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Figure S1 | Sequence alignment of NbAGO1-1L and NbAGO1-1H. Stars indicate identical 1 
consensus nucleotides. Splicing donor and acceptors marks of introns are in red, whereas in blue are 2 
introns. Putative 5'- and 3'-untranslated regions are in black underlined in promoter and in the 3 
terminator regions. 4 
 5 
Figure S2 | PCR-based strategy for validating NbAGO1-1L and NbAGO1-1H loci retrieved from 6 
genomic data. (A) Alignments of NbAGO1-1L and NbAGO1-1H introns11 and surroundings (i.e. 7 
exons 11 and 12 and part of intron 10) are reported. Sequences of oligonucleotides used are in green 8 
or violet and pairs of oligos used are reported in same color (i.e. oligo ex11 forward/oligo int11 9 
reverse and oligo int11 forward/oligo ex12 reverse). (B) Alignment of NbAGO1-1L and NbAGO1-10 
1H terminator regions including the stop codon (in red) and part of the exon22. Sequences of 11 
oligonucleotides used are in green (i.e. oligo ex22 forward and oligo terminator (ter) reverse). (C) 12 
Table reporting the expected fragment size originated from each of the oligonucleotide combination 13 
in A and B. Stars indicate consensus sequences. Splicing donor and acceptors marks of introns are 14 
in red, whereas in blue are introns. Arrows in black above the aligments indicate directions of 15 
introns/exons/terminator regions. Arrows below the aligments indicate the directions of 16 
oligonucleotides used and are colored the same as the corresponding sequences. 17 
 18 
Figure S3 | List of NbAGO1-1 transcript species found in the RNA-Seq dataset of Nakasugi et al., 19 
2013 [21] available at www.benthgenome.com.  20 
 21 
Figure S4 | Multiple alignment of miR168 family members of N. tabacum (i) and of all known 22 
miR168 isoforms (ii). Sequences of different plant species were retrieved from miRbase 23 
(http://www.mirbase.org) and submitted to ClustalW. Sequences in red are not conserved and show 24 
an occurrence <50%. 25 
 26 
Figure S5 | qRT – PCR for discriminating NbAGO1-1H and L. A) Agarose gel analysis of end-27 
point PCR for NbAGO1-1H and NbAGO1-1L using as template the two NbAGO1-1 homeolog 28 
transcripts cDNAs in two different plasmid at different concentration (5 ng, 500 pg, and 50 pg). B) 29 
Amplification plot and C) melt curve analysis of NbAGO1-1L amplification in real-time PCR. The 30 
reaction detected 100 pg of plasmid containing the NbAGO1-1L transcript and a cDNA template of 31 
Nicotiana benthamiana, the non-target plasmid containing NbAGO1-1H sequence was not 32 
amplified. D) Amplification plot and E) melt curve analysis of NbAGO1-1H amplification in real-33 
time PCR. The reaction detected 100 pg of plasmid containing the NbAGO1-1H transcript and a 34 
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cDNA sample of Nicotiana benthamiana, the non-target plasmid containing NbAGO1-1L sequence 35 
was not amplified. 36 
 37 
Figure S6 | Multiple alignment of annotated Argonaute1 mRNAs of Solanum lycopersicum (Sly), 38 
Solanum tuberosum (Stu) and NbAGO1-1H mRNA in the region containing the miR168 target site 39 
(in red in the frame). SlyAGO1A-like-Acc.no.JX945381.1, NM_001279128; SlyAGO1B-Acc.no. 40 
JX945382.1, NM_001279332, JX467705.1; StuAGO1B-Acc.no. XM_006364332; StuAGO1-like 41 
Acc.no.XM_0063473042 



 

 3

Figure S1  
 
PROMOTER region AND TRANSCRIPTION START SITE 
 
 
NbAGO1-1H       CAAGTAATGTTTTAAATTTTATTTTGAGAAAAGTAGCTAAAATCTATGGCCAAACGGTAG 60 
NbAGO1-1L       AAAACAATATTTTCAATTTATTTTTGAAAAAATTAGCTAAATTCTACGGCCAAACGGGAG 60 
                 **  *** **** *****  ****** **** ******** **** ********** ** 
 
NbAGO1-1H       CTAAGAATATC-CTATATCTCATACATACATTTTTATTTACCAATGTGAGACTGTATTTA 119 
NbAGO1-1L       CTAAGTGTATCTCTATATCTCATACAGATATTTTGAATAACCAATGTGAGATTGTATTTA 120 
                *****  **** ************** * ***** * * ************ ******** 
 
NbAGO1-1H       CACAATTAA--TATAACATTTCATACTATTCGATTTTATATATTTATTCCTAGAAATCTT 177 
NbAGO1-1L       CATAATGAACATATAACATTTCATACTATTCTATTTTGTAAATTTATTTCTAGAAATCTT 180 
                ** *** **  ******************** ***** ** ******* *********** 
 
NbAGO1-1H       TTGTAATATCTTATATTTATTTCTAAATTTTTTGTGAATGTTAGATCTTTGGCATCTAAT 237 
NbAGO1-1L       TGGTAATATCTTATACTTGTTTCTAAAATTTTCGTGAATGTTAGATCTTTGACATCTGAT 240 
                * ************* ** ******** **** ****************** ***** ** 
 
NbAGO1-1H       TTTGTTGAGTAACCTTAACATAAATTCCACAGCTTGTTTGGACCTCGTTAAGGGATCTCA 297 
NbAGO1-1L       TTTGTTGAGTAACCTTGAGAAAAACTCCACAGCTTGTTTGGACCTCATTAAGGGATCTCA 300 
                **************** * * *** ********************* ************* 
 
NbAGO1-1H       TCA-TTGATGAGGG--TATATTTCGGTTTGTTCATTTATTCTGTCCAGCTATCAAGTCAA 354 
NbAGO1-1L       TTAATTGATGAGGGAGTATATTTCGGTTTGTTCATTTATTCTGTCCAGCCATCAAGTCAA 360 
                * * **********  ********************************* ********** 
 
NbAGO1-1H       AATATTAAAATAAAGTTATTG--GCCAACCACACATATAGAAATATAAAATAAAAACACA 411 
NbAGO1-1L       AACATTAAAATAAAGCTGCTATAGCCAACCATATATATAGAAA----------------- 403 
                ** ************ *  *   ******** * *********                  
 
NbAGO1-1H       CATTTTCTGTTAATGAGAAAAACCAAAACCAATGATTTTGGACAAAAAGGAAACTTGAAA 471 
NbAGO1-1L       ----------------------------------------------------ACTTGAAA 411 
                                                                    ******** 
 
NbAGO1-1H       TACACATCCCATGTGACCCAGAAAATTCCAAAAAGATGGATAAAAAATAAAACCGAGTAA 531 
NbAGO1-1L       TGCACATGCTATGCGACCAAGAAAAACCCAAAAAGATGGATAAAAAATGAAA-------- 463 
                * ***** * *** **** ******  ********************* ***         
 
NbAGO1-1H       ACTTATTTAACATTTAATTTAATTTGATATTATTGATTTACCAAACTTCAATATAAACAG 591 
NbAGO1-1L       ---------------------------------------ACCAAGCTTCAATATAAAAAA 484 
                                                       ***** ************ *  
 
NbAGO1-1H       TTGGATTATGTTT-CCTATTAGTGACCTTTGCAACAGTAGAGCAGCGAAATGAAGTAGAG 650 
NbAGO1-1L       TTGGATTCAGTTTTCCTATTGGTGACCCTTACAACAGTAGAGCAGCGAAATGAAATAGAG 544 
                *******  **** ****** ****** ** *********************** ***** 
 
NbAGO1-1H       TAGGGACAGATTCGTCATTTTAGAAACAACCAACCCGTGGTTTTAAAGGAGCGAGTCTGC 710 
NbAGO1-1L       TAGGGACAGATTCGTCATT--AGAAACAACCAGCCC---------------------TGA 581 
                *******************  *********** ***                     **  
 
NbAGO1-1H       TTAACGTTGTCTCTCTTTGCCTTTTGTTATCTACACATTTTATTTTCTCTCTCTACAAAT 770 
NbAGO1-1L       TTAATGCAGTCTCTATTCGCTTTTTGTTATCTACACATTTGATTTTCTCTCTCTACAAAT 641 
                **** *  ****** ** ** ******************* ******************* 
 
NbAGO1-1H       CACACTCACCTATCACTCTCTTTCTCTCTCTACAAGCATATAGTGCCGTTTCTCTCTCTC 830 
NbAGO1-1L       CACGGTCACCTATCACTCTCTTTCTCTCTCTACAAACATATAGTGCCGTTTCTCTCTCG- 700 
                ***  ****************************** **********************   
 
NbAGO1-1H       CGCCTCTCTTCGTGTTTTAGGGCACCGTGGTGGTTGGTATCCTGGCGGCGGTTTTGAGGT 890 
NbAGO1-1L       -GCCTCTCTTCGTGTTTTAGGGCACCGTGGTGGTTGGTATCCAGGCGGCGGTTTTGAGGT 759 
                 ***************************************** ***************** 
 
NbAGO1-1H       ATATGATTTTACTGCGTATGTGTTAGTTTAGCTTTT-ACATTTTTCTGTTAGATCTAGCT 949 
NbAGO1-1L       ATATGATTTTACTGTTTATGTGTTAGTTTAGCTTTTTACGGTTTTTTGTTAGATCTAGCT 819 
                **************  ******************** **  **** ************** 
 
NbAGO1-1H       GGGTTTTTT--ATTGTGTTTTTTTTT-CGATCTAGGGGTTTTGCCTTGCACTGATAGTTT 1006 
NbAGO1-1L       GGTTTTTTTTTACTGTGTTTTTTTTTTCGATCTAGGGGTTTTGCCTTGCACTGATAGTTT 879 
                ** ******  * ************* ********************************* 
 
NbAGO1-1H       GATTTT-CTTGTTTTCTTTGAGTTCAGTTAATTATCAGATCTAAATGACAGTATGAGTTT 1065 
NbAGO1-1L       GATTTTTCTTGTTTTCGTTGAGCTCAGTTAATTATCAGATCTAAATGACAGTATGAGTTT 939 
                ****** ********* ***** ************************************* 
 
NbAGO1-1H       CTTTGTTTGCTTGTGTTATTAGTTTTTTCT---CATGTTGTATGTGCCTCGAAATGTAGA 1122 
NbAGO1-1L       CTTTGTTTGCTTATGTTATGAGTTTTTCTCATATATGTTGTATGTGC---GAAATAACGG 996 
                ************ ****** *******       *************   *****   *  
 
NbAGO1-1H       TTTTTAGAAGTTTGTTTGTTTCGTGGTTTATTTGAACTCTTCTCTTTTTGTGGGTTTTTC 1182 
NbAGO1-1L       TTTTTAGAAGTTTGTTTGTTTCGAGGTTTATTTTAACTCTTCTCTTTTTGTGTTTTTTCC 1056 
                *********************** ********* ******************  **** * 
 
NbAGO1-1H       CTCCAAAAATGTGAAGTTATGAGTTCAGTGTTGATCTGTTTATCACTTGTATGTTCTTTT 1242 
NbAGO1-1L       TTCCGAAAATGTGAAGTTATGAGTGCAGTGTTGAGCTGTTTATCACTTGTATTTTCTTTT 1116 
                 *** ******************* ********* ***************** ******* 
 
NbAGO1-1H       -GATATGTTA----GTTTTATAGACTGCTGTAAGGAAGTGAAATTTTGATTTCCGTTCGT 1297 
NbAGO1-1L       TGATATGTTACTTAGTTTTATAGACTGCTGTAAAGAAGTATATTTTTTATTTCCGTTCGT 1176 
                 *********    ******************* *****  * **** ************ 
 
NbAGO1-1H       GTATCATCCTGTTAGCTCTATTTTA----------------------------------- 1322 
NbAGO1-1L       TTATCATCCTGTTAGCTCTATTTTATTGATAGTACTCACTTACTGTCTCTTGTTGATGTC 1236 
                 ************************                                    
 
NbAGO1-1H       ------------------------------------------------------------ 
NbAGO1-1L       TTGAACCGAGGGTCTCCTAGAAACAGTCTCTCTGCCCTACATATCACCCTCTCCAGACCC 1296 
                                                                             
 
NbAGO1-1H       --------------------ATTGTT-----TGATGACTAGTTCTTAAGTGATTGC-TAA 1356 
NbAGO1-1L       CACTTGTGGGATTTTACTGGATTGTTGTTGTTGATGACTAGTTATTAAATGATTTCCTAA 1356 
                                    ******     ************ **** ***** * *** 
 
