
Supporting sequence 1: Depicts 1080 nucleotide bases of Phytophthora infestans Sorbitol 

dehydrogenase gene 

(Red highlighted fonts are siRNA effective region selected based on siRNA target finder 

software tools: Noble foundation psiRNA target finder tool, siDirect 2.0 etc) 

 

ATGCAGAACTCGTGCGCCCCCATGCAAAACCTGTCGTTTGTCCTCGAAAAGGGAGGCGCAGTCAAGTTCGAA

GACCGTCCGGTGCCTGAGATCGTGGACCCTCACGACGTGATCGTGAACGTCCGCTACACTGGAATTTGTGGCA

GTGACGTGCACTACTGCACGCACGGCTGTATTGGCAAGTACGTGGTGGACAAACCCATGGTTCTAGGACACG

AATCCGCAGGTGTCGTGCACGCTGTGGGGTCCGCCGTCAAGACTCTCAAAGTAGGCGATGAAGTGGCCATGG

AACCTGGAGTTCCGTGCCGACGATGCCAGCGTTGCCGCGAGGGAAACTACAACTTGTGTCCGGACATGGCAT

TCGCGGCTACACCCCCGTACGACGGAACATTGGCCAAGTTCTACCGCATCCCCGAGGATTTCTGCTACAAACT

GCCGTCCAACGTCAGTATGCAGGAAGGAGCGATGCTTGAACCCACTGCTGTTGCCGTTCACTTCTGCCGTCTA

GCTAAAGTGAGTCCTGGCAACAAAGTTGTGGTGTTTGGTGTCGGCCCCGTGGGTCTGTTGACTTGCAAAGTG

GCTCGGAACGTGTTTGGGGCTACGACGGTAGTCGCAGTGGACGTCAACGAGAAGCGTCTTGCGGTCGCTATG

GAACACGGTGCGACGCACGTGTTTCAGGGGAAACTGGGTACGACGCCTCAGGAGACGGCCGAGCAAATTAT

TGTAGAGTGTGGACTGGGCGACGGCGCCGACATCGTGATCGATGCCAGTGGTGCTGAGTCTTGCATCCAGAC

GGCAATCTACGTCGCACGCAACGGAGGCACCTTCACACAGGGAGGAATGGGCAAGACGGACATTATGTTCCC

AATTGGCATCATGTGTGGCAAGGAGTTACGTGTGACCGGCAGTTTCCGCTACTCAGCAGGCGACTACCAACTA

GCGCTCGACATGGTTGCAAGTGGCAAGCTGGAAGTCAGGAGGCTGATTTCGAAGACTGTACCGTTCGAAGAA

GCGAAGGAGGCTTTCGACAACGTCAAGCGCGGCAACGGCATCAAGTGGCTCATTGAAGGACCCAACTGA 

 

CLUSTAL O(1.2.4) multiple sequence alignment of HP0823 Phytophthora infestans 

isolate with the reference sequence 

 

 

PITG        ATGCAGAACTCGTGCGCCCCCATGCAAAACCTGTCGTTTGTCCTCGAAAAGGGAGGCGCA 

HP0823      ATGCAGAACTAGTGCGCCCCCATGCAAAACCTGTGGTTTGTCCTCGAAAAGGGAGGCGCA 

            ********** *********************** ************************* 

 

PITG        GTCAAGTTCGAAGACCGTCCGGTGCCTGAGATCGTGGACCCTCACGACGTGATCGTGAAC 

HP0823      GTCAAGTTCGAAGACCGTCCGGTGCCTGAGATCGTGGAGCCTCACGACGTGATCGTGAAC 

            ************************************** ********************* 

 

PITG        GTCCGCTACACTGGAATTTGTGGCAGTGACGTGCACTACTGCACGCACGGCTGTATTGGC 

HP0823      GTCCGCTACACTGGAATTTGTGGCAGTGACGTGCACTACTGCACGCACGGCTGTATTGGC 

            ************************************************************ 

 

PITG        AAGTACGTGGTGGACAAACCCATGGTTCTAGGACACGAATCCGCAGGTGTCGTGCACGCT 

HP0823      AAGTACGTGGTGGACAAACCCATGGGTCTAGGACACGAATCCGCAGGTGTCGTGCACGCT 

            ************************* ********************************** 

 

