
APPENDIX 

 

Table 1. Extended version of the genotype x phenotype file.  

      2.55 Mb 

        1.04 Mb       

          600 Kb       

              222.68 Kb     

                95.128 Kb         

  SMELCh06 position 1,04E+08 1,04E+08 1,05E+08 1,05E+08 1,05E+08 1,05E+08 1,06E+08 1,06E+08 1,06E+08 

1,0
6E
+0
8 

1,07E+08 

Prickliness                  
0. Absence                 
1. Presence 

Presence of 
PRICKLES  

Eppendorf 
name 

SNP_1_ 
PRICK 

SNP_3_ 
PRICK 

SNP_9_ 
PRICK 

SNP_11_ 
PRICK 

SNP_12_ 
PRICK 

SNP_13_ 
PRICK 

SNP_14_ 
PRICK 

SNP_15_ 
PRICK 

SNP_16_ 
PRICK 

SN
P_
18
19
_P
RI
CK 

SNP_22_
PRICK 

0 
NO 

PRICKLES 
MEL5.3. A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR001 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR016 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR040 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR167 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR005 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR008 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR010 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR013 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR017 A A A A A A A A A A A 



0 
NO 

PRICKLES 
PR018 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR019 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR022 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR027 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR030 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR034 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR037 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR045 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR047 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR052 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR053 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR057 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR058 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR060 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR061 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR062 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR064 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR065 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR067 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR069 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR072 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR084 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR085 A A A A A A A A A A A 



0 
NO 

PRICKLES 
PR090 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR091 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR097 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR098 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR100 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR102 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR108 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR110 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR112 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR114 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR115 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR117 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR121 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR122 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR123 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR130 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR133 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR134 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR136 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR138 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR142 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR143 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR148 A A A A A A A A A A A 



0 
NO 

PRICKLES 
PR149 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR152 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR153 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR163 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR165 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR171 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR172 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR173 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR174 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR182 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR188 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR189 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR190 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR194 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR197 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR201 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR202 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR205 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR206 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR208 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR214 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR216 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR218 A A A A A A A A A A A 



0 
NO 

PRICKLES 
PR219 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR220 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR002-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR006-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR008-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR010-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR011-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR015-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR018-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR019-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR022-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR029-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR032-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR034-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR035-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR037-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR042-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR044-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR045-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR046-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR048-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR055-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR223 A A A A A A A A A A A 



0 
NO 

PRICKLES 
PR224 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR227 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR229 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR230 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR232 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR236 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR240 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR242 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR245 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR249 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR250 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR256 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR257 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR258 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR260 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR261 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR267 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR271 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR272 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR275 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR276 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR277 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR265-2 A  A  A  A  A  A A A A  A A  



0 
NO 

PRICKLES 
PR281 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR284 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR288 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR294 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR301 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR303 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR057-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR060-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR062-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR065-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR067-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR070-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR071-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR072-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR073-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR074-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR078-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR081-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR082-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR088-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR089-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR091-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR093-2 A A A A A A A A A A A  



0 
NO 

PRICKLES 
PR094-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR095-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR096-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR098-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR108-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR114-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR117-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR118-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR119-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR120-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR128-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR129-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR136-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR141-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR142-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR144-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR146-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR148-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR150-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR155-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR162-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR168-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR173-2 A A A A A A A A A A A 



0 
NO 

PRICKLES 
PR174-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR179-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR181-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR182-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR186-2 A A A A A A A A A A A 

1 
NO 

PRICKLES 
PR188-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR192-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR194-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR209-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR217-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR223-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR224-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR228-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR231-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR236-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR238-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR240-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR242-2 A A A A A A A A A A A  

0 
NO 

PRICKLES 
PR243-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR248-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR274-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR276-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR278-2 A A A A A A A A A A A 



0 
NO 

PRICKLES 
PR280-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR284-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR288-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR290-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR294-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR295-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR299-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR305-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR308-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR309-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR166 A A A A A A A A  A A A 

0 
NO 

PRICKLES 
PR314-2 A A A A A A A A A A A 

0 
NO 

PRICKLES 
PR183 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR187 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR181 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR164 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR132 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR127 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR129 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR020 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR157 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR007-2 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR012-2 H A A A A A A A A A A 