NbAGO1-1H       ACTATATGATTTTTTAAAATCATTATCCGGTTCCTCTTTGTTATACTGCATATGACACTC 1416 
NbAGO1-1L       ACTATATGATTTTTTCAAATCATTATTGGGTTCCTCTTTGTTATACTGCATATGACACTC 1416 
                *************** **********  ******************************** 
 43 
NbAGO1-1H       TTAAGGTGTGTTGCTGTAGTCCTGTGGAGGCTAAGGCTGTGAGTATGTCCTTTATATCTT 1476 44 
NbAGO1-1L       TTAAGGTGTGTTGCTATAGTCCTGTGGAGGCTAAGGCTGTGAGAATGTCCTTTATATCTT 1476 45 
                *************** *************************** **************** 46 
 47 
NbAGO1-1H       CTATAATTGCGTTTAAG-ATAAATGATTATATGGGTAACTAAACTGCCCATTGCTATATT 1535 48 
NbAGO1-1L       CTATACTTTTGTTTAAGCATAAATGATTATATGGGTAACTGAACTGCACATTGCTATATT 1536 49 
                ***** **  ******* ********************** ****** ************ 50 
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 51 
NbAGO1-1H       TTGATTAGTGAGGTTCTGTTCTTTGTTAAATTATAAACCTATATTTTTAACAACATTTGT 1595 52 
NbAGO1-1L       TTGATTAGTGAGGTTTTGTTCTTTGTTAAATTATAAACCTATATTTTTAACAACATTTGT 1596 53 
                *************** ******************************************** 54 
 55 
NbAGO1-1H       CTTGTTATCTTTGTTTATCAAGATTTATTGTTTTGTTCTATTTTGTTATCAATTTCAGAG 1655 56 
NbAGO1-1L       CCTGTTATCTTTGTTTATCAAGTTTTATTGTTTTGTTCTATTT-GTTACCATTTTCAGAG 1655 57 
                * ******************** ******************** **** ** ******** 58 
 59 
NbAGO1-1H       CAATCTGGATGGGAAGAAATTACCTTTTGGGTTTGGTAGTGAAAAATGTTTCTGTCAATA 1715 60 
NbAGO1-1L       AAACCCGGATGGGAAGAAATTGCCCTTTGGGTTTGGTAGTGAAAAGTGTTTCTATAAATA 1715 61 
                 ** * *************** ** ******************** ******* * **** 62 
 63 
NbAGO1-1H       CTTGTCTCTGAAAGAAACAGAAAAAAGTCTATCCGCTTTTTAATCACAAAACAAC----- 1770 64 
NbAGO1-1L       CTTGTCTCTGAAAGAAACAGAAAAAATTCTATCCGCTTTTTAATCACACAACAACAACAA 1775 65 
                ************************** ********************* ******      66 
 67 
NbAGO1-1H       ------------------------------------------------------------ 68 
NbAGO1-1L       CAACTACTACCCAGTATAGTCCCACAAAGTGGGGTCTGGGGAGGATAATATGTAGACGGG 1835 69 
                                                                             70 
 71 
NbAGO1-1H       ------------------------------------------------------------ 72 
NbAGO1-1L       CCTTACCCCTACCCGAAAGGGCAGAGAGGCTGTTTCCAATTGACCCTCGGCTCAGTGAAG 1895 73 
                                                                             74 
 75 
NbAGO1-1H       ------------------------------------------------------------ 76 
NbAGO1-1L       GAAAGGAACAACAAAAACAAAAACAACAACAAAAGAACATTAGTAGCTTCAGCAGAAATA 1955 77 
                                                                             78 
 79 
NbAGO1-1H       ------------------------------------------------------------ 80 
NbAGO1-1L       GCGTAAATAATTATCTAAGCATAAGAACCATAAATAAAATAGCATGCAATAATACCAAAC 2015 81 
                                                                             82 
 83 
NbAGO1-1H       ------------------------------CCAGTCGAAAGTAGTGTACCCTATTCTCTC 1800 84 
NbAGO1-1L       AGTCACTACCATAAATAATCACACAACAATCCAGTCGAAAAGAGTGTACCCTATTCTCTC 2075 85 
                                              **********  ****************** 86 
 87 
NbAGO1-1H       CTGTCGCCTTGTTTGAATTATGAATTCAATTAAGGTTGTCCTTGTAGGAGTGAATAGTTT 1860 88 
NbAGO1-1L       ATGTCGTCTTGGTTGAATTATGAATTCAATTAAGGTTGTACTTGTAGGAGTGAATAGTTT 2135 89 
                 ***** **** *************************** ******************** 90 
 91 
NbAGO1-1H       TATTTTGTGTTGTTTGTGGTCTTGAGAAATGGAAATTATATGAGGTTTTACCCTTTTGTT 1920 92 
NbAGO1-1L       TATTTTGCGTT--TTGGGGTCTTGAGAAATGGAAATTATATGAGCTTTTACGCTTTTGTT 2193 93 
                ******* ***  *** *************************** ****** ******** 94 
 95 
NbAGO1-1H       GCCCGCTAATGCGTTCTCTTTGATCATCAAATAATATGTCTAAAACCTTGGACATGTTTT 1980 96 
NbAGO1-1L       GCCCGCTAATGCGTTCTCGTTGATCATCAAACAA--TGTCTAAAACTTTGGACATGTTTT 2251 97 
                ****************** ************ **  ********** ************* 98 
 99 
NbAGO1-1H       TCTGTGAATCAAAGATGAATCTAGTGAAACCTTTTGTTTATGAGCTTGTTGCTGCATAAG 2040 100 
NbAGO1-1L       TCTTTGAATCATAGATGAATCTAGTGAAACCTTTTATTTAGGAGCTTGTTGCTGCATAAG 2311 101 
                *** ******* *********************** **** ******************* 102 
 103 
NbAGO1-1H       ATTATCCAGTGGATCTTTTTGTTGCTGTTTGCAATAAAAGTGGCTTGCTTGAACACATGC 2100 104 
NbAGO1-1L       ATTATACAGTGGATCTCTTTGTTGCTGTTTGCAATAAAAGTGGCTTGCTTGAACGCCTGC 2371 105 
                ***** ********** ************************************* * *** 106 
 107 
NbAGO1-1H       ACACGGATGTTAAGTTTGTGATTTATGGGGTTCAGCACAGAGATGTTTGGTTT---GTGA 2157 108 
NbAGO1-1L       ACATGGATGTTTAGTTTGTAATTTATAGGGTTCAGCACATAGATGTTTTTTTTTTTGTGA 2431 109 
                *** ******* ******* ****** ************ ********  ***   **** 110 
 111 
NbAGO1-1H       TTTATGGGGTTCTGGATCTGGAGCCTATAAGTTATCCTTAGGGCTCGTAGATTGGTATCA 2217 112 
NbAGO1-1L       TTTATGGAGTTCTGGATCTGGAGCCTATAAGTTGTCCTTAGGTCTCGTAGATTGGTATCA 2491 113 
                ******* ************************* ******** ***************** 114 
 115 
NbAGO1-1H       GATACAGGCAGCAGATATGCTTTTCGACGAGTATTATTAATTGTGTCTTGAGGAAAATGC 2277 116 
NbAGO1-1L       GATACAGGCAGCAGATACACTTTTTGACGAGTATTATTAATTGT--CTTGAGGAAAATGC 2549 117 
                *****************  ***** *******************  ************** 118 
 119 
NbAGO1-1H       TGTTGATCTCTTGAACATTTTT-AAGTGATAATCGTCCTTGGGTTGTTGTAGTTATTACC 2336 120 
NbAGO1-1L       TGTTGATCTCTTGAACATTTTTTAAGTGATAATCGTCCTCGTGTTGTTGTAGTTATTACC 2609 121 
                ********************** **************** * ****************** 122 
 123 
 124 
CODING region 125 
 126 
NbAGO1-1H        ATGGTGCGGAAGAAGAGAACTGATGTTCCTGGTGGTGCTGAGAGTTTTGAGTCCCATGAA 60 127 
NbAGO1-1L        ATGGTGCGGAAGAAGAGGACTGATGTTCCTGGTGGTGCTGAGAGTTTTGAGTCCCATGAA 60 128 
                 ***************** ****************************************** 129 
 130 
NbAGO1-1H        ACTGGATGGGGACGAGGTGGTGCTCAACGGCCATCACAGCAGCAGCAACATCAGCATCAG 120 131 
NbAGO1-1L        ACTGGAGGGGCACGAGGTGGTGCCCAACGCCCATCACAGCAGCAGCAACATCAGCATCAG 120 132 
                 ****** *** ************ ***** ****************************** 133 
 134 
NbAGO1-1H        CAAGGTGGAGGAAGAGGCTGGGCACCTCAGCATGGAGGACATGGTGGCCGTGGTGGTGGG 180 135 
NbAGO1-1L        CAAGGCGGAGGAAGAGGCTGGGCACCTCAGCATGGAGGACATGGTGGCCGTGGTGGTGGG 180 136 
                 ***** ****************************************************** 137 
 138 
NbAGO1-1H        GGAGCTCCACGTGGTGGAATGGCCCCTCAACAGTCCTATGGTGGACCTTCTGAATACTAC 240 139 
NbAGO1-1L        GGAGCTCCACGTGGTGGAATGGCCCCTCAACAATCCTATGGTGGACCTCCTGAATACTAC 240 140 
                 ******************************** *************** *********** 141 
 142 
NbAGO1-1H        CAACAGGGCAGGGGAACCCAGCAGTATCAACGAGGTGGAGGACAACCCCAGCGCCGTGGT 300 143 
NbAGO1-1L        CAACAGGGCAGGGGAACTCAACAGTATCAACGAGGTGGAGGACAACCCCAGCGCCGTGGT 300 144 
                 ***************** ** *************************************** 145 
                                         18nt INDEL 146 
NbAGO1-1H        GGCATGGGTGGCCATGGGGCACCTTCTGGTGGCCCTCCTCGGCCACCAGTACCCGAGCTG 360 147 
NbAGO1-1L        GGCATGGGGGGCCGTGGGGCAC------------------GGCCACCAGTACCCGAGCTG 342 148 
                 ******** **** ********                  ******************** 149 
 150 
NbAGO1-1H        CACCAAGCAACCCAGACTCAACATCAGCCTGTACCATATGGAAGACCATCAGAAACATAC 420 151 
NbAGO1-1L        CACCAAGCAACCCAGACTCCACATCAGCCTGTACCATATGGAAGACCATCAGAAACATAC 402 152 
                 ******************* **************************************** 153 
 154 
NbAGO1-1H        TCGGAGGCTGGTTCCTCGTCTCAGCCACCCGAACCAACGACACAGCAAGTGACTCAGCAA 480 155 
NbAGO1-1L        TCAGAGGCTGGTTCCTCGTCTCAGCCACCTGAACCAACGACACAGCAAGTGACTCAGCAA 462 156 
                 ** ************************** ****************************** 157 
 158 
NbAGO1-1H        TTCCAGCAACTTGTTGTGCAGCCAGAAGCAGCTGCAACCCAAGCAATACAACCAGCATCG 540 159 
NbAGO1-1L        TTCCAGCAACTTGTTGTGCAGCCAGAAGCAGCTGCAACCCAAGCAATACAACCAGCATCG 522 160 
                 ************************************************************ 161 
 162 
NbAGO1-1H        AGCAAGTCGATGAGGTTTCCACTCCGGCCAGGAAAGGGTAGTACTGGTATTAGATGCATA 600 163 
NbAGO1-1L        AGCAAGTCGATGAGGTTTCCACTCCGGCCAGGAAAGGGTAGTACTGGTATTAGATGCATA 582 164 
                 ************************************************************ 165 
 166 
NbAGO1-1H        GTTAAGGCCAATCACTTCTTTGCCGAGTTACCTGACAAAGATCTGCACCAGTATGATGTG 660 167 
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NbAGO1-1L        GTTAAGGCCAATCACTTCTTTGCCGAGTTACCTGACAAAGATCTCCACCAGTATGATGTG 642 168 
                 ******************************************** *************** 169 
 170 
NbAGO1-1H        AGTGTTCAAGCGTTGATAAGTGTTCTAGTTATGATCTTCCTTTATATTATCTAATGAGGG 720 171 
NbAGO1-1L        AGTGCTCAAGCATTGCTAAGTGTTCTAGTTATGATCTTCCTTTATATTATCTACTGAGGG 702 172 
                 **** ****** *** ************************************* ****** 173 
 174 
NbAGO1-1H        TCTATCTTGATAATTGCTTGTCATCTTTTCTAATGGCTTTCAGGTTTCAATTACTCCTGA 780 175 
NbAGO1-1L        TCTATCTTGATAATTGCTTGTCATCTTTTCTAATGGCTTTCAGGTTTCAATTACTCCTGA 762 176 
                 ************************************************************ 177 
 178 
NbAGO1-1H        GGTCGCCTCTCGGGGTGTCAACCGGGCTGTCATGGAGCAGCTGGTGAAGCTTTATAGAGA 840 179 
NbAGO1-1L        GGTCGCCTCTCGGGGTGTCAACCGTGCTGTCATGGAGCAGCTGGTGAAGCTTTATAGAGA 822 180 
                 ************************ *********************************** 181 
 182 
NbAGO1-1H        ATCCCATCTTGGGAAGAGGCTTCCAGCCTATGACGGAAGAAAAAGTCTATACACAGCAGG 900 183 
NbAGO1-1L        ATCCCATCTTGGGAAGAGGCTTCCAGCCTATGACGGAAGAAAAAGTCTATACACTGCAGG 882 184 
                 ****************************************************** ***** 185 
 186 
NbAGO1-1H        GCCCCTCCCTTTTGTTCAAAAGGATTTTAAAATCACTCTAATTGATGATGATGATGGACC 960 187 
NbAGO1-1L        ACCCCTCCCTTTTGTTCAAAAGGATTTTAAAATCACTCTAATTGATGATGATGATGGACC 942 188 
                  *********************************************************** 189 
 190 
NbAGO1-1H        TGGTGGTGCTAGGTGTGTCCCTAGGGTTTTGAGAAATCAGATTCAATTTTTAGCAATATT 1020 191 
NbAGO1-1L        TGGTGGTGCTAGGTATGTCCCTAGGGTTTTGAGAAATCAGATTCAGTTTT-AGCAATATT 1001 192 
                 ************** ****************************** **** ********* 193 
 194 
NbAGO1-1H        TAAT-TATCCTTTTTCTTATTTGTTGTTGCAGGAGGGAAAGAGAGTTTAAAGTTGTGATC 1079 195 
NbAGO1-1L        TAATATATCCTTTTTCTTATTTGTGGTTGCAGGAGGGAAAGAGAGTTTGAAGTTGTGATC 1061 196 
                 **** ******************* *********************** *********** 197 
 198 
NbAGO1-1H        AAGCTGGCGGCTCGTGCTGATCTTCATCACTTGGGGATGTTCTTACAAGGGAGACAGGCT 1139 199 
NbAGO1-1L        AAGCTGGCGGCTCGTGCTGATCTTCATCACTTAGGGATGTTCTTACAAGGGAGACAGGCT 1121 200 
                 ******************************** *************************** 201 
 202 
NbAGO1-1H        GATGCACCGCAAGAAGCACTTCAGGTGCTGGATATTGTGCTACGTGAGTTGCCAACATCT 1199 203 
NbAGO1-1L        GATGCACCGCAAGAAGCACTTCAGGTGCTGGATATTGTGCTACGCGAGTTGCCAACGTCT 1181 204 
                 ******************************************** *********** *** 205 
 206 
NbAGO1-1H        AGGTATGGTTCTTGAACTGCTATAATATCTGTTCGTCAAAAATATTGAATCCTTCTCAAA 1259 207 
NbAGO1-1L        AGGTATTGTTCCTGAACTGCTATAATATCTGTTTGTCACAAATATAGATTCCTTTTCAAA 1241 208 
                 ****** **** ********************* **** ****** ** ***** ***** 209 
 210 
NbAGO1-1H        TGATTTATTTATTTATCTTTTCCCCTTTATCACGGTTGACTGTAGGTATTGTCCTGTGGG 1319 211 
NbAGO1-1L        TTATTTATTTATTTATCTTTTCCCCTTTATCATGGTTGACTGCAGGTATTGTCCTGTGGG 1301 212 
                 * ****************************** ********* ***************** 213 
 214 
NbAGO1-1H        CCGCTCTTTCTATTCCCCTCATTTAGGACGAAGACAACCACTGGGTGAAGGTTTAGAGAG 1379 215 
NbAGO1-1L        CCGCTCTTTCTATTCCCCTAATTTAGGACGAAGACAACCACTGGGTGAAGGTTTAGAGAG 1361 216 
                 ******************* **************************************** 217 
 218 
 219 
NbAGO1-1H        CTGGCGTGGCTTCTATCAAAGTATTCGTCCTACACAGATGGGATTATCCCTGAATATTGG 1439 220 
NbAGO1-1L        CTGGCGTGGCTTCTATCAAAGTATTCGTCCTACACAGATGGGATTATCCCTGAATATTGG 1421 221 
                 ************************************************************ 222 
 223 
NbAGO1-1H        TCAGCACAATTTTCATGACTTTGTTAAATCCTGGTTTTTGTTGCTTGATTTAGTAGAACT 1499 224 
NbAGO1-1L        TCAGCACAATTTTCATGACTTTGTTAAATCCTGGTTTTTGTTGCTTGATTTAGTAGAACT 1481 225 
                 ************************************************************ 226 
 227 
NbAGO1-1H        AGTAACTGATTGCCAGTCAAGCTCAGTACTTTTACCATAATGC----------------- 1542 228 
NbAGO1-1L        AGTAACTGATTGCCAGTCAAGCTCAGTACTTTTACCATAATGCCGACTTTGTTAAATCCT 1541 229 
                 *******************************************                  230 
 231 
NbAGO1-1H        ------------------------------------------------------------ 232 
NbAGO1-1L        GGTTTTTGTAGCTTGATTCAGTAGAACTAGTAACTGATTGCCAGTCAAGCACAGTACTTT 1601 233 
                                                                              234 
 235 
NbAGO1-1H        -----------TTGTCTGTACTGAGTACACATTTCTCATCATTGTGCACTTTTGTATATT 1591 236 
NbAGO1-1L        TGCCATAATGCTTGTCTGTACTGAGTACACATTTCTCATCATTGTGCACTTTTGTATATT 1661 237 
                            ************************************************* 238 
 239 
NbAGO1-1H        GGTGGAACAGATATGTCTTCCACGGCTTTCATTGAGCCACTGCCGATTATTGACTTCGTG 1651 240 
NbAGO1-1L        GGTAGAACAGATATGTCTTCCACGGCTTTCATTGAGCCACTGCCGATTATTGACTTTGTG 1721 241 
                 *** **************************************************** *** 242 
 243 
NbAGO1-1H        AGCCAGCTTCTGAATCGGGATATCTCTTCTAGACCACTGTCTGATGCTGACCGCGTTAAG 1711 244 
NbAGO1-1L        AGCCAGCTTCTGAATCGTGATATCTCTTCTAGACCACTGTCTGATGCTGACCGCGTTAAG 1781 245 
                 ***************** ****************************************** 246 
 247 
NbAGO1-1H        GTTGGTTTTGACACTTGACATTCTTATTCATGATTATGTCATAATCTATCTGAATTTCTT 1771 248 
NbAGO1-1L        GTTGGCTTTGACATTTGACTATCTTACGCATGATTGTGTCATAATCTATCCGAATTTCTT 1841 249 
                 ***** ******* *****  *****  ******* ************** ********* 250 
 251 
 252 
NbAGO1-1H        ACTGTTGCCAGTGATTGACTCGATACTTGGATTCTTCAAATATTAGGGTCATTTACATTT 1831 253 
NbAGO1-1L        ACTGTTGCCAGTGATTGACTCGATACTTGGATTCTTCAAATATTAGGGTCATTTACATTT 1901 254 
                 ************************************************************ 255 
 256 
NbAGO1-1H        TTTCTTTCAGGTTATTTGGCTACTTTTGCTTTAACTTCATTGAACTGCAGATAAAGAAGG 1891 257 
NbAGO1-1L        TT-CTTTCAGGTTGTTTGGCTACTTTTGTATTAACTTCATTGAACTGCAGATAAAGAAGG 1960 258 
                 ** ********** **************  ****************************** 259 
 260 
NbAGO1-1H        CACTGAGAGGTGTAAAGGTGGAGGTCACTCATCGTGGAAATATGCGGAGGAAGTATCGCA 1951 261 
NbAGO1-1L        CCCTGAGAGGTGTAAAGGTGGAGGTCACTCATCGTGGAAATATGCGGAGGAAGTATCGCA 2020 262 
                 * ********************************************************** 263 
 264 
NbAGO1-1H        TTTCTGGCTTGACGTCTCAAGCAACAAGAGAGTTGACGTATGTATCTGGCTTAGTATAAT 2011 265 
NbAGO1-1L        TTTCTGGCTTGACGTCTCAAGCGACAAGAGAGTTGACGTATGTATTTGGCTTAGTATAAT 2080 266 
                 ********************** ********************** ************** 267 
 268 
NbAGO1-1H        TATGATATTACTTTTTTCTCTGTTTATATCCAGTCTTGACCATAAACCTTTTTCATTTGG 2071 269 
NbAGO1-1L        AATGATATTACTTTTTTCTCTGTTCATATCCAGTCTTGACCATAAACCTTTTACATTTGG 2140 270 
                  *********************** *************************** ******* 271 
 272 
NbAGO1-1H        ATTATATATAGGTGTAATTAGTGGTGTGCCTTCTGTTCTTTTAATGTTCTGTCGTCTATA 2131 273 
NbAGO1-1L        ATTATATATAGGTGTAATTGGTGGCGTGCCTTCTGTGCTTTTAATGTTCTGTTGTCTAT- 2199 274 
                 ******************* **** *********** *************** ******  275 
 276 
NbAGO1-1H        TGTGGGATTTTCTCATCGTGCTAATCCTTGCTTTTATTTGTTTTGGGCAGTTTTCCTGTC 2191 277 
NbAGO1-1L        -GTGGGATTTTCTCATCGTGCTAATCCTTGCTTTTATTTGTTTTGGGCAGTTTTCCTGTC 2258 278 
                  *********************************************************** 279 
 280 
NbAGO1-1H        GATGAAAGGGGTACGATGAAAGCTGTTGTGGAATATTTTGGGGAAACCTATGGTTTTGTC 2251 281 
NbAGO1-1L        GATGAAAGGGGTACCATGAAAGCTGTTGTGGAATATTTTCGGGAAACCTATGGTTTTGTC 2318 282 
                 ************** ************************ ******************** 283 
 284 
NbAGO1-1H        ATTCGGCATACCCAGTTGCCTTGTCTTCAAGTTGGAAATACGCAGAGGCCAAATTACTTG 2311 285 
NbAGO1-1L        ATTCGGCATACCCAGTTGCCTTGTCTTCAAGTTGGAAATACGCAGAGGCCAAATTACTTG 2378 286 