PITG        GTGGGGTCCGCCGTCAAGACTCTCAAAGTAGGCGATGAAGTGGCCATGGAACCTGGAGTT 

HP0823      GTGGGGTCCGCCGTCAAGACTCTCAAAGTAGGCGATGAAGTGGCCATGGAACCTGGAGTT 

            ************************************************************ 

 

PITG        CCGTGCCGACGATGCCAGCGTTGCCGCGAGGGAAACTACAACTTGTGTCCGGACATGGCA 

HP0823      TCGTGCCGACGATGCCAGCGTTGCCGCGAGGGAAACTACAACTTGAGTCAGGTTATGGCA 

             ******************************************** *** **  ****** 

 

PITG        TTCGCGGCTACACCCCCGTACGACGGAACATTGGCCAAGTTCTACCGCATCCCCGAGGAT 

HP0823      TTCGCGGCTACACCCCCGTACGACGGAACATTGGCCAAGTTCTACCGCATCCCCGAGGAT 

            ************************************************************ 

 

PITG        TTCTGCTACAAACTGCCGTCCAACGTCAGTATGCAGGAAGGAGCGATGCTTGAACCCACT 

HP0823      TTCTGCTACAAACTGCCGTCCAACGTCAGTATGCAGGAAGGAGCGATGCTTGAACCCACT 



            ************************************************************ 

 

PITG        GCTGTTGCCGTTCACTTCTGCCGTCTAGCTAAAGTGAGTCCTGGCAACAAAGTTGTGGTG 

HP0823      GCTGTTGCCGTTCACTTCTGCCGTCTAGCTAAAGTGAGTCCTGGCAAA-AAGTTGTGGTG 

            ***********************************************  *********** 

 

PITG        TTTGGTGTCGGCCCCGTGGGTCTGTTGACTTGCAAAGTGGCTCGGAACGTGTTTGGGGCT 

HP0823      TTTGGTGTCGGCCCCGTGGGTCCGTTGACTTGCAAAGTGGCTCGGAACGTGTTTGGGGCT 

            ********************** ************************************* 

 

PITG        ACGACGGTAGTCGCAGTGGACGTCAACGAGAAGCGTCTTGCGGTCGCTATGGAACACGGT 

HP0823      ACGACGGTAGTCGCAGTGGACGTCAACGAGAAGCGTCTTGCGGTCGCTATGGAACACGGT 

            ************************************************************ 

 

PITG        GCGACGCACGTGTTTCAGGGGAAACTGGGTACGACGCCTCAGGAGACGGCCGAGCAAATT 

HP0823      GCGACGCACGTGTTTCAGGGGAAACTGGGTACGACGCCTCAGGAGACGGCCGAGCAAATT 

            ************************************************************ 

 

PITG        ATTGTAGAGTGTGGACTGGGCGACGGCGCCGACATCGTGATCGATGCCAGTGGTGCTGAG 

HP0823      ATTGTAGAGTGTGGACTGGGCGACGGCGCCGACATCGTGATCGATGCCAGTGGTGCTGAG 

            ************************************************************ 

 

PITG        TCTTGCATCCAGACGGCAATCTACGTCGCACGCAACGGAGGCACCTTCACACAGGGAGGA 

HP0823      TCTTGCATCCAGACGGCAATCTACGTCGCACGCAACGGAGGCACCTTCACACAGGGAGGA 

            ************************************************************ 

 

PITG        ATGGGCAAGACGGACATTATGTTCCCAATTGGCATCATGTGTGGCAAGGAGTTACGTGTG 

HP0823      ATGGGCAAGACGGACATTATGTTCCCAATTGGCATCATGTGTGGCAAGGAGTTACGTGTG 

            ************************************************************ 

 

PITG        ACCGGCAGTTTCCGCTACTCAGCAGGCGACTACCAACTAGCGCTCGACATGGTTGCAAGT 

HP0823      ACCGGCAGTTTCCGCTACTCAGCAGGCGACTACCAACTAGCGCTCGACATGGTTGCAAGT 

            ************************************************************ 

 

PITG        GGCAAGCTGGAAGTCAGGAGGCTGATTTCGAAGACTGTACCGTTCGAAGAAGCGAAGGAG 

HP0823      GGCAAGCTGGAAGTCAGGAGGCTGATTTCGAAGACTGTACCGTTCGAAGAAGTGAAGGAG 

            **************************************************** ******* 

 