0 
NO 

PRICKLES 
PR017-2 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR028-2 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR036-2 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR247 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR270 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR100-2 H A A A A A A A A A A  

0 
NO 

PRICKLES 
PR112-2 H A A A A A A A A A A  

0 
NO 

PRICKLES 
PR123-2 H A A A A A A A A A A  

0 
NO 

PRICKLES 
PR131-2 H A A A A A A A A A A  

0 
NO 

PRICKLES 
PR241-2 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR289-2 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR316-2 H A A A A A A A A A A 

0 
NO 

PRICKLES 
PR230-2 H H A A A A A A A A A 

0 
NO 

PRICKLES 
PR261-2 H H H H H A A A A  A  A 

0 
NO 

PRICKLES 
PR077-2 H H H H H A A A A A A  

0 
NO 

PRICKLES 
PR310-2 H H H H H A H H H H H 

0 
NO 

PRICKLES 
PR058-2 A A A A A H H H H H H 

0 
NO 

PRICKLES 
PR297 A A A A A A A A A A H 

0 
NO 

PRICKLES 
PR003 A A A A A A A A A A H 

0 
NO 

PRICKLES 
PR147 A A A A A A A A A A H 

0 
NO 

PRICKLES 
PR168 A A A A A A A A A A H 

0 
NO 

PRICKLES 
PR178 A A A A A A A A A A H 

0 
NO 

PRICKLES 
PR180 A A A A A A A A A A H 



0 
NO 

PRICKLES 
PR302 A A A A A A A A A A H 

0 
NO 

PRICKLES 
PR139-2 A A A A A A A A A A H 

0 
NO 

PRICKLES 
PR175-2 A A A A A A A A A A H 

0 
NO 

PRICKLES 
PR101-2 A A A A A A A A H H H 

0 
NO 

PRICKLES 
PR210 A A A A A A H H H H H 

1 PRICKLES PR109-2 A A  H H H H H H H H A  

1 PRICKLES PR264-2 A A H H H H H H H H A 

1 PRICKLES PR041 A A A A A A H H H H H 

1 PRICKLES PR193-2 A  A  A  A  A  H H H H H H 

1 PRICKLES PR221-2 A  A  A  A  A  H H H H H H 

1 PRICKLES PR101 A A A A A H H H H H H 

1 PRICKLES PR085-2 A A  A  A  H H H H H H H 

1 PRICKLES PR170-2 A A  A  A  H H H H H H H 

1 PRICKLES PR238 A  A  A  H H H H H H H H 

1 PRICKLES PR032 A A A H H H H H H H H 

1 PRICKLES PR297-2 A A  A H H H H H H H H 

1 PRICKLES PR305 A A  A  H H H H H H H H 

1 PRICKLES PR167-2 A  A  H H H H H H H H H 

1 PRICKLES PR005-2 A A H H H H H H H H H 

1 PRICKLES PR304 A A  H H H H H H H H H 

1 PRICKLES PR012 A A H H H H H H H H H 

1 PRICKLES PR272-2 A A H H H H H H H H H 

1 PRICKLES PR299 A A H H H H H H H H H 

1 PRICKLES PR205-2 A  A  H H H H H H H H H 

1 PRICKLES PR054-2 A  A H H H H H H H H H 

1 PRICKLES PR199-2 A A H H H H H H H H H 

1 PRICKLES PR215-2 A A  H H H H H H H H H 



1 PRICKLES PR086-2 A  A  H H H H H H H H H 

1 PRICKLES PR262-2 A  A  H H H H H H H H H 

1 PRICKLES PR200-2 A  A  H H H H H H H H H 

1 PRICKLES PR015 A A H H H H H H H H H 

1 PRICKLES PR026 A A H H H H H H H H H 

1 PRICKLES PR031 A A H H H H H H H H H 

1 PRICKLES PR111 A A H H H H H H H H H 

1 PRICKLES PR059 A A H H H H H H H H H 