 

 6

                 ************************************************************ 287 
 288 
NbAGO1-1H        CCAATGGAAGTAGGTGCCTTTCTCATTGATAACTAGTCTTTTCTAAGTATCTTGTGTATT 2371 289 
NbAGO1-1L        CCAATGGAAGTAGGTGCCTTTCTCATTGATAACTAGTCTTTTCTAAGTATCTTGTGTATT 2438 290 
                 ************************************************************ 291 
 292 
NbAGO1-1H        TTATGTGCTTACATATCTTGAGTCCAGGTATGTAAGATTGTGGAGGGACAGAGATACTCA 2431 293 
NbAGO1-1L        TTATGTGCTTACATATCTTGAGTCCAGGTATGTAAGATTGTGGAGGGACAGAGATACTCA 2498 294 
                 ************************************************************ 295 
 296 
NbAGO1-1H        AAGCGCTTGAATGAGAGGCAGATAACAGCACTTCTAAAAGTGACCTGCCAGCGTCCTCAA 2491 297 
NbAGO1-1L        AAGCGCTTGAATGAGAGGCAGATAACAGCACTTCTAAAAGTGACCTGCCAGCGTCCTCAA 2558 298 
                 ************************************************************ 299 
 300 
NbAGO1-1H        GAGAGAGAACGTGATATTCTTCAGGTTGGATCTTGCTTCTGAAACTGTTTCTATTACTCT 2551 301 
NbAGO1-1L        GAGAGAGAACGTGATATTCTTCAGGTTGGATCTTGCTTCTGAAACTGTTTCTATTACTCT 2618 302 
                 ************************************************************ 303 
 304 
NbAGO1-1H        TATCCTAATAATGAGGTTCGTAGCCAATGTGTAATCTGTATGATTTATGTCCCTTTTTTG 2611 305 
NbAGO1-1L        TATCCTAATAATGAGGTTCGTAGCCAATGTGTAATCTGTATGATTTATGCCCCTCGTTTG 2678 306 
                 ************************************************* ****  **** 307 
 308 
NbAGO1-1H        TTAATTGTTTTATGTGAACCTTGACGTAGCTATCTTTCTTTGTTAAGTTTTATTGCCTTG 2671 309 
NbAGO1-1L        TTAATTGCTTTATGTGAACCTTGACGTAGCTATCTTCCTTTGTTAAGTTTTATTGCCTTC 2738 310 
                 ******* **************************** **********************  311 
 312 
NbAGO1-1H        TTTCATGTACCAGTTATGGTATTTTTTGAGAAGGATGCACACATTATAATATTTGTTTGT 2731 313 
NbAGO1-1L        TGTCATGTACCAGTTATGGTACTTTTTGAGAAGGATGCACGCATTATGGTATTTGTTTGT 2798 314 
                 * ******************* ****************** ******  *********** 315 
 316 
 317 
NbAGO1-1H        CAATGATGCCTGAGTAAAGGCTTCTCTATGGTGAGGAGGAACGCAATGAGAGTATGGTAA 2791 318 
NbAGO1-1L        CAATGATGCCTCGGTAAAGGTTTTTCTACGATGAGGAGGAATGCAATGACAGTATGGTAA 2858 319 
                 ***********  ******* ** **** * ********** ******* ********** 320 
 321 
NbAGO1-1H        TAAATTTCCAAGATTTTTCC-GTGGTCATTGGCGAATGCAGAATTTTTCACAAGTAGTGT 2850 322 
NbAGO1-1L        TAAATTTCCAAGATTTTCCCCGTGGTCATTGGCGAATGCAGAATTTTTCACAAGTGGTGT 2918 323 
                 ***************** ** ********************************** **** 324 
 325 
NbAGO1-1H        CATATTTAAATAAATTAACACA--AATACAAATGTTGTAGGAAGATCATGTAAATTAAAA 2908 326 
NbAGO1-1L        CACATTTAAATAAATTAACACATAAATAAAAATGTTGTAGGAAGATCATATAAATTTAAA 2978 327 
                 ** *******************  **** ******************** ****** *** 328 
 329 
NbAGO1-1H        GAAATTTTAAAAAAA--GAAAGCAAAAGAAGGAAAAAGAACTATAACCTTTGTCACAAGT 2966 330 
NbAGO1-1L        GAAATTAAAAAAAAAAAGAAAGCAAAAGAAGGAAAAA-AACTA-AACCTTTGTCACAAGT 3036 331 
                 ******  *******  ******************** ***** **************** 332 
 333 
NbAGO1-1H        AAAGATGACACCAATTGGCAAGATTGGTAGTATATTGCAGAGGGGTGTCCAGTCCAAAAG 3026 334 
NbAGO1-1L        AAAGATGACACTACTTAGCAAGATTGGTCGTATATTGCAGAGGGGTGTCAAGTCCTGAAG 3096 335 
                 *********** * ** *********** ******************** *****  *** 336 
 337 
NbAGO1-1H        TATTTAAATGAATTTGCTAAAAGGAAAAATAAGGCAAAT-TACAGCAGGGAAGAATTGAT 3085 338 
NbAGO1-1L        TATTTAAATTAATTTGCTAAAAGAAAAAATAAGGCAAATATACAGCAGGGAAGAATTGAC 3156 339 
                 ********* ************* *************** *******************  340 
 341 
NbAGO1-1H        CTTGTAACCTCCCGGATAAAACGTAGCATCTCTC----------TTGCACCAGACAAATT 3135 342 
NbAGO1-1L        CCTGTAACCTCCTGGATAAACCATAGCATCCCCCCCTCCCCCCCTTGCACCAGACAAATT 3216 343 
                 * ********** ******* * ******* * *          **************** 344 
 345 
NbAGO1-1H        TTGTTTGCCAAGTGGTGTTATCCATTAATATCAGAATGTTTT----TT------------ 3179 346 
NbAGO1-1L        T-GTTTGTCAAGTGGTGTCATCCATTAATATTAGAATGTTTTAATGTTCATAATTAAAAA 3275 347 
                 * ***** ********** ************ **********    **             348 
 349 
NbAGO1-1H        -------------ATGTTCAGATA-ACATATATATAAA---------------------- 3203 350 
NbAGO1-1L        AATATATATACACATGTATATATATATATATATATATATATATATATATATATATATACA 3335 351 
                              ****  * *** * ********* *                       352 
 353 
NbAGO1-1H        ---------------------------------------ATAAATTTTTCATCGAACCGG 3224 354 
NbAGO1-1L        CATGTGTGTGTATATATATATATACACATGTATATATATAAAAAATTTTCATCGAAGCGG 3395 355 
                                                        * *** *********** *** 356 
 357 
 358 
 359 
NbAGO1-1H        TGTCACATGACCCGGCTTCATCCAATATAAATCTACCCCTGCCCGTGGTTTTTAGTTAAT 3284 360 
NbAGO1-1L        TGTCACATGAACCCGCTTCATCCAATATAAATCTGCCCCTGCCTGTGGTTTTTAGTTAAT 3455 361 
                 ********** ** ******************** ******** **************** 362 
 363 
NbAGO1-1H        AAATGTAGAACTGTGGCAAAGGGAATGGCAATGAGTGACCCAATGATTCATATTTGTTTT 3344 364 
NbAGO1-1L        AAATGTAGAACTGTGGCGAAGGGAATGGCAATGAGTGACG-AAGGATTCATTTTTGTTTT 3514 365 
                 ***************** *********************  ** ******* ******** 366 
 367 
NbAGO1-1H        TATGGGTGTTACGAAGTGTGGTTTATTTGGTGAAAGGGTTGAATTTAGTTAGTAGAGTGT 3404 368 
NbAGO1-1L        TATGAGTATTACAAAGTGTGGTTTATTTGGTGAAAGGGTTGAATTTAGTTAGTAGAGTGT 3574 369 
                 **** ** **** *********************************************** 370 
 371 
NbAGO1-1H        TCATTTTGATACAATTGCTGGTTCGTAATTGTACATGTAATTGTGCATCATAGCAGAACA 3464 372 
NbAGO1-1L        TCATTTTGATACAATTGCTGGTTCGTAATTGTACATGTAGTTGTATATCATAGCAGAACA 3634 373 
                 *************************************** ****  ************** 374 
 375 
NbAGO1-1H        CTTTCAAGTTGTCGTGGTCAAAATGTTTACAATGAGATCTTTTATGA-AAGCTTAGTGGG 3523 376 
NbAGO1-1L        CTTTCAAGTTGTTGTGGACGAAGTGTTTACAATGAGAT-TTTTATGACAAGCTTAATGGG 3693 377 
                 ************ **** * ** *************** ******** ******* **** 378 
 379 
NbAGO1-1H        AACACTCTTACAGGATAAATTT--GTTGTTTGTGGGTCTTGTACACTTGATACTCCTTGG 3581 380 
NbAGO1-1L        AACACTCTTACTGGATAAATTTTTGTTGTCTGTGCGTCTTGTACACTAGATACTCCTTGG 3753 381 
                 *********** **********  ***** **** ************ ************ 382 
 383 
NbAGO1-1H        TAGTCAAGGTATTCACTGATTGCTTTAGTGTTTTTCTCGGGCAAAACTTTTCCATCTTGC 3641 384 
NbAGO1-1L        TAGTCAAGGTATTCACTGATTGCTTTAGTGTTT--CTCGGGCAAAACTTTTCCATCTT-- 3809 385 
                 *********************************  ***********************   386 
 387 
NbAGO1-1H        TCTTCCTGCATATTTTTCAGGCTAATTTCAGGCCTTTTTTGCCATGTTATCTGTATTTAC 3701 388 
NbAGO1-1L        ------------------------------------------------------------ 389 
                                                                              390 
 391 
NbAGO1-1H        AATCTATTATTTTTTTTCCATCTTACACTTCCTGCATGTTTTTCAGTATAAATTCAGGCC 3761 392 
NbAGO1-1L        ------------------------ACACTTCCTGCATGTTTTTCAGTATAAATTCAGGCC 3845 393 
                                         ************************************ 394 
 395 
NbAGO1-1H        TTTTTGCAATGTTATCTGTATTTAAAATCTAATACTTCCTTTTATTAGACTGTTCATCAC 3821 396 
NbAGO1-1L        TTTTTGCAATGTTATCTGTATTTAAAATCTAATACTTCCTTTTATTAGACTGTTCATCAC 3905 397 
                 ************************************************************ 398 
 399 
NbAGO1-1H        AATGCTTATGCTGATGACCCATATGCGAAGGAGTTTGGTATTAAGATCAGTGAGAAGCTT 3881 400 
NbAGO1-1L        AATGCTTATGCTGATGACCCATATGCGAAGGAGTTTGGTATTAAGATCAGTGAGAAGCTT 3965 401 
                 ************************************************************ 402 
 403 
NbAGO1-1H        GCTCAAGTTGAGGCTCGCGTTTTGCCTGCACCTTGGGTAAGTTGAAGCTTTCTCTAGTTT 3941 404 
NbAGO1-1L        GCTCAAGTTGAGGCTCGCGTTTTGCCTGCACCTTGGGTAAGTTGAAGCTTTCCCTAGTAT 4025 405 
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                 **************************************************** ***** * 406 
 407 
NbAGO1-1H        GTTTGGTGTGATCATGTGATTGAGGGTGATGCTATAACTAATCCTTCTTGATATAAGATA 4001 408 
NbAGO1-1L        GTTTGATGTGATCATGTGATTGAGGGTGATGTTATAACTAATCCTTCTCAATTTA-GATA 4084 409 
                 ***** ************************* ****************  ** ** **** 410 
 411 
NbAGO1-1H        TTCT--TGCTGCAGATCTTTGCTTTTGTGAATTAAGCTTATTGTAGGATTGTGAAATTAT 4059 412 
NbAGO1-1L        TTCTCTTGCTGCAGATCTTTGCTTTGGTGAATTAAGCTTATTATAGGATTGTGAAATTAT 4144 413 
                 ****  ******************* **************** ***************** 414 
 415 
 416 
 417 
NbAGO1-1H        TTTAATTGTTTCTGCAGCTTAAATACCATGATACAGGTCGAGAGAAAGACTGTCTGCCAC 4119 418 
NbAGO1-1L        GTTAATTGTTTCTGCAGCTTAAATACCATGATACAGGTCGAGAGAAAGACTGTCTGCCGC 4204 419 
                  ********************************************************* * 420 
 421 
NbAGO1-1H        AAGTGGGCCAGTGGAATATGATGAATAAGGTAACTGAAAGTAGCATAGTCGAGATTCCTG 4179 422 
NbAGO1-1L        AAGTGGGCCAGTGGAATATGATGAATAAGGTAACTGATAGTAGCATTATCGAGAT----- 4259 423 
                 ************************************* ********  *******      424 
 425 
NbAGO1-1H        TAGTTGGTTTGACTGTCATTTCTATGCAGATAAATACCATTGATTTTAGTGTGTGGTCTT 4239 426 
NbAGO1-1L        -----------------------------------------------AACGTATG----- 4267 427 
                                                                *  ** **      428 
 429 
NbAGO1-1H        TCAAGATTTGCCTGGTTTTGCCACTGAACACTAATCTTTAGGTCTTTGCTTATATATAGT 4299 430 
NbAGO1-1L        ---------------------------------------------TTGCT---------- 4272 431 
                                                              *****           432 
 433 
NbAGO1-1H        TTAGCTGGTCTTGCCTTGTTGGCACTTGTTTACGCTACATGTAGCTTATGACAAAATACC 4359 434 
NbAGO1-1L        --AGCT-------------TGGTACC-------------------------CAAA----- 4287 435 
                   ****             *** **                          ****      436 
 437 
NbAGO1-1H        TAACCTTAAGGAACTTCCAGTTTGTTTGTTTTGTGCTTTCTTTTTTGATCTTGTAAATAT 4419 438 
NbAGO1-1L        ----------------------------------------------GATATTGAAA---- 4297 439 
                                                               *** *** **     440 
 441 
NbAGO1-1H        CCTAGAGCAATACAACTCATCATTATATTGGTGGTCAAAAAGTAGTTTGGGTACTTTTTA 4479 442 
NbAGO1-1L        ----------------------------TGGCG---------TAGT-------------- 4306 443 
                                             *** *         ****               444 
 445 
NbAGO1-1H        TTACTAATTCAAGACCATGCATTTAATATTGTCCCCTTAGCTGATGAGAGATAGAATCCA 4539 446 
NbAGO1-1L        ------------------------------------------------------AATC-- 4310 447 
                                                                       ****   448 
 449 
NbAGO1-1H        TTTTTCTGATTCCGGTGGTTCGGTCGTATGATTTATCATGGACGTCGATCCATCTACTTT 4599 450 
NbAGO1-1L        ------------------------------------------------------------ 451 
                                                                              452 
 453 
NbAGO1-1H        AGCTGCACCTTAGGATGATATAGCCCTAAAAGTGAATAGTGGGGTTCAAACAAGGAAAAA 4659 454 
NbAGO1-1L        -------------AATGAAACAGCC------------AGAGGG----------------- 4328 455 
                               **** * ****            ** ***                  456 
 457 
NbAGO1-1H        CCTAAGGTATTGGCACCCAAGTACATTGAAATGGTGTAGTAATTGCCATGTCGATTGTCT 4719 458 
NbAGO1-1L        ------------------------------------------TTGCCATGTCTATTGTCT 4346 459 
                                                           ********** ******* 460 
 461 
NbAGO1-1H        ACTCTGTTTGGATTTTCGGACAGTGTTGGA-GCTTTAATTATTTACTCTTCGCTTTATTA 4778 462 
NbAGO1-1L        ACTCTGTTTGGATTTTCTGACAGTGTTGGATGCTTTAATTATTTATTCTTTGCTTTTTTA 4406 463 
                 ***************** ************ ************** **** ***** *** 464 
 465 
 466 
NbAGO1-1H        TTTTTGACAGAAAATGGTTAATGGAGGAACAGTGAACAACTGGATCTGTGTAAACTTTTC 4838 467 
NbAGO1-1L        TTGTTGACAGAAAATGGTTAATGGAGGAACAGTGAACAACTGGATCTGTGTAAACTTTTC 4466 468 
                 ** ********************************************************* 469 
 470 
NbAGO1-1H        TCGCAATGTGCAAGACACAGTTGCACGTGGATTTTGTTCCGAGCTTGCACAAATGTGCAT 4898 471 
NbAGO1-1L        TCGCAATGTGCAAGACACAGTTGCACGTGGATTTTGTTCTGAGCTTGCACAAATGTGCAT 4526 472 
                 *************************************** ******************** 473 
 474 
NbAGO1-1H        GATATCCGGAATGGTAATTCAGAAGTTCCAGTTTCCCCCCTTTTCTCCCTGTATCTATTT 4958 475 
NbAGO1-1L        GATATCCGGAATGGTAATTTAGCAGTTCCAGTTTTCCCCCTTTTCTCCCTTTATCTATTT 4586 476 
                 ******************* ** *********** *************** ********* 477 
 478 
NbAGO1-1H        GATGATCCTGAGATATTACAGTTTAAGATACTATTGTCTTTGTAGAACTTCAATCCCAAT 5018 479 
NbAGO1-1L        GATAATCCTGAGATATAACAGTCCAAGGTACTTTTGTCTTTGTAGAACTTCAACCCCAAT 4646 480 
                 *** ************ *****  *** **** ******************** ****** 481 
 482 
NbAGO1-1H        CCTGTTCTACCACCAGTGAGTGCTCGCCCTGATCAAGTTGAGAGAGTCTTGAAAACTCGA 5078 483 
NbAGO1-1L        CCTGTTCTACCACCAGTGAGTGCTCGCCCTGATCAAGTTGAGAGAGTCTTAAAAACTCGA 4706 484 
                 ************************************************** ********* 485 
 486 
NbAGO1-1H        TTTCACGATGCTATGACAAAGTTGCAGCCAAATGGGAGAGAGCTAGATCTTTTGATTGTG 5138 487 
NbAGO1-1L        TTTCACGATGCTATGACAATGTTGCAGCCAAATGGGAGAGAGCTAGATCTTTTGATTGTG 4766 488 
                 ******************* **************************************** 489 
 490 
NbAGO1-1H        ATATTACCAGACAATAACGGCTCTCTTTATGGTACAAGCCTAGAATGGTGAAATTCTTAT 5198 491 