PITG        GCTTTCGACAACGTCAAGCGCGGCAACGGCATCAAGTGGCTCATTGAAGGACCCAACTGA 

HP0823      GCTTTCGACAACGTCAAGCGCGGCAACGGCATCAAGTGGCTCATTGAAGGACCCAACTGA 

            ************************************************************ 

 

Supporting sequence 2: Depicts 1332 nucleotide bases of P.infestans Translation elongation 

factor1-alpha 

ATGGGCAAGGAAAAGGTTCACATCTCGCTGGTCGTCATTGGCCACGTCGACGCCGGTAAGTCGACCACCACC

GGTCACTTGATCTACAAGTGCGGCGGTATCGACAAGCGTACCATCGAGAAGTTCGAGAAGGAGGCTGCCGAG

CTCGGCAAGACCTCGTTCAAGTACGCCTGGGTGCTTGACAACCTGAAGGCCGAGCGTGAGCGTGGTATCACG

ATCGACATTGCCCTGTGGAAGTTCGAGTCCCCCAAGTACTTCTTCACGGTCATTGACGCCCCTGGTCACCGTGA

CTTCATCAAGAACATGATTACGGGTACCTCGCAGGCCGATTGCGCCATTCTGGTGGTCGCTTCGGGTGTGGGT

GAGTTCGAGGCTGGTATCTCCAAGGAGGGCCAGACTCGTGAGCACGCTCTGCTTGCCTTCACTCTGGGTGTGA

AGCAGATGATCGTCGCCATCAACAAGATGGACGACTCGTCTGTCATGTACGGCCAGGCCCGTTACGAGGAGA

TCAAGTCTGAGGTCACCACGTACCTGAAGAAGGTTGGCTACAAGCCCGCCAAGATCCCGTTCGTGCCTATCTC

CGGCTGGGAGGGTGACAACATGATCGACCGCTCCACCAACATGCCGTGGTACAAGGGACCTTTCCTCCTTGA

GGCTCTTGACAACCTGAACGCCCCCAAGCGCCCGTCGGACAAGCCGCTGCGTCTGCCCCTTCAGGACGTGTAC

AAGATCGGCGGTATTGGCACGGTACCTGTCGGCCGTGTGGAGACCGGTGTCATCAAGCCTGGCATGGTCGCC

ACTTTCGGCCCCGTTGGTCTGTCGACTGAAGTCAAGTCTGTCGAGATGCACCACGAGTCTCTGCCTGAAGCTG

TCCCTGGTGACAACGTCGGCTTCAACGTCAAGAACGTGTCGGTCAAGGAGCTGCGTCGTGGTTTCGTCGCTTC

GGACTCCAAGAACGACCCTGCTAAGGCAACCCAGGACTTCACCGCCCAGGTGATTGTGCTGAACCACCCTGGT

CAGATCGGCAACGGTTACTCGCCTGTGCTTGACTGCCACACGGCCCACGTTGCCTGCAAGTTTAAAGAGATTA



CGGAGAAGATGGACCGTCGTTCGGGCAAGGTGCTCGAGACTGCCCCCAAGTTCGTCAAGTCGGGTGATGCCT

GCATGGTCATCCTCGAGCCGTCGAAGCCCATGACCGTCGAGTCGTTCCAGGAGTACCCTCCTCTGGGCCGTTT

CGCCGTGCGTGACATGCGTCAGACCGTTGCCGTCGGTGTCATCAAGTCGGTGAACAAGAAGGAAGCTTCGGG

CAAGGGTGGTGCCAAGAAGAAATAA 

b) Effective siRNA region of Translation elongation factor 1-alpha gene used for dsRNA 

construct 

ACAAGTGCGGCGGTATCGACAAGCGTACCATCGAGAAGTTCGAGAAGGAGGCTGCCGAGCTCGGCAAGACC

TCGTTCAAGTACGCCTGGGTGCTTGACAACCTGAAGGCCGAGCGTGAGCGTGGTATCACGATCGACATTGCCC

TGTGGAAGTTCGAGTCCCCCAAGTACTTCTTCACGGTCATTGACGCCCCTGGTCACCGTGACTTCATCAAGAAC

ATGATTACGGGTACCTCGCAGGCCGATTGCGCCATTCTGGTGGTCGCTTCGGGTGTGGGTGAGTTCGAGGCT

GGTATCTCCAAGGAGGGCCAGACTCGTGAGCACGCTCTGCTTGCCTTCACTCTGGGTGTGAAGCAGATGATCG

TCGCCATCAACAAGATGGACGACTCGTCTGTCATGTACG 

CLUSTAL O(1.2.4) multiple sequence alignment of HP0823 Phytophthora infestans 

isolate with the reference sequence 

 