1 PRICKLES PR046 A A H H H H H H H H H 

1 PRICKLES PR043 A A H H H H H H H H H 

1 PRICKLES PR255 A H H H H H H H H H H 

1 PRICKLES PR191 A H H H H H H H H H H 

1 PRICKLES PR124 A H H H H H H H H H H 

1 PRICKLES PR052-2 A H H H H H H H H H H 

1 PRICKLES PR083 A H H H H H H H H H H 

1 PRICKLES PR233-2 A H H H H H H H H H H 

1 PRICKLES PR031-2 A H H H H H H H H H H 

1 PRICKLES PR070 H H H H H H H H A A A 

1 PRICKLES PR209 H H H H H H H H H A A 

1 PRICKLES PR152-2 H H H H H H H H H H A  

1 PRICKLES PR250-2 H H H H H H H H H H A  

1 PRICKLES PR258-2 H H H H H H H H H H A  

1 PRICKLES PR202-2 H H H H H H H H H H A  

1 PRICKLES PR026-2 H H H H H H H H H H A 

1 PRICKLES PR166-2 H H H H H H H H H H A 

1 PRICKLES PR269-2 H H H H H H H H H H A 

1 PRICKLES PR082 H H H H H H H H H H A 

1 PRICKLES PR222 H H H H H H H H H H A 



1 PRICKLES PR228 H H H H H H H H H H A 

1 PRICKLES PR007 H H H H H H H H H H A 

1 PRICKLES PR130-2 H H H H H H H H H H H 

1 PRICKLES PR132-2 H H H H H H H H H H H 

1 PRICKLES PR137-2 H H H H H H H H H H H 

1 PRICKLES PR140-2 H H H H H H H H H H H 

1 PRICKLES PR143-2 H H H H H H H H H H H 

1 PRICKLES PR154-2 H H H H H H H H H H H 

1 PRICKLES PR157-2 H H H H H H H H H H H 

1 PRICKLES PR159-2 H H H H H H H H H H H 

1 PRICKLES PR164-2 H H H H H H H H H H H 

1 PRICKLES PR165-2 H H H H H H H H H H H 

1 PRICKLES PR169-2 H H H H H H H H H H H 

1 PRICKLES PR178-2 H H H H H H H H H H H 

1 PRICKLES PR180-2 H H H H H H H H H H H 

1 PRICKLES PR183-2 H H H H H H H H H H H 

1 PRICKLES PR184-2 H H H H H H H H H H H 

1 PRICKLES PR190-2 H H H H H H H H H H H 

1 PRICKLES PR195-2 H H H H H H H H H H H 

1 PRICKLES PR196-2 H H H H H H H H H H H 

1 PRICKLES PR198-2 H H H H H H H H H H H 

1 PRICKLES PR201-2 H H H H H H H H H H H 

1 PRICKLES PR203-2 H H H H H H H H H H H 

1 PRICKLES PR204-2 H H H H H H H H H H H 

1 PRICKLES PR206-2 H H H H H H H H H H H 

1 PRICKLES PR207-2 H H H H H H H H H H H 

1 PRICKLES PR208-2 H H H H H H H H H H H 

1 PRICKLES PR210-2 H H H H H H H H H H H 



1 PRICKLES PR211-2 H H H H H H H H H H H 

1 PRICKLES PR212-2 H H H H H H H H H H H 

1 PRICKLES PR213-2 H H H H H H H H H H H 

1 PRICKLES PR214-2 H H H H H H H H H H H 

1 PRICKLES PR216-2 H H H H H H H H H H H 

1 PRICKLES PR218-2 H H H H H H H H H H H 

1 PRICKLES PR220-2 H H H H H H H H H H H 

1 PRICKLES PR225-2 H H H H H H H H H H H 

1 PRICKLES PR226-2 H H H H H H H H H H H 

1 PRICKLES PR234-2 H H H H H H H H H H H 

1 PRICKLES PR235-2 H H H H H H H H H H H 

1 PRICKLES PR237-2 H H H H H H H H H H H 

1 PRICKLES PR244-2 H H H H H H H H H H H 

1 PRICKLES PR246-2 H H H H H H H H H H H 

1 PRICKLES PR247-2 H H H H H H H H H H H 

1 PRICKLES PR259-2 H H H H H H H H H H H 