NbAGO1-1L        ATATTACCAGACAATAACGGCTCTCTTTATGGTACAAG----------------TCATAG 4810 492 
                 **************************************                ** **  493 
 494 
NbAGO1-1H        GGTGCTTTTGCAAACTCCTGGAATATGCTACAGCTGAAATTTTTTACTTCTTTTCCTAGG 5258 495 
NbAGO1-1L        GGTGCTTTTGCAAACTCATGGAATATGCTACAGCTGAAATTTTT-ACTTCTTTTCCTAGG 4869 496 
                 ***************** ************************** *************** 497 
 498 
NbAGO1-1H        TGATCTAAAACGGATTTGTGAAACTGAACTTGGAATTGTCTCACAATGCTGCTTGACAAA 5318 499 
NbAGO1-1L        TGATCTAAAACGGATTTGTGAAACTGAACTTGGAATTGTCTCGCAATGCTGCTTGACAAA 4929 500 
                 ****************************************** ***************** 501 
 502 
NbAGO1-1H        ACATGTATTTAAGATGAGCAAGCAGTATTTAGCTAATGTATCCCTGAAGATAAATGTGAA 5378 503 
NbAGO1-1L        ACATGTATTTAAGATGAGCAAGCAGTATTTAGCCAATGTATCCCTGAAGATAAATGTGAA 4989 504 
                 ********************************* ************************** 505 
 506 
NbAGO1-1H        GGTTGGAGGAAGAAATACTGTGCTGGTTGATGCGCTCTCTAGACGAATTCCCCTTGTCAG 5438 507 
NbAGO1-1L        GGTTGGAGGAAGAAATACTGTGCTGGTTGATGCGCTCTCTAGACGAATTCCCCTTGTCAG 5049 508 
                 ************************************************************ 509 
 510 
NbAGO1-1H        CGACCGCCCAACTATCATTTTTGGTGCAGATGTCACCCATCCCCACCCTGGGGAGGATTC 5498 511 
NbAGO1-1L        CGACCGCCCAACTATCATTTTTGGTGCAGATGTCACCCATCCCCACCCTGGGGAGGATTC 5109 512 
                 ************************************************************ 513 
 514 
NbAGO1-1H        TAGCCCGTCAATTGCTGCGGTAAAAGCTGTAGACTTCATTCTTTTGGTTTCATGAATCCA 5558 515 
NbAGO1-1L        TAGCCCGTCAATTGCTGCGGTAAAAGCTGTAGACTTCATTCTTTTGGTTTCATGAATCCA 5169 516 
                 ************************************************************ 517 
 518 
NbAGO1-1H        CTCCCTTCATCTAAATATCTGAAGCAAAGAAGTGCTAACTTTTCATATCTTTCAG----- 5618 519 
NbAGO1-1L        CTCCCTTCATCTAAATATCTGAAGCAAAGAAGTGCTAACTTTTCATATCTTTCAGGTGGT 5229 520 
                 ************************************************************ 521 
 522 
NbAGO1-1H        ------------------------------------------------------------ 5655 523 
NbAGO1-1L        TGCTTCTCAAGATTGGCCTGAAATTACAAAGTATGCTTTGCTGTAGACTTCATTCTTTTG 5289 524 
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                 *************************************                        525 
 526 
NbAGO1-1H        ------------------------------------------------------------ 527 
NbAGO1-1L        GTTTCACGAATCCACTCCCTTCATCTATATATCTGAAGCAAAGAAGCGCTAACTTTTCAT 5349 528 
                                                                              529 
 530 
NbAGO1-1H        ---------GTGGTTGCTTCTCAAGATTGGCCTGAAATTACAAAGTATGCTGGTTTGGTT 5664 531 
NbAGO1-1L        ATCTTTCAGGTGGTTGCTTCTCAAGATTGGCCTGAGATTACAAAGTATGCTGGTTTGGTT 5409 532 
                                                                    ********* 533 
 534 
NbAGO1-1H        TCTGCTCAAGCGCATAGGCAAGAGCTTATACAAGATCTGTACAAGACTTGGCAAGATCCA 5724 535 
NbAGO1-1L        TCTGCTCAAGCGCATAGGCAAGAGCTTATACAAGATCTGTACAAGACTTGGCAAGATCCA 5469 536 
                 ************************************************************ 537 
 538 
NbAGO1-1H        GTTAGAGGACCTGTGACTGGTGGCATGATAAAGTATT--GCCTTTTTCTTTCCTTATTTT 5782 539 
NbAGO1-1L        GTGAGAGGACCTGTTACTGGTGGCATGATAAAGTATTCCGCCTTTTTCTTGACTTATTTT 5529 540 
                 ** *********** **********************  ***********  ******** 541 
 542 
NbAGO1-1H        CAAGGAACATGTCTTGATTTTCAAGTTTCAAGCTAATGGACTTAATTTTGCTTCTGACTG 5842 543 
NbAGO1-1L        CAAGGAACATGTCTTGATTTTCAAGTTTCAAGCTAATGGACTTAATTTTGCTTCTGGCTG 5589 544 
                 ******************************************************** *** 545 
 546 
NbAGO1-1H        ATGGTCTATCTCACTTATAACTCAGGGAATTACTTATTTCCTTCCGTCGAGCAACTGGAC 5902 547 
NbAGO1-1L        ATAGTCTATCTCACTTATAACTCAGGGAATTGCTTATTTCCTTCCGTCGAGCAACTGGAC 5649 548 
                 ** **************************** **************************** 549 
 550 
NbAGO1-1H        AGAAGCCGCAGAGAATTATATTCTACAGGTATTGTTGAATAACGCTTCTATACCTGCATT 5962 551 
NbAGO1-1L        AGAAGCCTCAGAGAATTATATTCTATAGGTATTGTTGAATAACGCTTCTATACCTGCATT 5709 552 
                 ******* ***************** ********************************** 553 
 554 
NbAGO1-1H        ATAAAAATTTCTGTTCCTTTTG-------------------------------------- 5984 555 
NbAGO1-1L        ATAGAAATTTCTGTTCCTTTTTGTCTGAAATGGATTATCCTTTTCCCTTCAGATATGGTG 5769 556 
                 *** *****************                                        557 
 558 
NbAGO1-1H        -----------------------------TGTCTAAAATGAATTATCCTTTTCCCTTCAG 6015 559 
NbAGO1-1L        TTAGCATTATAGAAATTTCTGTTCCTTTTTGTCTGAAATGGATTATCCTTTTCCCTTCAG 5829 560 
                                              ***** ***** ******************* 561 
 562 
NbAGO1-1H        AGATGGTGTTAGTGAAGGACAATTTTACCAAGTTCTTCTTTTTGAACTTGATGCAATCCG 6075 563 
NbAGO1-1L        AGATGGTGTTAGTGAAGGACAGTTTTATCAAGTTCTTCTTTTTGAACTTGATGCAATCCG 5889 564 
                 ********************* ***** ******************************** 565 
 566 
NbAGO1-1H        CAAGGTATTTTCCCTTCTGTTATACCTTACTCTGCCTGTTTACTATAAACTCTGGATTTG 6135 567 
NbAGO1-1L        CAAGGTATTTTCCCTTCTGTTATACCTTACTCTGCCTGTTTACTATAAACTCTGAATTTC 5949 568 
                 ****************************************************** ****  569 
 570 
NbAGO1-1H        TCT--ATTTTTTGGACCATGAATATGGGTAGAAAAAAAGCTTGCCCTTTTTATTTGTTAG 6193 571 
NbAGO1-1L        TCTCTATTTTCTGGACCATGAAGATGGGTAGAAAACAAGCTTGCCCTTTTTATTTGTTAG 6009 572 
                 ***  ***** *********** ************ ************************ 573 
 574 
NbAGO1-1H        AAGGTATGAACTGACTTGAACCCAATTCAGGCATGTGCATCTTTAGAACCCAACTATCAG 6253 575 
NbAGO1-1L        AAGGTATGAACTGACTTGAACCCAATTCAGGCATGTGCATCTTTAGAACCCAACTATCAG 6069 576 
                 ************************************************************ 577 
 578 
NbAGO1-1H        CCCCCGGTTACGTTTGTTGTGGTCCAGAAACGGCATCATACTAGGTTGTTTGCCAATAAC 6313 579 
NbAGO1-1L        CCCCCAGTTACATTTGTTGTGGTCCAGAAACGTCATCATACTAGGTTGTTTGCCAATAAC 6129 580 
                 ***** ***** ******************** *************************** 581 
 582 
NbAGO1-1H        CACCACGACAGAAATGCAGTTGATCGGAGTGGGAACATTTTGCCTGGTGAGTATTAGTCT 6373 583 
NbAGO1-1L        CACCACGACAGAAATGCAGTTGATCGGAGTGGGAACATTTTGCCTGGTGAATATTAGTTT 6189 584 
                 ************************************************** ******* * 585 
 586 
NbAGO1-1H        CTGCATCTCTAGCGATTCTATACTAGCTTAGCTGCAAATGGATTCTAAAACCTTTTTATA 6433 587 
NbAGO1-1L        CTGTATCTCTAGTGATTCTATACTAGCTTAGCTGCAAATGGATTCTAAAACCTTTTTATA 6249 588 
                 *** ******** *********************************************** 589 
 590 
NbAGO1-1H        ATGTAATTCTTAAGGTACCGTTGTAGATTCAAAGATATGCCACCCTACTGAATTTGATTT 6493 591 
NbAGO1-1L        ATGTAATTGTGAAGGTACCGTTGTAGATTCAAAGATATGCCACCCCACTGAATTTGATTT 6309 592 
                 ******** * ********************************** ************** 593 
 594 
NbAGO1-1H        CTATCTCTGTAGCCATGCCGGCATACAGGTAATAAGATTGGTATTCTATAAACATATGAT 6553 595 
NbAGO1-1L        CTATCTCTGCAGCCATGCCGGCATACAGGTAATAAGATTGGTATTTTATAAACATATGA- 6368 596 
                 ********* *********************************** *************  597 
 598 
NbAGO1-1H        AGTCATGTACTAAGGACTCTGTTGTAAGTTACTGGATTTTGTGATACTGCAGGGTACTAG 6613 599 
NbAGO1-1L        ---CATGTACTAAGGACTCTGTTGTAAGTTACTGGATTTTTTAA-ACTGCAGGGTACTAG 6424 600 
                    ************************************* * * *************** 601 
 602 
NbAGO1-1H        CCGCCCAGCTCATTATCATGTTCTGTGGGATGAGAACAATTTTACTGCTGACGCCCTGCA 6673 603 
NbAGO1-1L        CCGTCCAGCTCATTATCATGTTCTGTGGGATGAGAACAATTTTACTGCTGACGCCCTGCA 6484 604 
                 *** ******************************************************** 605 
 606 
NbAGO1-1H        GTCTTTGACTAACAATCTTTGCTATACGTAAGTTTACTTTTGATCTACCGTAGTTCTTGA 6733 607 
NbAGO1-1L        GTCTTTGACTAACAATCTCTGCTATACGTGAGTTTACTTTTGAGCTGCCATAGTTCTTGA 6544 608 
                 ****************** ********** ************* ** ** ********** 609 
 610 
 611 
 612 
NbAGO1-1H        AATTTTCCAGCATTCTAATTCTAGTGGCTTAATTGTTACTTGTTAATTTCAGATATGCTA 6793 613 
NbAGO1-1L        AATTTTCCAGCATTCTAATTCTGGTGGCTTAACTGTTGCTCGTTAATTTCAGATACGCTA 6604 614 
                 ********************** ********* **** ** ************** **** 615 
 616 
NbAGO1-1H        GGTGTACTCGTTCTGTCTCCATTGGTATGTTTACTGCACTTGTTATTGGCTTTA-CTTCA 6852 617 
NbAGO1-1L        GGTGTACTCGTTCTGTCTCCATTGGTATGTACACTGCACTTGTTAGTGGCTTTTTCTTCA 6664 618 
                 ******************************  ************* *******  ***** 619 
 620 
NbAGO1-1H        GCATCTATTTTTATTTC---GTCCCAACCCCCCTCCCCCCCTTATCCTTTTTTTGTTTGG 6909 621 
NbAGO1-1L        GCATCTATTTTTATTTCTCAGTCGCAACCACCCTCCCCCGCT-ATCCTTTTTTTGTTTGG 6723 622 
                 *****************   *** ***** ********* ** ***************** 623 
 624 
NbAGO1-1H        AATTTCTCCGCGTATAGTCTGTTCATCGTAGCATGTTACTAACTTGAGTTCATTGATGCT 6969 625 
NbAGO1-1L        AATTTCTCCACGTATAGCCTGTTCATCGTAGCATGTTACTAACTTGAGT-CATTGATGCT 6782 626 
                 ********* ******* ******************************* ********** 627 
 628 
NbAGO1-1H        GTTTGCAGTTCCACCAGCATATTATGCACATTTGGCAGCTTTCCGTGCTCGGTTTTACAT 7029 629 
NbAGO1-1L        GTTTGCAGTTCCACCAGCATATTATGCACATTTGGCAGCTTTCCGTGCTCGGTTTTACAT 6842 630 
                 ************************************************************ 631 
 632 
NbAGO1-1H        GGAGCCAGAGACATCTGATAATGGATCAGTCACAAGCGCAGCTGCTTCAAACAGAGGAGG 7089 633 
NbAGO1-1L        GGAACCAGAGACATCTGACAGTGGATCAGTCACAAGCGCAGCTGCTTCAAACAGAGGAGG 6902 634 
                 *** ************** * *************************************** 635 
 636 
NbAGO1-1H        TTTAGGAGCTATGGGAAGGAGCACGCGAGCACCAGGTGCTGGTGCTGCTGTAAGGCCCCT 7149 637 
NbAGO1-1L        TGTAGGAGCTATGGGAAGGAGCACGCGAGCCCCAGGTGCTGGTGCTACTGTAAGGCCCCT 6962  638 
                 * **************************** *************** ************* 639 
 640 
NbAGO1-1H        TCCTGCTCTCAAGGAGAATGTTAAGAGGGTTATGTTTTATTGTTAG 7195 641 
NbAGO1-1L        TCCTGCTCTCAAGGAGAATGTCAAGAGGGTTATGTTTTATTGTTAG 7008 642 
                 ********************************************** 643 
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 644 
 645 
TERMINATOR region  646 
 647 
 648 
 649 
NbAGO1-1H       TGAAGTTCCTCCCTAAACCGGCTATATGATGTGGATATTGGTTGACTTGCTAGGAGTCAT 60 650 
NbAGO1-1L       AGAAGTTC-TCGCTAAACCGGCTATATGATGTGGATATTGGTTAATTTGCTACGATTCAT 59 651 
                 ******* ** ******************************* * ****** ** **** 652 
 653 
NbAGO1-1H       GATTGCCACTAAAATGGCAAAGATGTTTTTTCTTTTGAAAATTCTTAACTTTTGTTTATC 120 654 
NbAGO1-1L       GATTGCCACTAAAATGGCAA-GATGTTTTTTCTTTTGAAAATTCTA----TTTAGTTGTC 114 655 
                ******************** ************************     ***  ** ** 656 
 657 
NbAGO1-1H       ACATCTTGGCTTGGCTTTACCTTGAGTGTGTATAGTATCCGGTTATTGTTTTGAAGTATT 180 658 
NbAGO1-1L       ACACCTTGGCTTGGCTTTACCGTGA-TATGTGTGATATCCGGCTATTGTTTTGAAAGTCT 173 659 
                *** ***************** *** * *** *  ******* ************    * 660 
 661 
NbAGO1-1H       GG---AAATTGGGTCATGAAATTTCAATTGTGTAAGCCGTGTCAGTTTAGTAAGTCATTT 237 662 
NbAGO1-1L       AGCACAAATTGGGTCATGAAATTTCAATTGTTCAAGGCGTGTCAGTT----AAGTGATTT 229 663 
                 *   **************************  *** **********    **** **** 664 
 665 
NbAGO1-1H       GCACATGATGTTTGTGGTGTCTAGGAGTCGCAAATGGGCGGGCTGAATCGAATATAGTTC 297 666 
NbAGO1-1L       GCACATGATGTTTGTGGT----------------------------ATCGAACA------ 255 667 
                ******************                            ****** *       668 
 669 
NbAGO1-1H       GGGTTGAAAATGGGTAATGAGAAACGGATCAATTATCTGACCCAATCCATTTTTAATATG 357 670 
NbAGO1-1L       ------------------------------------------------------------ 671 
                                                                             672 
 673 
NbAGO1-1H       GATAAAAAAGGGGAATTCATGAGTTTTTGTGTATGATTACTTTTGAGAGAATTTTTAGTC 417 674 
NbAGO1-1L       ------------------------------------------------------------ 675 
                                                                             676 
 677 
NbAGO1-1H       TAGCCTACAATTTGAGACTTTACAAACATAAAAGTTAAATTTATTGGTTATTTTAAAAAA 477 678 
NbAGO1-1L       ------------------------------------------------------------ 679 
                                                                             680 
 681 
NbAGO1-1H       AATGGATAATATAGTTCTTATCAACATTTGATTCGTTTTTAAAAAATTTATTATCCGATC 537 682 
NbAGO1-1L       ------------------------------------------------------------ 683 
                                                                             684 
 685 
NbAGO1-1H       TATTTTTTAGTGGATAATATGTGTGATTAACTGTTTTTTTTATTTATTGTTCTTGAGGAG 597 686 
NbAGO1-1L       ---------------------------------------------GTTGTTCTTGAGAAG 270 687 
                                                              *********** ** 688 
 689 
NbAGO1-1H       CTTGATTGCCTATTGTCGTGGTATGCC 624 690 
NbAGO1-1L       CTTGATTGCCTATTGTCGTAGTATGCT 297 691 
                ******************* ******  692  693 
 694 
 695 
 696 
 697 
 698 
 699 
 700 
 701 
 702 
 703 
 704 
 705 
 706 
 707 
 708 
 709 
 710 
 711 
 712 
 713 
 714 
 715 
 716 
 717 
 718 
 719 
 720 
 721 
 722 
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 723 
 724 
 725 
 726 
 727 
 728 
 729 
 730 
 731 
 732 
 733 
 734 
 735 
 736 
 737 
Figure S2  738 
 739 
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 740 
 741 
 742 
 743 
 744 
 745 
Figure S3  746 