 

 

HP0823      ------------------------------------------------------------ 

PITG        ATGGGCAAGGAAAAGGTTCACATCTCGCTGGTCGTCATTGGCCACGTCGACGCCGGTAAG 

                                               

                  T7 Promoter 

HP0823      TTAATACGACTCACTATAGGGAGCTACAAGTGCGGCGGTATCGACAAGCGTACCATCGAG 

PITG        TCGACCACCACCGGTCACTTGATCTACAAGTGCGGCGGTATCGACAAGCGTACCATCGAG 

            -----------------------*************************************              

 

HP0823      AAGTTCGAGAAGGAGGCTGCCGAGCTCGGCAAGACCTCGTTCAAGTACGCCTGGGTGCTT 

PITG        AAGTTCGAGAAGGAGGCTGCCGAGCTCGGCAAGACCTCGTTCAAGTACGCCTGGGTGCTT 

            ************************************************************ 

 

HP0823      GACAACCTGAAGGCCGAGCGTGAGCGTGGTATCACGACCGACATTGCCCTGTGGAAGTTC 

PITG        GACAACCTGAAGGCCGAGCGTGAGCGTGGTATCACGATCGACATTGCCCTGTGGAAGTTC 

            ************************************* ********************** 

 

HP0823      GAGTCCCCCAAGTACTTCTTCACGGTCATTGACGCCCCTGGTCACCGTGACTTCATCAAG 

PITG        GAGTCCCCCAAGTACTTCTTCACGGTCATTGACGCCCCTGGTCACCGTGACTTCATCAAG 

            ************************************************************ 

 

HP0823      AACATGATTACGGGTACCTCGCAGGCCGATTGCGCCATTCTGGTGGTCGCTTCGGGTGTG 

PITG        AACATGATTACGGGTACCTCGCAGGCCGATTGCGCCATTCTGGTGGTCGCTTCGGGTGTG 

            ************************************************************ 

 

HP0823      GGTGAGTTCGAGGCTGGTATCTCCAAGGAGGGCCAGACTCGTGAGCACGCTCTGCTTGCC 

PITG        GGTGAGTTCGAGGCTGGTATCTCCAAGGAGGGCCAGACTCGTGAGCACGCTCTGCTTGCC 

            ************************************************************ 

 

HP0823      TTCACTCTGGGTGTGAAGCAGATGATCGTCGCCATTAACAAGATGGACGACTCGTCTGTC 

PITG        TTCACTCTGGGTGTGAAGCAGATGATCGTCGCCATCAACAAGATGGACGACTCGTCTGTC 

            *********************************** ************************ 

 

HP0823      ATGTACG 

PITG        ATGTACGGCCAGGCCCGTTACGAGGAGATCAAGTCTGAGGTCACCACGTACCTGAAGAAG 

            *******         

 

Supporting Sequence 3: Depicts 2121 nucleotide bases of P.infestans Heat Shock Protein 90 