1 PRICKLES PR079-2 H H H H H H H H H H H 

1 PRICKLES PR266-2 H H H H H H H H H H H 

1 PRICKLES PR270-2 H H H H H H H H H H H 

1 PRICKLES PR273-2 H H H H H H H H H H H 

1 PRICKLES PR275-2 H H H H H H H H H H H 

1 PRICKLES PR279-2 H H H H H H H H H H H 

1 PRICKLES PR281-2 H H H H H H H H H H H 

1 PRICKLES PR291-2 H H H H H H H H H H H 

1 PRICKLES PR003-2 H H H H H H H H H H H 

1 PRICKLES PR016-2 H H H H H H H H H H H 

1 PRICKLES PR033-2 H H H H H H H H H H H 

1 PRICKLES PR038-2 H H H H H H H H H H H 



1 PRICKLES PR039-2 H H H H H H H H H H H 

1 PRICKLES PR041-2 H H H H H H H H H H H 

1 PRICKLES PR064-2 H H H H H H H H H H H 

1 PRICKLES PR075-2 H H H H H H H H H H H 

1 PRICKLES PR080-2 H H H H H H H H H H H 

1 PRICKLES PR083-2 H H H H H H H H H H H 

1 PRICKLES PR084-2 H H H H H H H H H H H 

1 PRICKLES PR106-2 H H H H H H H H H H H 

1 PRICKLES PR107-2 H H H H H H H H H H H 

1 PRICKLES PR115-2 H H H H H H H H H H H 

1 PRICKLES PR116-2 H H H H H H H H H H H 

1 PRICKLES PR124-2 H H H H H H H H H H H 

1 PRICKLES PR125-2 H H H H H H H H H H H 

1 PRICKLES PR126-2 H H H H H H H H H H H 

1 PRICKLES PR133-2 H H H H H H H H H H H 

1 PRICKLES PR134-2 H H H H H H H H H H H 

1 PRICKLES PR138-2 H H H H H H H H H H H 

1 PRICKLES PR151-2 H H H H H H H H H H H 

1 PRICKLES PR153-2 H H H H H H H H H H H 

1 PRICKLES PR156-2 H H H H H H H H H H H 

1 PRICKLES PR160-2 H H H H H H H H H H H 

1 PRICKLES PR219-2 H H H H H H H H H H H 

1 PRICKLES PR251-2 H H H H H H H H H H H 

1 PRICKLES PR252-2 H H H H H H H H H H H 

1 PRICKLES PR292-2 H H H H H H H H H H H 

1 PRICKLES PR293-2 H H H H H H H H H H H 

1 PRICKLES PR296-2 H H H H H H H H H H H 

1 PRICKLES PR300-2 H H H H H H H H H H H 



1 PRICKLES PR306-2 H H H H H H H H H H H 

1 PRICKLES PR307-2 H H H H H H H H H H H 

1 PRICKLES PR311-2 H H H H H H H H H H H 

1 PRICKLES PR312-2 H H H H H H H H H H H 

1 PRICKLES PR313-2 H H H H H H H H H H H 

1 PRICKLES PR009 H H H H H H H H H H H 

1 PRICKLES PR014 H H H H H H H H H H H 

1 PRICKLES PR021 H H H H H H H H H H H 

1 PRICKLES PR023 H H H H H H H H H H H 

1 PRICKLES PR024 H H H H H H H H H H H 

1 PRICKLES PR025 H H H H H H H H H H H 

1 PRICKLES PR028 H H H H H H H H H H H 

1 PRICKLES PR029 H H H H H H H H H H H 

1 PRICKLES PR033 H H H H H H H H H H H 

1 PRICKLES PR035 H H H H H H H H H H H 

1 PRICKLES PR036 H H H H H H H H H H H 

1 PRICKLES PR038 H H H H H H H H H H H 

1 PRICKLES PR039 H H H H H H H H H H H 

1 PRICKLES PR042 H H H H H H H H H H H 

1 PRICKLES PR044 H H H H H H H H H H H 

1 PRICKLES PR048 H H H H H H H H H H H 

1 PRICKLES PR049 H H H H H H H H H H H 

1 PRICKLES PR050 H H H H H H H H H H H 

1 PRICKLES PR051 H H H H H H H H H H H 