NbAGO1-1H    TTCT--TGCTGCAGATCTTTGCTTTTGTGAATTAAGCTTATTGTAGG ATTGTGAAATTATTTTAATTGTTTCTGC AGCTTAAATACCATGATACAGGTCGAGAGAAAGACTGTCTGCC AC 4119 
NbAGO1-1L    TTCTCTTGCTGCAGATCTTTGCTTTGGTGAATTAAGCTTATTATAGG ATTGTGAAATTATGTTAATTGTTTCTGC AGCTTAAATACCATGATACAGGTCGAGAGAAAGACTGTCTGCC GC 4204 
             ****  ******************* **************** **** ************* ********************************************************* *

NbAGO1-1H    AAGTGGGCCAGTGGAATATGATGAATAAG GTAACTGAAAGTAGCATAGTCGAGATTCCTGTAGTTGGTTTGACTGTCATTTCTATGCAGATAAATACCATTGATTTTA GTGTGTGGTCTT 4239 
NbAGO1-1L    AAGTGGGCCAGTGGAATATGATGAATAAG GTAACTGATAGTAGCATTATCGAGAT----------------------------------------------------AACGTATG-----  4267 
             ************************************* ********  *******                                                    *  ** **     

NbAGO1-1H    TCAAGATTTGCCTGGTTTTGCCACTGAACACTAATCTTTAGGTCTTT GCTTATATATAGTTTAGCTGGTCTTGCCTTGTTGGCACTTGTTTACGCTACATGTAGCTTATGACAAAATACC  4359
NbAGO1-1L    ---------------------------------------------TT GCT------------AGCT-------------TGGTACC-------------------------CAAA-----  4287
                                                          ** ***            ****             *** **                          ****     

NbAGO1-1H    TAACCTTAAGGAACTTCCAGTTTGTTTGTTTTGTGCTTTCTTTTTTG ATCTTGTAAATATCCTAGAGCAATACAACTCATCATTATATTGGTGGTCAAAAAGTAGTTTGGGTACTTTTTA  4479
NbAGO1-1L    ----------------------------------------------G ATATTGAAA--------------------------------TGGCG---------TAGT-------------- 4306
                                                           * ** *** **                                *** *         ****              
 

NbAGO1-1H    TTACTAATTCAAGACCATGCATTTAATATTGTCCCCTTAGCTGATGA GAGATAGAATCCATTTTTCTGATTCCGGTGGTTCGGTCGTATGATTTATCATGGACGTCGATCCATCTACTTT  4599 
NbAGO1-1L    ----------------------------------------------- -------AATC--------------------------------------------------------------
                                                                   ****  

NbAGO1-1H    AGCTGCACCTTAGGATGATATAGCCCTAAAAGTGAATAG TGGGGTTCAAACAAGGAAAAACCTAAGGTATTGGCACCCAAGTACATTGAAATGGTGTAGTAATTGCCATGTCGATTGTCT  4719
NbAGO1-1L    -------------AATGAAACAGCC------------AGAGGG---- -------------------------------------------------------TTGCCATGTCTATTGTCT  4346
                           **** * ****            ** ***                                                          ********** *******       

NbAGO1-1H    ACTCTGTTTGGATTTTCGGACAGTGTTGGA-GCTTTAATTATTTACT CTTCGCTTTATTATTTTTGAC AGAAAATGGTTAATGGAGGAACAGTGAACAACTGGATCTGTGTAA ACTTTTC 4838
NbAGO1-1L    ACTCTGTTTGGATTTTCTGACAGTGTTGGATGCTTTAATTATTTATT CTTTGCTTTTTTATTGTTGAC AGAAAATGGTTAATGGAGGAACAGTGAACAACTGGATCTGTGTAA ACTTTTC 4466
             ***************** ************ ************** * *** ***** ***** *********************************************************

NbAGO1-1H    TCGCAATGTGCAAGACACAGTTGCACGTGGATTTTGTTCCGAGCTTG CACAAATGTGCAT 4898
NbAGO1-1L    TCGCAATGTGCAAGACACAGTTGCACGTGGATTTTGTTCTGAGCTTG CACAAATGTGCAT 4526.
             *************************************** ******* *************

A

intron 11

exon 11

exon 11

intron 10

intron 11 exon 12

exon 12

oligo ex11 forward

oligo ex11 reverse

oligo int11 reverse

oligo int11 forward

B
NbAGO1-1H    GCACGCGAGCACCAGGTGCTGGTGCTGCTGTAAGGC CCCTTCCTGCTCTCAAGGAG AATGTTAAGAGGGTTATGTTTTATTGT TAGTGAAGTTCCTCCCTAAACCGGCTATATGATGTGG
NbAGO1-1L    GCACGCGAGCCCCAGGTGCTGGTGCTACTGTAAGGC CCCTTCCTGCTCTCAAGGAG AATGTCAAGAGGGTTATGTTTTATTGT TAGAGAAGTTC-TCGCTAAACCGGCTATATGATGTGG
             ********** *************** ***************************** ****************************** ******* ** **********************

NbAGO1-1H    ATATTGGTTGACTTGCTAGGAGTCATGATTGCCACTAAAATGGCAAAGATGTTTTT TCTTTTGAAAATTCTTAACTTTTGTTTATCACATCTTGGCTTGGCTTTACCTTGAGTGTGTATA
NbAGO1-1L    ATATTGGTTAATTTGCTACGATTCATGATTGCCACTAAAATGGCAA-GATGTTTTT TCTTTTGAAAATTCTA----TTTAGTTGTCACACCTTGGCTTGGCTTTACCGTGA-TATGTGTG
             ********* * ****** ** ************************ ********* ***************     ***  ** ***** ***************** *** * *** * 

NbAGO1-1H    GTATCCGGTTATTGTTTTGAAGTATTGG---AAATTGGGTCATGAAATTTCAATTG TGTAAGCCGTGTCAGTTTAGTAAGTCATTTGCACATGATGTTTGTGGTGTCTAGGAGTCGCAAA
NbAGO1-1L    ATATCCGGCTATTGTTTTGAAAGTCTAGCACAAATTGGGTCATGAAATTTCAATTG TTCAAGGCGTGTCAGTT----AAGTGATTTGCACATGATGTTTGTGGTATCGAACAGT------
              ******* ************    * *   ************************* *  *** **********    **** ********************** ** *  ***        

NbAGO1-1H    TGGGCGGGCTGAATCGAATATAGTTCGGGTTGAAAATGGGTAATGAGAAACGGATC AATTATCTGACCCAATCCATTTTTAATATGGATAAAAAAGGGGAATTCATGAGTTTTTGTGTAT
NbAGO1-1L    -------------------------------------------------------- ----------------------------------------------------------------

NbAGO1-1H    GATTACTTTTGAGAGAATTTTTAGTCTAGCCTACAATTTGAGACTTTACAAACATA AAAGTTAAATTTATTGGTTATTTTAAAAAAAATGGATAATATAGTTCTTATCAACATTTGATTC
NbAGO1-1L    -------------------------------------------------------- ----------------------------------------------------------------

NbAGO1-1H    GTTTTTAAAAAATTTATTATCCGATCTATTTTTTAGTGGATAATATGTGTGATTAA CTGTTTTTTTTATTTATTGTTCTTGAG GAGCTTGATTGCCTATTGTCGTGGTATGC
NbAGO1-1L    -------------------------------------------------------- -----------------TGTTCTTGAG AAGCTTGATTGCCTATTGTCGTAGTATGC
                                                                                      ********** ********************* ******
                     