ATGAGCGCCGCGGAAGCTGAAACGTTCGCCTTCTCGGCCGATATCAACCAGCTGCTGAGTCTGATCATTAACA

CGTTCTACTCGAACAAGGACATTTTCCTGCGTGAGCTCATCTCGAACGCCTCGGATGCCCTCGACAAGATCCGC

TACTCGTCGCTGACCGACGCCAGCGTGCTGGACACGGACAAGAACCTGGAGATCAAGGTGACCCCGGACAAG



GCCAACGGCACGCTGACCATCCAGGACTCTGGTATTGGTATGACGAAGGCTGACCTGATTAACAACCTGGGT

ACGATCGCCAAGTCGGGCACCAAGGCCTTCATGGAGGCTCTGGCTGCTGGCGCCGACATCAGTATGATTGGT

CAGTTCGGTGTGGGTTTCTACTCGGCCTACCTGGTCGCTGACAAGGTCGTGGTGCACTCGAAGCACAACGATG

ACGAGCAGTACGTGTGGGAGTCTGCTGCCGGTGGCTCGTTCACTGTCACGCCCGACACGTCGGAGCCCATCC

AGCGCGGTACGCGCATTGTGCTGAAGCTCAAGGAGGACATGCTCGAGTACCTTGAGGAGCGCAAGCTTAAG

GACCTGGTGAAGAAGCACTCGGAGTTCATTGGCTTCCCCATCAAGCTGTACGTCGAGAAGACGGAGGAGAAG

GAAGTGACGGACGACGAGGAAGAGGAGGACGAGAAGGAGGGCGAGGACGACAAGCCCAAGGTCGAGGAG

GTCGAAGAGGAGGAAGGCGAGAAGAAGAAGAAGACTAAGAAGATTAAGGAAGTGACCCACGAGTGGGACC

ACCTCAACAGCCAGAAGCCCATCTGGATGCGCAAGCCTGAAGACGTGACCCACGAGGAGTACGCGTCGTTCT

ACAAGTCGCTGACGAACGACTGGGAGGAGCACGCCGGCGTCAAGCACTTTTCGGTGGAGGGCCAGCTGGAG

TTCAAGGCCTGTCTGTTCACCCCCAAGCGCGCGCCGTTCGACATGTTTGAGGGCGGCGCCAAGAAGAAAGTG

AACAACATCAAGCTGTACGTGCGTCGCGTCTTCATCATGGACAACTGCGAGGAGCTCATGCCCGAGTACCTGT

CGTTCGTCAAGGGTGTCGTCGACTCGGAGGACTTGCCGCTTAACATCTCGCGTGAGACGCTGCAGCAGAACA

AGATCCTACGTGTGATCAAGAAGAACCTGGTCAAGAAGTGCCTCGAGATGTTCGCCGAACTGGCTGAGGACA

ACGAGAAGTACAACAAGTTCTACGAGTCGTTCAGCAAGAACCTCAAGCTGGGCATCCACGAGGACTCGACCA

ACCGCACCAAGATCGCCAAGCTGCTGCGTTACCACTCCACCAAGTCTGGCGAGGAAGTGACGTCGCTGGATG

ACTACATCTCGCGTATGCCTGAGAGCCAGCCCGGTATCTACTACGTGACTGGCGAGAGCAAGAAGTCGGTGG

AGAACTCGCCATTCATTGAGAAGCTCAAGAAGAAGGGCTACGAGGTGCTGTTCATGGTGGAGGCCATTGACG

AGTACGCTGTGCAGCAGCTCAAGGAGTACGAGGGCAAGAAGCTCATCTGCGCCACCAAGGAGGGCCTCAAG

ATGGAGGAGACGGAGGACGAGAAGAAGTCGTTCGAGGAGGCCAAGGCTGCCACTGAAGGACTGTGCAAGC

TCATGAAGGAGGTGCTGGACGACAAGGTGGAGAAGGTGGAGATCTCGAACCGTATTGTGGAGTCGCCCTGT

GTGCTTGTTACCGGCGAGTACGGCTGGTCGGCCAACATGGAGCGCATCATGAAGGCGCAGGCTCTGCGTGAC

AGCAGCACGTCGGCCTACATGTCGTCCAAGAAGACGATGGAGATCAACCCGCTGCACCCTATTATCAAGTCGC

TGCGCGAGAAGGCGGAGGCTGACAAGAGCGACAAGACGGTCAAGGACCTCATCTGGCTGCTGTACGACACG

TCGCTGCTGACCTCGGGCTTCAGCCTGGATGAGCCCACTACGTTCGCTAACCGTATCCACCGTCTTATCAAGCT

TGGTCTGAGCATTGACGACGATGATGATGCCGCTGACGAGTCGATGGAAGACCTGCCCCCTCTTGAGGGCGA

GGACGAGGAGGAGAGCACGATGGAGGAGGTCGACTAA 

Effective siRNA region of the HSP90 gene used for dsRNA construct 

CGATATCAACCAGCTGCTGAGTCTGATCATTAACACGTTCTACTCGAACAAGGACATTTTCCTGCGTGAGCTCA

TCTCGAACGCCTCGGATGCCCTCGACAAGATCCGCTACTCGTCGCTGACCGACGCCAGCGTGCTGGACACGGA

CAAGAACCTGGAGATCAAGGTGACCCCGGACAAGGCCAACGGCACGCTGACCATCCAGGACTCTGGTATTGG

TATGACGAAGGCTGACCTGATTAACAACCTGGGTACGATCGCCAAGTCGGGCACCAAGGCCTTCATGGAGGC

TCTGGCTGCTGGCGCCGACATCAGTATGATTGGTCAGTTCGGTGTGGGTTTCTACTCGGCCTACCTGGTCGCT

GACAAGGTCGTGGTGCACTCGAAGCACAACGATGACGAGCAGTACGTGTGGGAGTCTGCTG 

CLUSTAL O(1.2.4) multiple sequence alignment of HP0823 Phytophthora infestans 

isolate with the reference sequence 

 