1 PRICKLES PR054 H H H H H H H H H H H 

1 PRICKLES PR055 H H H H H H H H H H H 

1 PRICKLES PR056 H H H H H H H H H H H 

1 PRICKLES PR063 H H H H H H H H H H H 



1 PRICKLES PR066 H H H H H H H H H H H 

1 PRICKLES PR068 H H H H H H H H H H H 

1 PRICKLES PR071 H H H H H H H H H H H 

1 PRICKLES PR073 H H H H H H H H H H H 

1 PRICKLES PR074 H H H H H H H H H H H 

1 PRICKLES PR075 H H H H H H H H H H H 

1 PRICKLES PR076 H H H H H H H H H H H 

1 PRICKLES PR077 H H H H H H H H H H H 

1 PRICKLES PR079 H H H H H H H H H H H 

1 PRICKLES PR080 H H H H H H H H H H H 

1 PRICKLES PR081 H H H H H H H H H H H 

1 PRICKLES PR086 H H H H H H H H H H H 

1 PRICKLES PR087 H H H H H H H H H H H 

1 PRICKLES PR089 H H H H H H H H H H H 

1 PRICKLES PR092 H H H H H H H H H H H 

1 PRICKLES PR093 H H H H H H H H H H H 

1 PRICKLES PR094 H H H H H H H H H H H 

1 PRICKLES PR095 H H H H H H H H H H H 

1 PRICKLES PR099 H H H H H H H H H H H 

1 PRICKLES PR103 H H H H H H H H H H H 

1 PRICKLES PR104 H H H H H H H H H H H 

1 PRICKLES PR105 H H H H H H H H H H H 

1 PRICKLES PR106 H H H H H H H H H H H 

1 PRICKLES PR107 H H H H H H H H H H H 

1 PRICKLES PR109 H H H H H H H H H H H 

1 PRICKLES PR116 H H H H H H H H H H H 

1 PRICKLES PR118 H H H H H H H H H H H 

1 PRICKLES PR119 H H H H H H H H H H H 



1 PRICKLES PR120 H H H H H H H H H H H 

1 PRICKLES PR125 H H H H H H H H H H H 

1 PRICKLES PR126 H H H H H H H H H H H 

1 PRICKLES PR128 H H H H H H H H H H H 

1 PRICKLES PR131 H H H H H H H H H H H 

1 PRICKLES PR137 H H H H H H H H H H H 

1 PRICKLES PR139 H H H H H H H H H H H 

1 PRICKLES  PR140 H H H H H H H H H H H 

1 PRICKLES PR141 H H H H H H H H H H H 

1 PRICKLES PR144 H H H H H H H H H H H 

1 PRICKLES PR145 H H H H H H H H H H H 

1 PRICKLES PR146 H H H H H H H H H H H 

1 PRICKLES PR151 H H H H H H H H H H H 

1 PRICKLES PR154 H H H H H H H H H H H 

1 PRICKLES PR155 H H H H H H H H H H H 

1 PRICKLES PR156 H H H H H H H H H H H 

1 PRICKLES PR158 H H H H H H H H H H H 

1 PRICKLES PR159 H H H H H H H H H H H 

1 PRICKLES PR160 H H H H H H H H H H H 

1 PRICKLES PR161 H H H H H H H H H H H 

1 PRICKLES PR162 H H H H H H H H H H H 

1 PRICKLES PR279 H H H H H H H H H H H 

1 PRICKLES PR169 H H H H H H H H H H H 

1 PRICKLES PR170 H H H H H H H H H H H 

1 PRICKLES PR175 H H H H H H H H H H H 

1 PRICKLES PR176 H H H H H H H H H H H 

1 PRICKLES PR177 H H H H H H H H H H H 

1 PRICKLES PR179 H H H H H H H H H H H 



1 PRICKLES PR185 H H H H H H H H H H H 

1 PRICKLES PR186 H H H H H H H H H H H 

1 PRICKLES PR192 H H H H H H H H H H H 

1 PRICKLES PR193 H H H H H H H H H H H 

1 PRICKLES PR195 H H H H H H H H H H H 

1 PRICKLES PR198 H H H H H H H H H H H 

1 PRICKLES PR199 H H H H H H H H H H H 