exon 22

stop codon

oligo ex22 forward

Terminator

oligo ter reverseC
oligonucleotide 

combination

NbAGO1-1 locus Expected fragment size
H L

ex11 for/int 11 rev

int11 for/ex 12 rev

ex22 for/ ter rev

521 bp

603 bp

663 bp 346 bp

none

none
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>Nbv3K765634670 747 
CACCTATCACTCTCTTTCTCTCTCTACAAACATATAGTGCCGTTTCTCTCTCGGCCTCTC 748 
TTCGTGTTTTAGGGCACCGTGGTGGTTGGTATCCAGGCGGCGGTTTTGAGTTATTACCat 749 
gGTGCGGAAGAAGAGGACTGATGTTCCTGGTGGTGCTGAGAGTTTTGAGTCCCATGAAAC 750 
TGGAGGGGCACGAGGTGGTGCCCAACGCCCATCACAGCAGCAGCAACATCAGCATCAGCA 751 
AGGCGGAGGAAGAGGCTGGGCACCTCAGCATGGAGGACATGGTGGCCGTGGTGGTGGGGG 752 
AGCTCCACGTGGTGGAATGGCCCCTCAACAATCCTATGGTGGACCTCCTGAATACTACCA 753 
ACAGGGCAGGGGAACTCAACAGTATCAACGAGGTGGAGGACAACCCCAGCGCCGTGGTGG 754 
CATGGGGGGCCGTGGGGCACGGCCACCAGTACCCGAGCTGCACCAAGCAACCCAGACTCC 755 
ACATCAGCCTGTACCATATGGAAGACCATCAGAAACATACTCAGAGGCTGGTTCCTCGTC 756 
TCAGCCACCTGAACCAACGACACAGCAAGTGACTCAGCAATTCCAGCAACTTGTTGTGCA 757 
GCCAGAAGCAGCTGCAACCCAAGCAATACAACCAGCATCGAGCAAGTCGATGAGGTTTCC 758 
ACTCCGGCCAGGAAAGGGTAGTACTGGTATTAGATGCATAGTTAAGGCCAATCACTTCTT 759 
TGCCGAGTTACCTGACAAAGATCTGCACCAGTATGATGTTTCAATTACTCCTGAGGTCGC 760 
CTCTCGGGGTGTCAACCGGGCTGTCATGGAGCAGCTGGTGAAGCTTTATAGAGAATCCCA 761 
TCTTGGGAAGAGGCTTCCAGCCTATGACGGAAGAAAAAGTCTATACACAGCAGGGCCCCT 762 
CCCTTTTGTTCAAAAGGATTTTAAAATCACTCTAATTGATGATGATGATGGACCTGGTGG 763 
TGCTAGGAGGGAAAGAGAGTTTAAAGTTGTGATCAAGCTGGCGGCTCGTGCTGATCTTCA 764 
TCACTTGGGGATGTTCTTACAAGGGAGACAGGCTGATGCACCGCAAGAAGCACTTCAGGT 765 
GCTGGATATTGTGCTACGTGAGTTGCCAACATCTAGGTATTGTCCTGTGGGCCGCTCTTT 766 
CTATTCCCCTCATTTAGGACGAAGACAACCACTGGGTGAAGGTTTAGAGAGCTGGCGTGG 767 
CTTCTATCAAAGTATTCGTCCTACACAGATGGGATTATCCCTGAATATTGATATGTCTTC 768 
CACGGCTTTCATTGAGCCACTGCCGATTATTGACTTCGTGAGCCAGCTTCTGAATCGGGA 769 
TATCTCTTCTAGACCACTGTCTGATGCTGACCGCGTTAAGATAAAGAAGGCACTGAGAGG 770 
TGTAAAGGTGGAGGTCACTCATCGTGGAAATATGCGGAGGAAGTATCGCATTTCTGGCTT 771 
GACGTCTCAAGCAACAAGAGAGTTGACTTTTCCTGTCGATGAAAGGGGTACGATGAAAGC 772 
TGTTGTGGAATATTTTCGGGAAACCTATGGTTTTGTCATTCGGCATACCCAGTTGCCTTG 773 
TCTTCAAGTTGGAAATACGCAGAGGCCAAATTACTTGCCAATGGAAGTATGTAAGATTGT 774 
AGAGGGACAGAGATACTCAAAGCGCTTGAATGAGAGGCAGATAACAGCACTTCTAAAAGT 775 
GACCTGCCAACGTCCTCAAGAGAGAGAACGTGATATTCTTCAGACTGTTCATCACAATGC 776 
TTATGCTGATGACCCATATGCGAAGGAGTTTGGTATTAAGATCAGTGAGAAGCTTGCTCA 777 
AGTTGAGGCTCGCGTTTTGCCTGCACCTTGGCTTAAATACCATGATACAGGTCGAGAGAA 778 
AGACTGTCTGCCACAAGTGGGCCAGTGGAATATGATGAATAAGAAAATGGTTAATGGAGG 779 
AACAGTGAACAACTGGATCTGTGTAAACTTTTCTCGCAATGTGCAAGACACAGTTGCACG 780 
TGGATTTTGTTCCGAGCTTGCACAAATGTGCATGATATCCGGAATGAACTTCAATCCCAA 781 
TCCTGTTCTACCACCAGTGAGTGCTCGCCCTGATCAAGTTGAGAGAGTCTTGAAAACTCG 782 
ATTTCACGATGCTATGACAAAGTTGCAGCCAAATGGGAGAGAGCTAGATCTTTTGATTGT 783 
GATATTACCAGACAATAACGGCTCTCTTTATGGTGATCTAAAACGGATTTGTGAAACTGA 784 
ACTTGGAATTGTCTCACAATGCTGCTTGACAAAACATGTATTTAAGATGAGCAAGCAGTA 785 
TTTAGCTAATGTATCCCTGAAGATAAATGTGAAGGTTGGAGGAAGAAATACTGTGCTGGT 786 
TGATGCGCTCTCTAGACGAATTCCCCTTGTCAGCGACCGCCCAACTATCATTTTTGGTGC 787 
AGATGTCACCCATCCCCACCCTGGGGAGGATTCTAGCCCGTCAATTGCTGCGGTGGTTGC 788 
TTCTCAAGATTGGCCTGAAATTACAAAGTATGCTGGTTTGGTTTCTGCTCAAGCGCATAG 789 
GCAAGAGCTTATACAAGATCTGTACAAGACTTGGCAAGATCCAGTTAGAGGACCTGTGAC 790 
TGGTGGCATGATAAAGGAATTACTTATTTCCTTCCGTCGAGCAACTGGACAGAAGCCGCA 791 
GAGAATTATATTCTACAGAGATGGTGTTAGTGAAGGACAATTTTACCAAGTTCTTCTTTT 792 
TGAACTTGATGCAATCCGCAAGGCATGTGCATCTTTAGAACCCAACTATCAGCCCCCGGT 793 
TACGTTTGTTGTGGTCCAGAAACGGCATCATACTAGGTTGTTTGCCAATAACCACCACGA 794 
CAGAAATGCAGTTGATCGGAGTGGGAACATTTTGCCTGGTACCGTTGTAGATTCAAAGAT 795 
ATGCCACCCTACTGAATTTGATTTCTATCTCTGTAGCCATGCCGGCATACAGGGTACTAG 796 
CCGCCCAGCTCATTATCATGTTCTGTGGGATGAGAACAATTTTACTGCTGACGCCCTGCA 797 
GTCTTTGACTAACAATCTTTGCTATACATATGCTAGGTGTACTCGTTCTGTCTCCATTGT 798 
TCCACCAGCATATTATGCACATTTGGCAGCTTTCCGTGCTCGGTTTTACATGGA 799 
 800 
 801 
>Nbv3K605752598  802 
CTCTATTCGCTTTTTGTTATCTACACATTTGATTTTCTCTCTCTACAAATCACGGTCACC 803 
TATCACTCTCTTTCTCTCTCTACAAACATATAGTGCCGTTTCTCTCTCGGCCTCTCTTCG 804 
TGTTTTAGGGCACCGTGGTGGTTGGTATCCAGGCGGCGGTTTTGAGTTATTACCatgGTG 805 
CGGAAGAAGAGGACTGATGTTCCTGGTGGTGCTGAGAGTTTTGAGTCCCATGAAACTGGA 806 
GGGGCACGAGGTGGTGCCCAACGCCCATCACAGCAGCAGCAACATCAGCATCAGCAAGGC 807 
GGAGGAAGAGGCTGGGCACCTCAGCATGGAGGACATGGTGGCCGTGGTGGTGGGGGAGCT 808 
CCACGTGGTGGAATGGCCCCTCAACAGTCCTATGGTGGACCTTCTGAATACTACCAACAG 809 
GGCAGGGGAACCCAGCAGTATCAACGAGGTGGAGGACAACCCCAGCGCCGTGGTGGCATG 810 
GGTGGCCATGGGGCACCTTCTGGTGGCCCTCCTCGGCCACCAGTACCCGAGCTGCACCAA 811 
GCAACCCAGACTCAACATCAGCCTGTACCATATGGAAGACCATCAGAAACATACTCGGAG 812 
GCTGGTTCCTCGTCTCAGCCACCCGAACCAACGACACAGCAAGTGACTCAGCAATTCCAG 813 
CAACTTGTTGTGCAGCCAGAAGCAGCTGCAACCCAAGCAATACAACCAGCATCGAGCAAG 814 
TCGATGAGGTTTCCACTCCGGCCAGGAAAGGGTAGTACTGGTATTAGATGCATAGTTAAG 815 
GCCAATCACTTCTTTGCCGAGTTACCTGACAAAGATCTGCACCAGTATGATGTTTCAATT 816 
ACTCCTGAGGTCGCCTCTCGGGGTGTCAACCGGGCTGTCATGGAGCAGCTGGTGAAGCTT 817 
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TATAGAGAATCCCATCTTGGGAAGAGGCTTCCAGCCTATGACGGAAGAAAAAGTCTATAC 818 
ACAGCAGGGCCCCTCCCTTTTGTTCAAAAGGATTTTAAAATCACTCTAATTGATGATGAT 819 
GATGGACCTGGTGGTGCTAGGAGGGAAAGAGAGTTTAAAGTTGTGATCAAGCTGGCGGCT 820 
CGTGCTGATCTTCATCACTTGGGGATGTTCTTACAAGGGAGACAGGCTGATGCACCGCAA 821 
GAAGCACTTCAGGTGCTGGATATTGTGCTACGTGAGTTGCCAACATCTAGGTATTGTCCT 822 
GTGGGCCGCTCTTTCTATTCCCCTCATTTAGGACGAAGACAACCACTGGGTGAAGGTTTA 823 
GAGAGCTGGCGTGGCTTCTATCAAAGTATTCGTCCTACACAGATGGGATTATCCCTGAAT 824 
ATTGATATGTCTTCCACGGCTTTCATTGAGCCACTGCCGATTATTGACTTCGTGAGCCAG 825 
CTTCTGAATCGGGATATCTCTTCTAGACCACTGTCTGATGCTGACCGCGTTAAGATAAAG 826 
AAGGCACTGAGAGGTGTAAAGGTGGAGGTCACTCATCGTGGAAATATGCGGAGGAAGTAT 827 
CGCATTTCTGGCTTGACGTCTCAAGCAACAAGAGAGTTGACTTTTCCTGTCGATGAAAGG 828 
GGTACGATGAAAGCTGTTGTGGAATATTTTCGGGAAACCTATGGTTTTGTCATTCGGCAT 829 
ACCCAGTTGCCTTGTCTTCAAGTTGGAAATACGCAGAGGCCAAATTACTTGCCAATGGAA 830 
GTATGTAAGATTGTAGAGGGACAGAGATACTCAAAGCGCTTGAATGAGAGGCAGATAACA 831 
GCACTTCTAAAAGTGACCTGCCAACGTCCTCAAGAGAGAGAACGTGATATTCTTCAGACT 832 
GTTCATCACAATGCTTATGCTGATGACCCATATGCGAAGGAGTTTGGTATTAAGATCAGT 833 
GAGAAGCTTGCTCAAGTTGAGGCTCGCGTTTTGCCTGCACCTTGGCTTAAATACCATGAT 834 
ACAGGTCGAGAGAAAGACTGTCTGCCACAAGTGGGCCAGTGGAATATGATGAATAAGAAA 835 
ATGGTTAATGGAGGAACAGTGAACAACTGGATCTGTGTAAACTTTTCTCGCAATGTGCAA 836 
GACACAGTTGCACGTGGATTTTGTTCCGAGCTTGCACAAATGTGCATGATATCCGGAATG 837 
AACTTCAATCCCAATCCTGTTCTACCACCAGTGAGTGCTCGCCCTGATCAAGTTGAGAGA 838 
GTCTTGAAAACTCGATTTCACGATGCTATGACAAAGTTGCAGCCAAATGGGAGAGAGCTA 839 
GATCTTTTGATTGTGATATTACCAGACAATAACGGCTCTCTTTATGGTGATCTAAAACGG 840 
ATTTGTGAAACTGAACTTGGAATTGTCTCACAATGCTGCTTGACAAAACATGTATTTAAG 841 
ATGAGCAAGCAGTATTTAGCTAATGTATCCCTGAAGATAAATGTGAAGGTTGGAGGAAGA 842 
AATACTGTGCTGGTTGATGCGCTCTCTAGACGAATTCCCCTTGTCAGCGACCGCCCAACT 843 
ATCATTTTTGGTGCAGATGTCACCCATCCCCACCCTGGGGAGGATTCTAGCCCGTCAATT 844 
GCTGCGGTGGTTGCTTCTCAAGATTGGCCTGAAATTACAAAGTATGCTGGTTTGGTTTCT 845 
GCTCAAGCGCATAGGCAAGAGCTTATACAAGATCTGTACAAGACTTGGCAAGATCCAGTT 846 
AGAGGACCTGTGACTGGTGGCATGATAAAGGAATTACTTATTTCCTTCCGTCGAGCAACT 847 
GGACAGAAGCCGCAGAGAATTATATTCTACAGAGATGGTGTTAGTGAAGGACAATTTTAC 848 
CAAGTTCTTCTTTTTGAACTTGATGCAATCCGCAAGGCATGTGCATCTTTAGAACCCAAC 849 
TATCAGCCCCCGGTTACGTTTGTTGTGGTCCAGAAACGGCATCATACTAGGTTGTTTGCC 850 
AATAACCACCACGACAGAAATGCAGTTGATCGGAGTGGGAACATTTTGCCTGGTACCGTT 851 
GTAGATTCAAAGATATGCCACCCTACTGAATTTGATTTCTATCTCTGTAGCCATGCCGGC 852 
ATACAGGGTACTAGCCGCCCAGCTCATTATCATGTTCTGTGGGATGAGAACAATTTTACT 853 
GCTGACGCCCTGCAGTCTTTGACTAACAATCTTTGCTATACATATGCTAGGTGTACTCGT 854 
TCTGTCTCCATTGTTCCACCAGCATATTATGCACATTTGGCAGCTTTCCGTGCTCGGTTT 855 
TACATGGA 856 
 857 
>Nbv3K805664652  858 
CTCAGCATGGAGGACATGGTGGCCGTGGTGGTGGGGGAGCTCCACGTGGTGGAATGGCCC 859 
CTCAACAGTCCTATGGTGGACCTTCTGAATACTACCAACAGGGCAGGGGAACCCAGCAGT 860 
ATCAACGAGGTGGAGGACAACCCCAGCGCCGTGGTGGCATGGGTGGCCATGGGGCACCTT 861 
CTGGTGGCCCTCCTCGGCCACCAGTACCCGAGCTGCACCAAGCAACCCAGACTCAACATC 862 
AGCCTGTACCATATGGAAGACCATCAGAAACATACTCGGAGGCTGGTTCCTCGTCTCAGC 863 
CACCCGAACCAACGACACAGCAAGTGACTCAGCAATTCCAGCAACTTGTTGTGCAGCCAG 864 
AAGCAGCTGCAACCCAAGCAATACAACCAGCATCGAGCAAGTCGATGAGGTTTCCACTCC 865 
GGCCAGGAAAGGGTAGTACTGGTATTAGATGCATAGTTAAGGCCAATCACTTCTTTGCCG 866 
AGTTACCTGACAAAGATCTGCACCAGTATGATGTTTCAATTACTCCTGAGGTCGCCTCTC 867 
GGGGTGTCAACCGGGCTGTCATGGAGCAGCTGGTGAAGCTTTATAGAGAATCCCATCTTG 868 
GGAAGAGGCTTCCAGCCTATGACGGAAGAAAAAGTCTATACACTGCAG   869 
 870 
>Nbv3K705828682  871 
ACATTTTATTTTCTCTCTCTACAAATCACACTCACCTATCACTCTCTTTCTCTCTCTACA 872 
AGCATATAGTGCCGTTTCTCTCTCTCCGCCTCTCTTCGTGTTTTAGGGCACCGTGGTGGT 873 
TGGTATCCTGGCGGCGGTTTTGAGTTATTACCatgGTGCGAAGAAGAGAACTGATGTTC 874 
CTGGTGGTGCTGAGAGTTTTGAGTCCCATGAAACTGGATGGGGACGAGGTGGTGCTCAAC 875 
GGCCATCACAGCAGCAGCAACATCAGCATCAGCAAGGTGGAGGAAGAGGCTGGGCACCTC 876 
AGCATGGAGGACATGGTGGCCGTGGTGGTGGGGGAGCTCCACGTGGTGGAATGGCCCCTC 877 
AACAGTCCTATGGTGGACCTTCTGAATACTACCAACAGGGCAGGGGAACCCAGCAGTATC 878 
AACGAGGTGGAGGACAACCCCAGCGCCGTGGTGGCATGGGTGGCCATGGGGCACCTTCTG 879 
GTGGCCCTCCTCGGCCACCAGTACCCGAGCTGCACCAAGCAACCCAGACTCAACATCAGC 880 
CTGTACCATATGGAAGACCATCAGAAACATACTCGGAGGCTGGTTCCTCGTCTCAGCCAC 881 
CCGAACCAACGACACAGCAAGTGACTCAGCAATTCCAGCAACTTGTTGTGCAGCCAGAAG 882 
CAGCTGCAACCCAAGCAATACAACCAGCATCGAGCAAGTCGATGAGGTTTCCACTCCGGC 883 
CAGGAAAGGGTAGTACTGGTATTAGATGCATAGTTAAGGCCAATCACTTCTTTGCCGAGT 884 
TACCTGACAAAGATCTGCACCAGTATGATGTTTCAATTACTCCTGAGGTCGCCTCTCGGG 885 
GTGTCAACCGGGCTGTCATGGAGCAGCTGGTGAAGCTTTATAGAGAATCCCATCTTGGGA 886 
AGAGGCTTCCAGCCTATGACGGAAGAAAAAGTCTATACACAGCAGGGCCCCTCCCTTTTG 887 
TTCAAAAGGATTTTAAAATCACTCTAATTGATGATGATGATGGACCTGGTGGTGCTAGGA 888 
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GGGAAAGAGAGTTTAAAGTTGTGATCAAGCTGGCGGCTCGTGCTGATCTTCATCACTTGG 889 
GGATGTTCTTACAAGGGAGACAGGCTGATGCACCGCAAGAAGCACTTCAGGTGCTGGATA 890 
TTGTGCTACGTGAGTTGCCAACATCTAGGTATTGTCCTGTGGGCCGCTCTTTCTATTCCC 891 
CTCATTTAGGACGAAGACAACCACTGGGTGAAGGTTTAGAGAGCTGGCGTGGCTTCTATC 892 
AAAGTATTCGTCCTACACAGATGGGATTATCCCTGAATATTGATATGTCTTCCACGGCTT 893 
TCATTGAGCCACTGCCGATTATTGACTTCGTGAGCCAGCTTCTGAATCGGGATATCTCTT 894 
CTAGACCACTGTCTGATGCTGACCGCGTTAAGATAAAGAAGGCACTGAGAGGTGTAAAGG 895 
TGGAGGTCACTCATCGTGGAAATATGCGGAGGAAGTATCGCATTTCTGGCTTGACGTCTC 896 
AAGCAACAAGAGAGTTGACTTTTCCTGTCGATGAAAGGGGTACGATGAAAGCTGTTGTGG 897 
AATATTTTCGGGAAACCTATGGTTTTGTCATTCGGCATACCCAGTTGCCTTGTCTTCAAG 898 
TTGGAAATACGCAGAGGCCAAATTACTTGCCAATGGAAGTATGTAAGATTGTAGAGGGAC 899 
AGAGATACTCAAAGCGCTTGAATGAGAGGCAGATAACAGCACTTCTAAAAGTGACCTGCC 900 
AACGTCCTCAAGAGAGAGAACGTGATATTCTTCAGACTGTTCATCACAATGCTTATGCTG 901 
ATGACCCATATGCGAAGGAGTTTGGTATTAAGATCAGTGAGAAGCTTGCTCAAGTTGAGG 902 
CTCGCGTTTTGCCTGCACCTTGGCTTAAATACCATGATACAGGTCGAGAGAAAGACTGTC 903 
TGCCACAAGTGGGCCAGTGGAATATGATGAATAAGAAAATGGTTAATGGAGGAACAGTGA 904 
ACAACTGGATCTGTGTAAACTTTTCTCGCAATGTGCAAGACACAGTTGCACGTGGATTTT 905 
GTTCCGAGCTTGCACAAATGTGCATGATATCCGGAATGAACTTCAATCCCAATCCTGTTC 906 
TACCACCAGTGAGTGCTCGCCCTGATCAAGTTGAGAGAGTCTTGAAAACTCGATTTCACG 907 
ATGCTATGACAAAGTTGCAGCCAAATGGGAGAGAGCTAGATCTTTTGATTGTGATATTAC 908 
CAGACAATAACGGCTCTCTTTATGGTGATCTAAAACGGATTTGTGAAACTGAACTTGGAA 909 
TTGTCTCACAATGCTGCTTGACAAAACATGTATTTAAGATGAGCAAGCAGTATTTAGCTA 910 
ATGTATCCCTGAAGATAAATGTGAAGGTTGGAGGAAGAAATACTGTGCTGGTTGATGCGC 911 
TCTCTAGACGAATTCCCCTTGTCAGCGACCGCCCAACTATCATTTTTGGTGCAGATGTCA 912 
CCCATCCCCACCCTGGGGAGGATTCTAGCCCGTCAATTGCTGCGGTGGTTGCTTCTCAAG 913 
ATTGGCCTGAAATTACAAAGTATGCTGGTTTGGTTTCTGCTCAAGCGCATAGGCAAGAGC 914 
TTATACAAGATCTGTACAAGACTTGGCAAGATCCAGTTAGAGGACCTGTGACTGGTGGCA 915 
TGATAAAGGAATTACTTATTTCCTTCCGTCGAGCAACTGGACAGAAGCCGCAGAGAATTA 916 
TATTCTACAGAGATGGTGTTAGTGAAGGACAATTTTACCAAGTTCTTCTTTTTGAACTTG 917 
ATGCAATCCGCAAGGCATGTGCATCTTTAGAACCCAACTATCAGCCCCCGGTTACGTTTG 918 
TTGTGGTCCAGAAACGGCATCATACTAGGTTGTTTGCCAATAACCACCACGACAGAAATG 919 
CAGTTGATCGGAGTGGGAACATTTTGCCTGGTACCGTTGTAGATTCAAAGATATGCCACC 920 
CTACTGAATTTGATTTCTATCTCTGTAGCCATGCCGGCATACAGGGTACTAGCCGCCCAG 921 
CTCATTATCATGTTCTGTGGGATGAGAACAATTTTACTGCTGACGCCCTGCAGTCTTTGA 922 