 

                                              T7 promoter 

HP0823      ----------------------------TAATACGACTCACTATAGGGAGCGATATCAAC 

PITG        ------------ATGAGCGCCGCGGAAGCTGAAACGTTCGCCTTCTCGGCCGATATCAAC 

                                                              ********** 

 

HP0823      CAGCTGCTGAGTCTGATCATTAACACGTTCTACTCGAACAAGGACATTTTCCTGCGTGAG 

PITG        CAGCTGCTGAGTCTGATCATTAACACGTTCTACTCGAACAAGGACATTTTCCTGCGTGAG 

            ************************************************************ 

 

HP0823      CTCATCTCGAACGCCTCGGATGCCCTCGACAAGATCCGCTACTCGTCGCTGACCGACGCC 

PITG        CTCATCTCGAACGCCTCGGATGCCCTCGACAAGATCCGCTACTCGTCGCTGACCGACGCC 

            ************************************************************ 

 



HP0823      AGCGTGCTGGACACGGACAAGAACCTGGAGATCAAGGTGACCCCGGACAAGGCCAACGGC 

PITG        AGCGTGCTGGACACGGACAAGAACCTGGAGATCAAGGTGACCCCGGACAAGGCCAACGGC 

            ************************************************************ 

 

HP0823      ACGCTGACCATCCAGGACTCTGGTATTGGTATGACGAAGGCTGACCTGATTAACAACCTG 

PITG        ACGCTGACCATCCAGGACTCTGGTATTGGTATGACGAAGGCTGACCTGATTAACAACCTG 

            ************************************************************ 

 

HP0823      GGTACGATCGCCAAGTCGGGCACCAAGGCCTTCATGGAGGCTCTGGCTGCTGGCGCCGAC 

PITG        GGTACGATCGCCAAGTCGGGCACCAAGGCCTTCATGGAGGCTCTGGCTGCTGGCGCCGAC 

            ************************************************************ 

 

HP0823      ATCAGTATGATTGGTCAGTTCGGTGTGGGTTTCTACTCGGCCTACCTGGTCGCTGACAAG 

PITG        ATCAGTATGATTGGTCAGTTCGGTGTGGGTTTCTACTCGGCCTACCTGGTCGCTGACAAG 

            ************************************************************ 

 

HP0823      GTCGTGGTGCACTCGAAGCACAACGATGACGAGCAGTACGTGTGGGAGTCTGCTGCTCCC 

PITG        GTCGTGGTGCACTCGAAGCACAACGATGACGAGCAGTACGTGTGGGAGTCTGCTGCCGGT 

            ********************************************************     

 

HP0823      ---------------------------------------------------------- 

PITG        GGCTCGTTCACTGTCACGCCCGACACGTCGGAGCCCATCCAGCGCGGTACGCGCATTG 

                       

 

Supporting sequence 4: Depicts 423 nucleotide bases of P.infestans GPI-anchored acidic 

serine-threonine rich HAM34-like protein 

ATGAAGGTCTTCCAGCTCCTCGCCATCGCCGCTCTCGCCGTCGCTGCTGTCAACGGTCAGACTTCAGCTG 

GTGCCTCCACCGCCGCCTCCGCCGCTGCGGCTACGACGTCTGCTGCGACTTCGACCGCGTCTTCCGCTGC 

TGCGGACACGGCCGCTGCCACCTCGACGGCCGCTTCAGGCATGGACAGCAGCATGAACATGACGTCCAGC 

GGCACGACCGACTCGACCGAGGCCACAAGCACCGCTGGCTCGGCTGCTGTCGGTTCGGAGGACTCGGCCA 

CGGAGTCTTCGAGCACCAAGGAGTCCTCGGGCTCGGCGGATGCGAGCGCCTCGGCCTCAGGCTCCAGCGG 

TGCTTCTCAGATCTCAGGCGCCATGGGTGCAGCCACCGCCGCCGTGCTGGCCGTGGGCACTTACTTCCTG 

TAA 

Supporting sequence 5: Depicts 1677 nucleotide bases of P.infestans phospholipase D like-

