
Supplementary Table S4. Genomic organization of R. dominica Bt-R1-like cadherin gene. The number and length of the deduced exons and their 

encoding cadherin domains are shown. All the intron-exon borders provided were followed the GT-AG rule for RNA 5' acceptor and 3' donor splice 

sites. The exon sequences are shown in upper case, coding regions for the first and last exons are shown in parentheses, asterisk indicate that the 

lengths provided for 5'- and 3'-UTRs were only approximate. The start and stop codon (TGA) were underlined and shaded grey, respectively. The 

transposable elements (TE) predicted by Censor (www.girinst.org/censor/) inside the introns of cadherin gene are provided. 

 

Exon Protein 

domain 

Intron/exon junction Exon/Intron junction Intron 

№ Size 
(bp) 

5’-Acceptor 3’-Donor Size (bp) TE classes 

-1 (5'-UTR) 134*   ATTTTTATAGgtatacaaat 803 nd 

1 67 (64) SP tttttttcagGATATGGACA TTCAAGGGTGgtaagtatgt 52 nd 

2 135 EC1 aacatgacagTACATAGCTG AATTATGATGgtaagtttat 15 217 LTR/Gypsy; DNA/Transib 

3 266 EC1, EC2 aatttttcagGGTCGTCAAC CCAAATTGAGgtaagtaaac 17 337 LTR/Gypsy 

4 90 EC2 tttcttgcagGAAAACTACG TTCTGGAACAgtacgtataa 623 nd 

5 147 EC2 ttattttcagAGAAACGAAA GACGGTAACGgtaagttaat 23 227 DNA/Mariner; LTR/Gypsy 

6 120 EC2, EC3 acttttttagGACAGCGGCA AACCGAACAGgtttgtataa 51 nd 

7 73 EC3 tgtgttttagCACTTTTCCG GAGTCTGAATgtaatataca 55 nd 

8 281 EC3, EC4 gcgatttcagATGACGATCT TAGAGACTCGgtaagtattt 2 115 nd 

9 371 EC4, EC5 ttcttttcagATAGAAAACG ACGAAATTAGgtatgtttag 3 821 nd 

10 229 EC5 tatctttcagGTACAGTCTA GATCAGAGTTgtaagtaact 3 021 nd 

11 173 EC6 atacttttagGAATCACTAA ACTATAGAGAgtaagtacat 15 511 LTR/Bel, LTR/Gypsy 

12 179 EC6 tatattgtagCTGCATACTG ACTGCTGCAGgtaacacaat 143 nd 

13 172 EC6, EC7 catcttctagTTACTGTTAC ATTCCATTGAgtaagtaact 8 981 LTR/Gypsy 

14 160 EC7 taaatttcagGCCAGCAGGC CACTGCAGAAgtaagaagtt 2 402 Non-LTR/RTE 

15 136 EC7, EC8 cgttatgcagATCCAGATTT GACCGTGATAgtaagtatat 590 nd 

16 192 EC8 cttttgttagGTCCTTACAA TACTCAACAGgtaaaatagg 69 nd 

17 113 EC8, EC9 tataccctagGTGGCATACA TACATCTAATgtaagtaaat 357 nd 

18 219 EC9 atgttcacagAATACTCAAA GATCATTCAGgtattttagt 87 nd 

19 132 EC9, EC10 caatttttagGTGAACGATT CCTTAGAAAGgtaagaagaa 77 nd 

20 112 EC10 gcttttttagACCCAAAACG ATCGACTCTGgttagtaata 4 647 LTR/Gypsy 

21 110 EC10 atttttgtagATGATTCAGA TCAATATACCgtaagttact 54 nd 

22 399 EC10, EC11 atggttgcagTTGAATATAA TACTATTAAGgtaaaacatt 1 129 nd 

23 102 EC11, EC12 tacattttagGTAATTGATG TACAGTTTCAgtaagttttt 54 nd 

24 196 EC12 ttgctttaagGCGTACGATC ACTGACCCACgtaagtaacg 5 106 DNA/Mariner, LTR/Gypsy 

25 113 EC12, MPED tcccttacagCTCCATATCA TCAGTCCGAGgttcactttt 53 nd 

26 164 MPED tttgttttagGTAAAAGATG CAATACAGAGgtactaatgc 65 nd 

http://www.girinst.org/censor/)


27 201 MPED, TM atcattttagCAAACTTAGT AGCTACAAACgtaagttaac 295 nd 

28 165 CYT aatgttacagATTGAAACGA ATCGATCAAGgtacgttttt 61 nd 

29 270* 
(82) 

CYT gtgtatacagTATTCATAGT AAGATACTGACAAAGTGAAT -  

 