CTAACAATCTTTGCTATACATATGCTAGGTGTACTCGTTCTGTCTCCATTGTTCCACCAG 923 
CATATTATGCACATTTGGCAGCTTTCCGTGCTCGGTTTTACATGGAGCCAGAGACATCTG 924 
ATAATGGATCAGTCACAAGCGCAGCTGCTTCAAACAGAGGAGGTTTAGGAGCTATGGGAA 925 
GGAGCACGCGAGCACCAGGTGCTGGTGCTGCTGTAAGGCCCCTTCCTGCTCTCAAGGAGA 926 
ATGTTAAGAGGGTTATGTTTTATTGTTAGTGAAGTTCCTCCCTAAACCGGCTATATGATG 927 
TGGATATTGGTTGACTTGCTAGGAGTCATGATTGCCACTAAAATGGCAAAGATGTTTTTT 928 
CTTTTGAAAATTCTTAACTTTTGTTTATCACATCTTGGCTTGGCTTTACCTTGAGTGTGT 929 
ATAGTATCCGGTTATTGTTTTGAAGTATTGGAAATTGGGTCATGAAATTTCAATTGTGTA 930 
AGCCGTGTCAGTTTAGTAAGTCATTTGCACATGATGTTTGTGGTGTCTAGGAGTCGCAAA 931 
TGGGCGGGCTGAATCGAATATAGTTCGGGTTGAAAATGGGTAATGAGAAACG 932 
 933 
 934 
>Nbv3K705826800  935 
ACATTTTATTTTCTCTCTCTACAAATCACACTCACCTATCACTCTCTTTCTCTCTCTACA 936 
AGCATATAGTGCCGTTTCTCTCTCTCCGCCTCTCTTCGTGTTTTAGGGCACCGTGGTGGT 937 
TGGTATCCTGGCGGCGGTTTTGAGTTATTACCatgGTGCGAAGAAGAGAACTGATGTTC 938 
CTGGTGGTGCTGAGAGTTTTGAGTCCCATGAAACTGGATGGGGACGAGGTGGTGCTCAAC 939 
GGCCATCACAGCAGCAGCAACATCAGCATCAGCAAGGTGGAGGAAGAGGCTGGGCACCTC 940 
AGCATGGAGGACATGGTGGCCGTGGTGGTGGGGGAGCTCCACGTGGTGGAATGGCCCCTC 941 
AACAGTCCTATGGTGGACCTTCTGAATACTACCAACAGGGCAGGGGAACCCAGCAGTATC 942 
AACGAGGTGGAGGACAACCCCAGCGCCGTGGTGGCATGGGTGGCCATGGGGCACCTTCTG 943 
GTGGCCCTCCTCGGCCACCAGTACCCGAGCTGCACCAAGCAACCCAGACTCAACATCAGC 944 
CTGTACCATATGGAAGACCATCAGAAACATACTCGGAGGCTGGTTCCTCGTCTCAGCCAC 945 
CCGAACCAACGACACAGCAAGTGACTCAGCAATTCCAGCAACTTGTTGTGCAGCCAGAAG 946 
CAGCTGCAACCCAAGCAATACAACCAGCATCGAGCAAGTCGATGAGGTTTCCACTCCGGC 947 
CAGGAAAGGGTAGTACTGGTATTAGATGCATAGTTAAGGCCAATCACTTCTTTGCCGAGT 948 
TACCTGACAAAGATCTGCACCAGTATGATGTTTCAATTACTCCTGAGGTCGCCTCTCGGG 949 
GTGTCAACCGGGCTGTCATGGAGCAGCTGGTGAAGCTTTATAGAGAATCCCATCTTGGGA 950 
AGAGGCTTCCAGCCTATGACGGAAGAAAAAGTCTATACACAGCAGGGCCCCTCCCTTTTG 951 
TTCAAAAGGATTTTAAAATCACTCTAATTGATGATGATGATGGACCTGGTGGTGCTAGGA 952 
GGGAAAGAGAGTTTAAAGTTGTGATCAAGCTGGCGGCTCGTGCTGATCTTCATCACTTGG 953 
GGATGTTCTTACAAGGGAGACAGGCTGATGCACCGCAAGAAGCACTTCAGGTGCTGGATA 954 
TTGTGCTACGTGAGTTGCCAACATCTAGGTATTGTCCTGTGGGCCGCTCTTTCTATTCCC 955 
CTCATTTAGGACGAAGACAACCACTGGGTGAAGGTTTAGAGAGCTGGCGTGGCTTCTATC 956 
AAAGTATTCGTCCTACACAGATGGGATTATCCCTGAATATTGATATGTCTTCCACGGCTT 957 
TCATTGAGCCACTGCCGATTATTGACTTCGTGAGCCAGCTTCTGAATCGGGATATCTCTT 958 
CTAGACCACTGTCTGATGCTGACCGCGTTAAGATAAAGAAGGCACTGAGAGGTGTAAAGG 959 
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TGGAGGTCACTCATCGTGGAAATATGCGGAGGAAGTATCGCATTTCTGGCTTGACGTCTC 960 
AAGCAACAAGAGAGTTGACTTTTCCTGTCGATGAAAGGGGTACGATGAAAGCTGTTGTGG 961 
AATATTTTCGGGAAACCTATGGTTTTGTCATTCGGCATACCCAGTTGCCTTGTCTTCAAG 962 
TTGGAAATACGCAGAGGCCAAATTACTTGCCAATGGAAGTATGTAAGATTGTAGAGGGAC 963 
AGAGATACTCAAAGCGCTTGAATGAGAGGCAGATAACAGCACTTCTAAAAGTGACCTGCC 964 
AACGTCCTCAAGAGAGAGAACGTGATATTCTTCAGACTGTTCATCACAATGCTTATGCTG 965 
ATGACCCATATGCGAAGGAGTTTGGTATTAAGATCAGTGAGAAGCTTGCTCAAGTTGAGG 966 
CTCGCGTTTTGCCTGCACCTTGGCTTAAATACCATGATACAGGTCGAGAGAAAGACTGTC 967 
TGCCACAAGTGGGCCAGTGGAATATGATGAATAAGAAAATGGTTAATGGAGGAACAGTGA 968 
ACAACTGGATCTGTGTAAACTTTTCTCGCAATGTGCAAGACACAGTTGCACGTGGATTTT 969 
GTTCCGAGCTTGCACAAATGTGCATGATATCCGGAATGAACTTCAATCCCAATCCTGTTC 970 
TACCACCAGTGAGTGCTCGCCCTGATCAAGTTGAGAGAGTCTTGAAAACTCGATTTCACG 971 
ATGCTATGACAAAGTTGCAGCCAAATGGGAGAGAGCTAGATCTTTTGATTGTGATATTAC 972 
CAGACAATAACGGCTCTCTTTATGGTGATCTAAAACGGATTTGTGAAACTGAACTTGGAA 973 
TTGTCTCACAATGCTGCTTGACAAAACATGTATTTAAGATGAGCAAGCAGTATTTAGCTA 974 
ATGTATCCCTGAAGATAAATGTGAAGGTTGGAGGAAGAAATACTGTGCTGGTTGATGCGC 975 
TCTCTAGACGAATTCCCCTTGTCAGCGACCGCCCAACTATCATTTTTGGTGCAGATGTCA 976 
CCCATCCCCACCCTGGGGAGGATTCTAGCCCGTCAATTGCTGCGGTGGTTGCTTCTCAAG 977 
ATTGGCCTGAAATTACAAAGTATGCTGGTTTGGTTTCTGCTCAAGCGCATAGGCAAGAGC 978 
TTATACAAGATCTGTACAAGACTTGGCAAGATCCAGTTAGAGGACCTGTGACTGGTGGCA 979 
TGATAAAGGAATTACTTATTTCCTTCCGTCGAGCAACTGGACAGAAGCCGCAGAGAATTA 980 
TATTCTACAGAGATGGTGTTAGTGAAGGACAATTTTACCAAGTTCTTCTTTTTGAACTTG 981 
ATGCAATCCGCAAGGCATGTGCATCTTTAGAACCCAACTATCAGCCCCCGGTTACGTTTG 982 
TTGTGGTCCAGAAACGGCATCATACTAGGTTGTTTGCCAATAACCACCACGACAGAAATG 983 
CAGTTGATCGGAGTGGGAACATTTTGCCTGGTACCGTTGTAGATTCAAAGATATGCCACC 984 
CTACTGAATTTGATTTCTATCTCTGTAGCCATGCCGGCATACAGGGTACTAGCCGCCCAG 985 
CTCATTATCATGTTCTGTGGGATGAGAACAATTTTACTGCTGACGCCCTGCAGTCTTTGA 986 
CTAACAATCTTTGCTATACATATGCTAGGTGTACTCGTTCTGTCTCCATTGTTCCACCAG 987 
CATATTATGCACATTTGGCAGCTTTCCGTGCTCGGTTTTACATGGAACCAGAGACATCTG 988 
ACAGTGGATCAGTCACAAGCGCAGCTGCTTCAAACAGAGGAGGTGTAGGAGCTATGGGAA 989 
GGAGCACGCGAGCCCCAGGTGCTGGTGCTACTGTAAGGCCCCTTCCTGCTCTCAAGGAGA 990 
ATGTCAAGAGGGTTATGTTTTATTGTTAGAGAAGTTCTCGCTAAACCGGCTATATGATGT 991 
GGATATTGGTTAATTTGCTACGATTCATGATTGCCACTAAAATGGCAAGATGTTTTTTCT 992 
TTTGAAAATTCTATTTAGTTGTCACACCTTGGCTTGGCTTTACCGTGATATGTGTGATAT 993 
CCGGCTATTGTTTTGAAAGTCTAGCACAAATTGGGTCATGAAATTTCAATTGTTCAAGGC 994 
GTGTCAGTTAAGTGATTTGCACATGATGTTTGTGGTATCGAACAG 995 
 996 
 997 
 998 
>Nbv3K745621734  999 
ACACATTTTATTTTCTCTCTCTACAAATCACACTCACCTATCACTCTCTTTCTCTCTCTA 1000 
CAAGCATATAGTGCCGTTTCTCTCTCTCCGCCTCTCTTCGTGTTTTAGGGCACCGTGGTG 1001 
GTTGGTATCCTGGCGGCGGTTTTGAGTTATTACCatgGTGCGAAGAAGAGAACTGATGT 1002 
TCCTGGTGGTGCTGAGAGTTTTGAGTCCCATGAAACTGGATGGGGACGAGGTGGTGCTCA 1003 
ACGGCCATCACAGCAGCAGCAACATCAGCATCAGCAAGGTGGAGGAAGAGGCTGGGCACC 1004 
TCAGCATGGAGGACATGGTGGCCGTGGTGGTGGGGGAGCTCCACGTGGTGGAATGGCCCC 1005 
TCAACAGTCCTATGGTGGACCTTCTGAATACTACCAACAGGGCAGGGGAACCCAGCAGTA 1006 
TCAACGAGGTGGAGGACAACCCCAGCGCCGTGGTGGCATGGGTGGCCATGGGGCACCTTC 1007 
TGGTGGCCCTCCTCGGCCACCAGTACCCGAGCTGCACCAAGCAACCCAGACTCAACATCA 1008 
GCCTGTACCATATGGAAGACCATCAGAAACATACTCGGAGGCTGGTTCCTCGTCTCAGCC 1009 
ACCCGAACCAACGACACAGCAAGTGACTCAGCAATTCCAGCAACTTGTTGTGCAGCCAGA 1010 
AGCAGCTGCAACCCAAGCAATACAACCAGCATCGAGCAAGTCGATGAGGTTTCCACTCCG 1011 
GCCAGGAAAGGGTAGTACTGGTATTAGATGCATAGTTAAGGCCAATCACTTCTTTGCCGA 1012 
GTTACCTGACAAAGATCTGCACCAGTATGATGTTTCAATTACTCCTGAGGTCGCCTCTCG 1013 
GGGTGTCAACCGGGCTGTCATGGAGCAGCTGGTGAAGCTTTATAGAGAATCCCATCTTGG 1014 
GAAGAGGCTTCCAGCCTATGACGGAAGAAAAAGTCTATACACAGCAGGGCCCCTCCCTTT 1015 
TGTTCAAAAGGATTTTAAAATCACTCTAATTGATGATGATGATGGACCTGGTGGTGCTAG 1016 
GAGGGAAAGAGAGTTTAAAGTTGTGATCAAGCTGGCGGCTCGTGCTGATCTTCATCACTT 1017 
GGGGATGTTCTTACAAGGGAGACAGGCTGATGCACCGCAAGAAGCACTTCAGGTGCTGGA 1018 
TATTGTGCTACGTGAGTTGCCAACATCTAGGTATTGTCCTGTGGGCCGCTCTTTCTATTC 1019 
CCCTCATTTAGGACGAAGACAACCACTGGGTGAAGGTTTAGAGAGCTGGCGTGGCTTCTA 1020 
TCAAAGTATTCGTCCTACACAGATGGGATTATCCCTGAATATTGATATGTCTTCCACGGC 1021 
TTTCATTGAGCCACTGCCGATTATTGACTTCGTGAGCCAGCTTCTGAATCGGGATATCTC 1022 
TTCTAGACCACTGTCTGATGCTGACCGCGTTAAGATAAAGAAGGCACTGAGAGGTGTAAA 1023 
GGTGGAGGTCACTCATCGTGGAAATATGCGGAGGAAGTATCGCATTTCTGGCTTGACGTC 1024 
TCAAGCAACAAGAGAGTTGACTTTTCCTGTCGATGAAAGGGGTACGATGAAAGCTGTTGT 1025 
GGAATATTTTCGGGAAACCTATGGTTTTGTCATTCGGCATACCCAGTTGCCTTGTCTTCA 1026 
AGTTGGAAATACGCAGAGGCCAAATTACTTGCCAATGGAAGTATGTAAGATTGTAGAGGG 1027 
ACAGAGATACTCAAAGCGCTTGAATGAGAGGCAGATAACAGCACTTCTAAAAGTGACCTG 1028 
CCAACGTCCTCAAGAGAGAGAACGTGATATTCTTCAGACTGTTCATCACAATGCTTATGC 1029 
TGATGACCCATATGCGAAGGAGTTTGGTATTAAGATCAGTGAGAAGCTTGCTCAAGTTGA 1030 
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GGCTCGCGTTTTGCCTGCACCTTGGCTTAAATACCATGATACAGGTCGAGAGAAAGACTG 1031 
TCTGCCACAAGTGGGCCAGTGGAATATGATGAATAAGAAAATGGTTAATGGAGGAACAGT 1032 
GAACAACTGGATCTGTGTAAACTTTTCTCGCAATGTGCAAGACACAGTTGCACGTGGATT 1033 
TTGTTCCGAGCTTGCACAAATGTGCATGATATCCGGAATGAACTTCAATCCCAATCCTGT 1034 
TCTACCACCAGTGAGTGCTCGCCCTGATCAAGTTGAGAGAGTCTTGAAAACTCGATTTCA 1035 
CGATGCTATGACAAAGTTGCAGCCAAATGGGAGAGAGCTAGATCTTTTGATTGTGATATT 1036 
ACCAGACAATAACGGCTCTCTTTATGGTGATCTAAAACGGATTTGTGAAACTGAACTTGG 1037 
AATTGTCTCACAATGCTGCTTGACAAAACATGTATTTAAGATGAGCAAGCAGTATTTAGC 1038 
TAATGTATCCCTGAAGATAAATGTGAAGGTTGGAGGAAGAAATACTGTGCTGGTTGATGC 1039 
GCTCTCTAGACGAATTCCCCTTGTCAGCGACCGCCCAACTATCATTTTTGGTGCAGATGT 1040 
CACCCATCCCCACCCTGGGGAGGATTCTAGCCCGTCAATTGCTGCGGTGGTTGCTTCTCA 1041 
AGATTGGCCTGAAATTACAAAGTATGCTGGTTTGGTTTCTGCTCAAGCGCATAGGCAAGA 1042 
GCTTATACAAGATCTGTACAAGACTTGGCAAGATCCAGTTAGAGGACCTGTGACTGGTGG 1043 
CATGATAAAGGAATTACTTATTTCCTTCCGTCGAGCAACTGGACAGAAGCCGCAGAGAAT 1044 
TATATTCTACAGAGATGGTGTTAGTGAAGGACAATTTTACCAAGTTCTTCTTTTTGAACT 1045 
TGATGCAATCCGCAAGGCATGTGCATCTTTAGAACCCAACTATCAGCCCCCGGTTACGTT 1046 
TGTTGTGGTCCAGAAACGGCATCATACTAGGTTGTTTGCCAATAACCACCACGACAGAAA 1047 
TGCAGTTGATCGGAGTGGGAACATTTTGCCTGGTACCGTTGTAGATTCAAAGATATGCCA 1048 
CCCTACTGAATTTGATTTCTATCTCTGTAGCCATGCCGGCATACAGGGTACTAGCCGCCC 1049 
AGCTCATTATCATGTTCTGTGGGATGAGAACAATTTTACTGCTGACGCCCTGCAGTCTTT 1050 
GACTAACAATCTTTGCTATACATATGCTAGGTGTACTCGTTCTGTCTCCATTGTTCCACC 1051 
AGCATATTATGCACATTTGGCAGCTTTCCGTGCTCGGTTTTACATGGAACCAGAGACATC 1052 
TGACAGTGGATCAGTCACAAGCGCAGCTGCTTCAAACAGAGGAGGTGTAGGAGCTATGGG 1053 
AAGGAGCACGCGAGCCCCAGGTGCTGGTGCTACTGTAAGGCCCCTTCCTGCTCTCAAGGA 1054 
GAATGTCAAGAGGGTTATGTTTTATTGTTAGAGAAGTTCTCGCTAAACCGGCTATATGAT 1055 
GTGGATATTGGTTAATTTGCTACGATTCATGATTGCCACTAAAATGGCAAGATGTTTTTT 1056 
CTTTTGAAAATTCTATTTAGTTGTCACACCTTGGCTTGGCTTTACCGTGATATGTGTGAT 1057 
ATCCGGCTATTGTTTTGAAAGTCTAGCACAAA 1058 
 1059 
>Nbv3K745621399  1060 
ACACATTTTATTTTCTCTCTCTACAAATCACACTCACCTATCACTCTCTTTCTCTCTCTA 1061 
CAAGCATATAGTGCCGTTTCTCTCTCTCCGCCTCTCTTCGTGTTTTAGGGCACCGTGGTG 1062 
GTTGGTATCCTGGCGGCGGTTTTGAGTTATTACCatgGTGCGAAGAAGAGAACTGATGT 1063 
TCCTGGTGGTGCTGAGAGTTTTGAGTCCCATGAAACTGGATGGGGACGAGGTGGTGCTCA 1064 
ACGGCCATCACAGCAGCAGCAACATCAGCATCAGCAAGGTGGAGGAAGAGGCTGGGCACC 1065 
TCAGCATGGAGGACATGGTGGCCGTGGTGGTGGGGGAGCTCCACGTGGTGGAATGGCCCC 1066 
TCAACAGTCCTATGGTGGACCTTCTGAATACTACCAACAGGGCAGGGGAACCCAGCAGTA 1067 
TCAACGAGGTGGAGGACAACCCCAGCGCCGTGGTGGCATGGGTGGCCATGGGGCACCTTC 1068 
TGGTGGCCCTCCTCGGCCACCAGTACCCGAGCTGCACCAAGCAACCCAGACTCAACATCA 1069 
GCCTGTACCATATGGAAGACCATCAGAAACATACTCGGAGGCTGGTTCCTCGTCTCAGCC 1070 
ACCCGAACCAACGACACAGCAAGTGACTCAGCAATTCCAGCAACTTGTTGTGCAGCCAGA 1071 
AGCAGCTGCAACCCAAGCAATACAACCAGCATCGAGCAAGTCGATGAGGTTTCCACTCCG 1072 
GCCAGGAAAGGGTAGTACTGGTATTAGATGCATAGTTAAGGCCAATCACTTCTTTGCCGA 1073 
GTTACCTGACAAAGATCTGCACCAGTATGATGTTTCAATTACTCCTGAGGTCGCCTCTCG 1074 
GGGTGTCAACCGGGCTGTCATGGAGCAGCTGGTGAAGCTTTATAGAGAATCCCATCTTGG 1075 
GAAGAGGCTTCCAGCCTATGACGGAAGAAAAAGTCTATACACAGCAGGGCCCCTCCCTTT 1076 
TGTTCAAAAGGATTTTAAAATCACTCTAATTGATGATGATGATGGACCTGGTGGTGCTAG 1077 
GAGGGAAAGAGAGTTTAAAGTTGTGATCAAGCTGGCGGCTCGTGCTGATCTTCATCACTT 1078 
GGGGATGTTCTTACAAGGGAGACAGGCTGATGCACCGCAAGAAGCACTTCAGGTGCTGGA 1079 
TATTGTGCTACGTGAGTTGCCAACATCTAGGTATTGTCCTGTGGGCCGCTCTTTCTATTC 1080 
CCCTCATTTAGGACGAAGACAACCACTGGGTGAAGGTTTAGAGAGCTGGCGTGGCTTCTA 1081 
TCAAAGTATTCGTCCTACACAGATGGGATTATCCCTGAATATTGATATGTCTTCCACGGC 1082 
TTTCATTGAGCCACTGCCGATTATTGACTTCGTGAGCCAGCTTCTGAATCGGGATATCTC 1083 
TTCTAGACCACTGTCTGATGCTGACCGCGTTAAGATAAAGAAGGCACTGAGAGGTGTAAA 1084 
GGTGGAGGTCACTCATCGTGGAAATATGCGGAGGAAGTATCGCATTTCTGGCTTGACGTC 1085 
TCAAGCAACAAGAGAGTTGACTTTTCCTGTCGATGAAAGGGGTACGATGAAAGCTGTTGT 1086 
GGAATATTTTCGGGAAACCTATGGTTTTGTCATTCGGCATACCCAGTTGCCTTGTCTTCA 1087 
AGTTGGAAATACGCAGAGGCCAAATTACTTGCCAATGGAAGTATGTAAGATTGTAGAGGG 1088 
ACAGAGATACTCAAAGCGCTTGAATGAGAGGCAGATAACAGCACTTCTAAAAGTGACCTG 1089 
CCAACGTCCTCAAGAGAGAGAACGTGATATTCTTCAGACTGTTCATCACAATGCTTATGC 1090 
TGATGACCCATATGCGAAGGAGTTTGGTATTAAGATCAGTGAGAAGCTTGCTCAAGTTGA 1091 
GGCTCGCGTTTTGCCTGCACCTTGGCTTAAATACCATGATACAGGTCGAGAGAAAGACTG 1092 
TCTGCCACAAGTGGGCCAGTGGAATATGATGAATAAGAAAATGGTTAATGGAGGAACAGT 1093 
GAACAACTGGATCTGTGTAAACTTTTCTCGCAATGTGCAAGACACAGTTGCACGTGGATT 1094 
TTGTTCCGAGCTTGCACAAATGTGCATGATATCCGGAATGAACTTCAATCCCAATCCTGT 1095 
TCTACCACCAGTGAGTGCTCGCCCTGATCAAGTTGAGAGAGTCTTGAAAACTCGATTTCA 1096 
CGATGCTATGACAAAGTTGCAGCCAAATGGGAGAGAGCTAGATCTTTTGATTGTGATATT 1097 
ACCAGACAATAACGGCTCTCTTTATGGTGATCTAAAACGGATTTGTGAAACTGAACTTGG 1098 
AATTGTCTCACAATGCTGCTTGACAAAACATGTATTTAAGATGAGCAAGCAGTATTTAGC 1099 
TAATGTATCCCTGAAGATAAATGTGAAGGTTGGAGGAAGAAATACTGTGCTGGTTGATGC 1100 
GCTCTCTAGACGAATTCCCCTTGTCAGCGACCGCCCAACTATCATTTTTGGTGCAGATGT 1101 