1 PRICKLES PR200 H H H H H H H H H H H 

1 PRICKLES PR203 H H H H H H H H H H H 

1 PRICKLES PR211 H H H H H H H H H H H 

1 PRICKLES PR212 H H H H H H H H H H H 

1 PRICKLES PR215 H H H H H H H H H H H 

1 PRICKLES PR217 H H H H H H H H H H H 

1 PRICKLES PR225 H H H H H H H H H H H 

1 PRICKLES PR233 H H H H H H H H H H H 

1 PRICKLES PR234 H H H H H H H H H H H 

1 PRICKLES PR235 H H H H H H H H H H H 

1 PRICKLES PR237 H H H H H H H H H H H 

1 PRICKLES PR241 H H H H H H H H H H H 

1 PRICKLES PR243 H H H H H H H H H H H 

1 PRICKLES PR244 H H H H H H H H H H H 

1 PRICKLES PR246 H H H H H H H H H H H 

1 PRICKLES PR248 H H H H H H H H H H H 

1 PRICKLES PR251 H H H H H H H H H H H 

1 PRICKLES PR252 H H H H H H H H H H H 

1 PRICKLES PR253 H H H H H H H H H H H 

1 PRICKLES PR254 H H H H H H H H H H H 

1 PRICKLES PR259 H H H H H H H H H H H 



1 PRICKLES PR262 H H H H H H H H H H H 

1 PRICKLES PR001-2 H H H H H H H H H H H 

1 PRICKLES PR004-2 H H H H H H H H H H H 

1 PRICKLES PR020-2 H H H H H H H H H H H 

1 PRICKLES PR024-2 H H H H H H H H H H H 

1 PRICKLES PR025-2 H H H H H H H H H H H 

1 PRICKLES PR027-2 H H H H H H H H H H H 

1 PRICKLES PR050-2 H H H H H H H H H H H 

1 PRICKLES PR051-2 H H H H H H H H H H H 

1 PRICKLES PR056-2 H H H H H H H H H H H 

1 PRICKLES PR066-2 H H H H H H H H H H H 

1 PRICKLES PR068-2 H H H H H H H H H H H 

1 PRICKLES PR069-2 H H H H H H H H H H H 

1 PRICKLES PR076-2 H H H H H H H H H H H 

1 PRICKLES PR087-2 H H H H H H H H H H H 

1 PRICKLES PR090-2 H H H H H H H H H H H 

1 PRICKLES PR092-2 H H H H H H H H H H H 

1 PRICKLES PR097-2 H H H H H H H H H H H 

1 PRICKLES PR099-2 H H H H H H H H H H H 

1 PRICKLES PR102-2 H H H H H H H H H H H 

1 PRICKLES PR104-2 H H H H H H H H H H H 

1 PRICKLES PR110-2 H H H H H H H H H H H 

1 PRICKLES PR111-2 H H H H H H H H H H H 

1 PRICKLES PR113-2 H H H H H H H H H H H 

1 PRICKLES PR127-2 H H H H H H H H H H H 

1 PRICKLES 
PR214(2)-

2 
H H H H H H H H H H H 

1 PRICKLES PR263 H H H H H H H H H H H 

1 PRICKLES PR264 H H H H H H H H H H H 



1 PRICKLES PR265 H H H H H H H H H H H 

1 PRICKLES PR266 H H H H H H H H H H H 

1 PRICKLES PR268 H H H H H H H H H H H 

1 PRICKLES PR269 H H H H H H H H H H H 

1 PRICKLES PR273 H H H H H H H H H H H 

1 PRICKLES PR274 H H H H H H H H H H H 

1 PRICKLES PR278 H H H H H H H H H H H 

1 PRICKLES PR280 H H H H H H H H H H H 

1 PRICKLES PR282 H H H H H H H H H H H 

1 PRICKLES PR283 H H H H H H H H H H H 

1 PRICKLES PR285 H H H H H H H H H H H 

1 PRICKLES PR286 H H H H H H H H H H H 

1 PRICKLES PR287 H H H H H H H H H H H 

1 PRICKLES PR289 H H H H H H H H H H H 

1 PRICKLES PR290 H H H H H H H H H H H 

1 PRICKLES PR292 H H H H H H H H H H H 

1 PRICKLES PR293 H H H H H H H H H H H 