3 

ATGCTTGTACTCTTCTTCATTTACGCGATAGCGGCATCTACGACTTCATCGGCATTTTCGGTGTTTGGCA 

CCGATGATACCCCGGCAACCGAAGCGGATTTATCCGATGGAACGGACATCAAAGTCCGGCAGCCTCTCCT 

TAAAGCAACAGACTGGTTCCTCACCGAAAAGGAAATCACCGATTCGCGAGGCGGCATCCCACGCAGCGAT 

TTAGCGGCCTACACGACAGGCAACGCGGTGACATCCTTCACAGTTACGAAAGATTTCTACGACTCGGTTT 

ACGAGGACCTGACAAAGACGAAGGAAGGAGATCGAGTACTACTTTCGGCGTACGCTACAGCCCTGATCCC 

ATTAAAACCGGATATCGACCCTACAGGCGCTACGACAGGAGTTGGCAAAGTGCTCACGGATGTTGTGAAG 

CGCGGAGGTAATATCAACATCCTCAACTGGCAGAATCTGAAGTACAGATACTTCAATCTCAAGGCTCGCG 

ATGCTATCAACGCCATTCCAGTATCTCCAATAAATGGGGCCAAAGCAGTTCTTCTGTTCGACGACCGCCT 

CCCGACTATGGTGTCGTCTTACCACCAGAAAACTATGGTTATCTTGTCCGACAACGCCTCAGGTAGTGAG 

GAGCAGCCAGTGGCTTACGTGGGTGGATTGGATCTAGCAACCGACCGGTGGGATACTATCGACCACAATA 

ACTCGGCTATTCGCGATGCAAGCGGAATTACGTTTAAGGTCCAAGGGTGGATTGACGGCCACATTCGCAT 

TCACGGGCCTGCAGCGAAAGATGTGGCGAACAACTTTATTCCACGGTGGAACTCCGACTACCTGCCTAGC 

CAAAGTATTGAGGACGACGTGATGGACTTCGAGAACCCGTCATACGAACACATCCCACAGATGAAGTACG 

CCAGTAGCAATACCACTGGCAAATTCGGCAAACAGAGTGTCCAGATCACGAGAACATTCAGCTGCACCTA 

CAAACACTACAAGGAATTTGCTCCTCGGGGAGAGAATTCGCTCTTCCACGCACGTATCAAGGCCATCAAG 

AACGCGAAGAACTTCATCTTTATCGAAGACCAGTATTTTATTTATGTACCGGAACTTATGGACGCTATCA 

TGGAAGTCATGCCCAAGATCCAGCGCTTGATTGTTTTTGCCAATCCTCAAACAAGCCCGTTCTCAAACGC 

AGGATATATTAAATACCTGTACGAGATGGTTTCACCAATCCGAGAGAAGTTTCCCAACAAGTTCAAGATC 



TACACGACCAAGGCAGACCGGAACCTCATGCTGCACAGTAAAGTCGTGATCATTGACGACGTGTATTTGT 

CCGTTGGCTCGGCAAACTGGAATCGTCGAAGTATGACGTCGGACCCAGAGCTTAACGCGGAGGTTGTTGA 

CGAGGAGACCGTGAAATCTCCTGAAGGCGTCACTGTAGGGAAACTACCTCGTGATTATCGTATTCGAAAA 

TTTGTGGAAATGACGGGATTGAGCTACGATGAACTTGATGCGATGACGTTTATCGAGGCGGCAAGCCAAT 

TAGCGCTAGCGGCTGCTGATGAATCATCGATACTGGAAAACTTGGATATTCAGGAGCACGCTTACTTCTT 

CGCTATTACGGATACGGTCCGAAAGATTTCGGATCCACAGGACACTTGCACTTACAGCTCTAGGTAG 

Effective siRNA region of the Phospholipase-D gene used for dsRNA construct 

AACCGAAGCGGATTTATCCGATGGAACGGACATCAAAGTCCGGCAGCCTCTCCTTAAAGCAACAGACTGGTTC

CTCACCGAAAAGGAAATCACCGATTCGCGAGGCGGCATCCCACGCAGCGATTTAGCGGCCTACACGACAGGC

AACGCGGTGACATCCTTCACAGTTACGAAAGATTTCTACGACTCGGTTTACGAGGACCTGACAAAGACGAAG

GAAGGAGATCGAGTACTACTTTCGGCGTACGCTACAGCCCTGATCCCATTAAAACCGGATATCGACCCTACAG

GCGCTACGACAGGAGTTGGCAAAGTGCTCACGGATGTTGTGAAGCGCGGAGGTAATATCAACATCCTCAACT

GGCAGAATCTGAAGTACAGATACTTCAATCTCAAGGCTCGCGATGCTATCAACGCCATTCCAGTATCTCCAATA

AATGGGGCCAAAGCAGTTCTTCTGTTCGACGACCGCCTCCCGACTATGGTGTCGTCTTACCACCAGAAAACTAT

GGTTATCTTGTCCGACAACGCCTCAGGTAGTGAGGAGCAGCCAGTGGCTTACG 

CLUSTAL O(1.2.4) multiple sequence alignment of HP0823 Phytophthora infestans 