 

 17

CACCCATCCCCACCCTGGGGAGGATTCTAGCCCGTCAATTGCTGCGGTGGTTGCTTCTCA 1102 
AGATTGGCCTGAAATTACAAAGTATGCTGGTTTGGTTTCTGCTCAAGCGCATAGGCAAGA 1103 
GCTTATACAAGATCTGTACAAGACTTGGCAAGATCCAGTTAGAGGACCTGTGACTGGTGG 1104 
CATGATAAAGGAATTACTTATTTCCTTCCGTCGAGCAACTGGACAGAAGCCGCAGAGAAT 1105 
TATATTCTACAGAGATGGTGTTAGTGAAGGACAATTTTACCAAGTTCTTCTTTTTGAACT 1106 
TGATGCAATCCGCAAGGCATGTGCATCTTTAGAACCCAACTATCAGCCCCCGGTTACGTT 1107 
TGTTGTGGTCCAGAAACGGCATCATACTAGGTTGTTTGCCAATAACCACCACGACAGAAA 1108 
TGCAGTTGATCGGAGTGGGAACATTTTGCCTGGTACCGTTGTAGATTCAAAGATATGCCA 1109 
CCCTACTGAATTTGATTTCTATCTCTGTAGCCATGCCGGCATACAGGGTACTAGCCGCCC 1110 
AGCTCATTATCATGTTCTGTGGGATGAGAACAATTTTACTGCTGACGCCCTGCAGTCTTT 1111 
GACTAACAATCTTTGCTATACATATGCTAGGTGTACTCGTTCTGTCTCCATTGTTCCACC 1112 
AGCATATTATGCACATTTGGCAGCTTTCCGTGCTCGGTTTTACATGGAGCCAGAGACATC 1113 
TGATAATGGATCAGTCACAAGCGCAGCTGCTTCAAACAGAGGAGGTTTAGGAGCTATGGG 1114 
AAGGAGCACGCGAGCACCAGGTGCTGGTGCTGCTGTAAGGCCCCTTCCTGCTCTCAAGGA 1115 
GAATGTTAAGAGGGTTATGTTTTATTGTTAGTGAAGTTCCTCCCTAAACCGGCTATATGA 1116 
TGTGGATATTGGTTGACTTGCTAGGAGTCATGATTGCCACTAAAATGGCAAAGATGTTTT 1117 
TTCTTTTGAAAATTCTTAACTTTTGTTTATCACATCTTGGCTTGGCTTTACCTTGAGTGT 1118 
GTATAGTATCCGGTTATTGTTTTGAAGTATTGGAAATTGGGTCATGAAATTTCAATTGTG 1119 
TAAGCCGTGTCAGTTTAGTAAGTCATTTGCACATGATGTTTGTGGTGTCTAGG 1120 

 1121 
 1122 
 1123 
 1124 
 1125 
 1126 
Figure S4 1127 
 1128 
 1129 
i) 1130 
ntamiR168a/b/c      UCGCUUGGUGCAGGUCGGGAC 21  1131 
ntamiR168d/e        UCGCUUGGUGCAGGUCGGGAA 21                            1132 
                    ********************  1133 
 1134 
ii) 1135 
bnamiR168           UCGCUUGGUGCAGGUCGAGAA 21  1136 
ntamiR168d/e        UCGCUUGGUGCAGGUCGGGAA 21  1137 
ccamiR168a          UCGCUUGGUGCAGGUCGGGAA 21  1138 
vunmiR168           UCGCUUGGUGCAGGUCGGGAA 21  1139 
mtrmiR168b/c        UCGCUUGGUGCAGGUCGGGAA 21  1140 
tccmiR168           UCGCUUGGUGCAGGUCGGGAA 21  1141 
alymiR168a/b        UCGCUUGGUGCAGGUCGGGAA 21  1142 
rcomiR168           UCGCUUGGUGCAGGUCGGGAA 21  1143 
crtmiR168           UCGCUUGGUGCAGGUCGGGAA 21  1144 
cclmiR168           UCGCUUGGUGCAGGUCGGGAA 21  1145 
vvimiR168           UCGCUUGGUGCAGGUCGGGAA 21  1146 
ptcmiR168a/b        UCGCUUGGUGCAGGUCGGGAA 21  1147 
athmiR168a/b        UCGCUUGGUGCAGGUCGGGAA 21  1148 
bnamiR168a          UCGCUUGGUGCAGGUCGGGAA 21  1149 
gmamiR168a          UCGCUUGGUGCAGGUCGGGAA 21  1150 
osamiR168a          UCGCUUGGUGCAGAUCGGGAC 21  1151 
sofmiR168b          UCGCUUGG-GCAGAUCGGGAC 20  1152 
sbimiR168           UCGCUUGGUGCAGAUCGGGAC 21  1153 
sofmiR168a          UCGCUUGGUGCAGAUCGGGAC 21  1154 
zmamiR168a/b        UCGCUUGGUGCAGAUCGGGAC 21  1155 
hvumiR168           UCGCUUGGUGCAGAUCGGGAC 21  1156 
bdimiR168           UCGCUUGGUGCAGAUCGGGAC 21  1157 
ntamiR168a/b/c      UCGCUUGGUGCAGGUCGGGAC 21  1158 
cmemiR168           UCGCUUGGUGCAGGUCGGGA- 20  1159 
gmamiR168b          UCGCUUGGUGCAGGUCGGG-- 19  1160 
mtrmiR168a          UUGCUUGGUGCUGGUCGGGAA 21  
osamiR168b          AGGCUUGGUGCAGCUCGGGAA 21  1161 
aqcmiR168           UGGCUUAGUGCAGCUCGGGGA 21 1162 
            **** * ** * *** *   1163 
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Figure S6 1205  1206                        1207 
NbAGO1-1H       UAUCAACGAGGUGGAGGACAACCCCAGCGCCGUGGUGGCAUGGGUGGCCAUGGGGCACCUUCUGGUGGCCCUCCUCGGCCACCAGUACCCGAGCUGCACCAAGCAACCCAGACUCAACAUCAGCCUGUAC---------------------CAUAUGGAAGACCAUCAGAAACA 1208 
StuAGO1-like    -AUCAACGAGGGGGAGGACAACCCCAGCGUCGUGGUGGUAUAGGGGGCCGUGGG----CUUCUGGUGGCUCUUCUAGGCCACCAGUUCCCGAGCUGCACCAAGCAACUGAGACUCCACAUCAGCCCGUAC---------------------CAUAUGGAAGACCAGCAGAAACA 1209 
StuAGO1B-like   -AACAACGAGGUGGAGGACCACCCCAGCAACAUGGUGGCAUAGGUGGCCGUGGAGCACCUUCUGGUGGGCCUUCUAGGCCACCAAUUCCCGAGCUGCACCAAGCAACCACACAGACUCAACAUCAAGCUGUAAUGACUACUCAGCCCAUACCUUAUGGAAGACCAGCUGACACA 1210 
SlyAGO1A-like   ---CAACGAGGGGGAGGACAACCCCAGCGCCGUGGUGGUAUAGGGGGCCGUGGGGCACCUUCUGGUGGCUCUUCUAGGCCACCAGUUCCCGAGCUGCACCAAGCAACUGAGACUCCACAUCAGCCCGUAC---------------------CAUAUGGAAGACCAGCAGAAACA                    1211 
SlyAGO1B        CAACAACGAGGUGGAGGACCACUCCAGCAACAUGGUGGCAUAGGUGGCCGUGGAGCACCUUCUGGUGGGCCUUCUAGGCCACCAAUUCCCGAGCUGCACCAAGCAACCACACAGACUCAACAUCAAGCUGUAAUGACUACUCAGCCCAUUACUUGUGGAAGACCAGCUGACACA 1212 
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