCTGAACACTGTAATAGCTCTTCAGTCCGA
T D E H R V B ¥ T F O N D L N T V I A L Q S5 E

GGTAAAAGATGTATTAGATGACGCGTTTGAATATTTATGCAACATTGAATCTATTCTTAGTGATACGG
v ¥ b v L D D AF E Y L Cc N I E s I L S D T

ATGATGATGGCCARACTTTGGATACTCAAACTGTATGTACTGTACATTTTATTGATCCTGAATTAAAT
b b b 66 o T L D T Q T Vv ¢ T VvV H F I D P E L N

GAACCAGTTAATAAAACTACAATACAGAGCAAACTTAGTAGTCTAACATTCTATTCAAATCTGCGAAG
E P VN K T T I ¢ s K L s s L T F Y 5 N L R 5

CTCCTTCAGCAATATTACATTGTATCTTTTGAGTTACTCAAGTGGATCTACAACAACAGATAATCTTG
s P s N I T L ¥ L. L 5 ¥ § S G 5 T T T D N L

*

ARGATCRAATTAAAAGCTTGGCTAATAGGTGTGACTGTTGTACTAGGATCTCTCTGTATTACACTCCTA
E D 0 L K A W L I G Vv T v VvV L 6 s L € I T L L

GTTGGATTTATCATCAAGCTACAAACATTGAAACGACGCTTGAATAAGTTATCAGAAGTTAAATTTGG
v 6 ¥ I I K L ¢ T L K R R L N K L s E V K F G

TTCTCARGAGTCTGGTTTAAACCGCATTGGTGTAGCTGTTCCARAATACTAACAAAAATGCAGTTGAAG
s @ E s 66 L N R I G Vv A V P N T N K N A V E

GTTCTAATCCAGTTTATAATGAGGAAAAGAAAATTCCAGATTTTGATCGATCAAGTATTCATAGTGGA
z s N P VvV Y N E E K K I P D F D R 5 S I H 5 G
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4012
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4143
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4284
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1405
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1473
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1496

4692
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GACTCCGACCTTATTGGTGTTGAAGACAATCCAGAATTTGACTATGGCATTARAAATGAAAGATACTG 5032
b s b L I ¢ VvV E D N P E F D Y G I K N E R Y 1631

ACARAAGTGAATCATATATAGGTAATATAAGGTTTTAGCTGGCAAAGAAATTTGAGAGCATATARATAA 5100
ATAAATAAATAAATARATGT 5120

Supplementary Figure S5. cDNA sequence and deduced open reading frame of the R.
dominica BtR1-like cadherin gene (RdCadl). The predicted domains are underlined: the
membrane signal peptide with a dashed line, the MPED domain with a solid line, and CYT
domain with a dotted line. The start of each of the twelve cadherin repeat domains is marked
with a solid arrow. The TM domain region is shaded gray. Predicted N-and O-glycosylation
sites are marked by asterisks. The putative toxin binding regions (TBR1-3) are designated by
the rounded rectangle below the sequence.