isolate with the reference sequence 

 

 

 

PITG      -------------------------------------CCGATGATACCCCGGCAACCGAA 

HP08      CGGTAACTTGGATCTCGTCGATGCGAGCTCTGCCGTGCCGATGATACCCCGGCAACCGAA 

                                               ***********************          

PITG      GCGGATTTATCCGATGGAACGGACATCAAAGTCCGGCAGCCTCTCCTTAAAGCAACAGAC 

HP08      GCGGATTTATCCGATGGAACGGACATCAAAGTCGGCGAGCCTCTCCTTAAAGCAACAGAC 

          ************************************************************ 

 

PITG      TGGTTCCTCACCGAAAAGGAAATCACCGATTCGCGAGGCGGCATCCCACGCAGCGATTTA 

HP08      TGGTTCCTCACCGAAAAGGAAATCACCGATTCGCGAGGCGGCATCCCACGCAGCGATTTA 

          ************************************************************  

 

PITG      GCGGCCTACACGACAGGCAACGCGGTGACATCCTTCACAGTTACGAAAGATTTCTACGAC 

HP08      GCGGCCTACACGACAGGCAACGCGGTGACATCCTTCACAGTTACGAAAGATTTCTACGAC 

          ************************************************************ 

 

PITG      TCGGTTTACGAGGACCTGACAAAGACGAAGGAAGGAGATCGAGTACTACTTTCGGCGTAC 

HP08      TCGGTTTACGAGGACCTGACAAAGACGAAGGAAGGAGATCGAGTACTACTTTCGGCGTAC 

          ************************************************************ 

 

PITG      GCTACAGCCCTGATCCCATTAAAACCGGATATCGACCCTACAGGCGCTACGACAGGAGTT 

HP08      GCTACAGCCCTGATCCCATTAAAACCGGATATCGACCCTACAGGCGCTACGACAGGAGTT 

          ************************************************************ 

 

PITG      GGCAAAGTGCTCACGGATGTTGTGAAGCGCGGAGGTAATATCAACATCCTCAACTGGCAG 

HP08      GGCAAAGTGCTCACGGATGTTGTGAAGCGCGGAGGTAATATCAACATCCTCAACTGCCAG 

          ************************************************************  

 

PITG      AATCTGAAGTACAGATACTTCAATCTCAAGGCTCGCGATGCTATCAACGCCATTCCAGTA 

HP08      AATCTGAAGTACAGATACTTCAATCTCAAGGCTCGCGATGCTATCAACGCCATTCCAGTA 

          ************************************************************  

 

PITG      TCTCCAATAAATGGGGCCAAAGCAGTTCTTCTGTTCGACGACCGCCTCCCGACTATGGTG 

HP08      TCTCCAATAAATGGGGCCAAAGCAGTTCTTCTGTTCGACGACCGCCTCCCGACTATGGTG 

          ************************************************************ 

 

PITG      TCGTCTTACCACCAGAAAACTATGGTTATCTTGTCCGACAACGCCTCAGGTAGTGAGGAG 

HP08      TCGTCTTACCACCAGAAAACTATGGTTATCTTGTCCGACAACGCCTCAGGTAGTGAGGAG 

          ************************************************************ 

 



PITG      CAGCCAGTGGCTTACGTGGGTGG------------------------------------- 

HP08      CAGCCAGTGGCTTACGTGGGTGGCGATGACCGGTAACCAATTCGCCCTATAGTGAGTCGT 

          ***********************                                      