1 PRICKLES  PR295 H H H H H H H H H H H 

1 PRICKLES PR296 H H H H H H H H H H H 

1 PRICKLES PR300 H H H H H H H H H H H 

1 PRICKLES PR006 H H H H H H H H H H H 

1 PRICKLES PR315-2 H H H H H H H H H H H 

1 PRICKLES PR002 H H H H H H H H H H H 

1 PRICKLES PR004 H H H H H H H H H H H 

1 PRICKLES INS1 H H H H H H H H H H H 

                      Leyend 

                      Homozygous A 

                      Heterozygous H 



 

Table 2. Detailed information on each candidate gene. 

Name: SMEL_006g267000.1 

Type: gene 

Source: maker 

Position: SMEL3Ch06:105456950..105458396 (+ strand)  

Length: 1447 

Score: 26.2 

load_id: SMEL_006g267000.1 

primary_id: 294760 

gbrowse_dbid: chromosomes:database 
  
Parts: Name: SMEL_006g267000.1.01 

Type: mRNA 

Source: maker 

Position: SMEL3Ch06:105456950..105458396 (+ strand)  

Length: 1447 

Score: 26.2 

load_id: SMEL_006g267000.1.01 

parent_id: SMEL_006g267000.1 

primary_id: 294761 
  
Parts: Type: exon 

Source: maker 

Position: SMEL3Ch06:105456950..105458396 (+ strand)  

Length: 1447 

load_id: SMEL_006g267000.1.01: exon:803 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105456950..105458396
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105456950..105458396
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105456950..105458396


parent_id: SMEL_006g267000.1.01 

primary_id: 294762 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105456950..105458290 (+ strand)  

Length: 1341 

load_id: SMEL_006g267000.1.01: cds:1 

parent_id: SMEL_006g267000.1.01 

primary_id: 294763 
  
Type: three_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105458291..105458396 (+ strand)  

Length: 106 

load_id: SMEL_006g267000.1.01: three_prime_utr:1 

parent_id: SMEL_006g267000.1.01 

primary_id: 294764 
  
 

>SMEL_006g267000.1.01 class=Sequence position=SMEL3Ch06:105456950..105458396 (+ strand) 
ATGGCAGTTA ATGCTGCACA ACCAATTCCA AGTCCAGCAA GAAGAACCCG CTCTTCAACT ACTCCGAAAA TCTCAGAAGC 

TCAATCTTCA ACATCTTCTA CGCAGAATCC AAAATCAAAC AGCAGCAATC CGGTCAGTTA CACCTCTAAT TCCGGGTCAG 

GTTCAGGATC CGAATACCAC CTTGACACCT CCGTCGCAAC TACCTCCGTA TCCAGCCAGG CATCCCTCTC TAGTTTCCGA 

GCATCCTTGC CGGATAATCC TCAAGTCTAT GATTTCTCTG ATATACGTGC CGCCACCAAC AACTTCCTTG CCAAGCGCTA 

CTCCTCCACC TCTTCCTCCC AATCATGGCG ATGCAGGCTC CATGGCAAAG ATGTAATTAT CTTCCAAAGA AGAATACAGA 

AATCCATGGA GAAAGCGGAA TTGAGGACGA AATTATCATT TATTTGTAGG AGTCATTACA AAAGTATAAT TAAACTCCTC 

GGCGCATCAA TTTCCGGCGA TCACATCTAT TTAGTATACG ATTTTGTCCC CGGTTCCAAC CTTTCTCTCT GCCTCCGGAA 

CCCTAGAAAC CCTAGCTATA CCGTTCTCTC TACTTGGATG TCCCGAATAC AAATTGCTAC TGATGTTGCT CATGGTCTGG 

ATTATATACA CAACACCACC GGTTTGGAGA TCGATCCAGT TCACAAATAT GTAAAGAGCA GTGGAATCAT CGTCACGGAG 

CCTTCCTTTA ACGCAAAAAT TTGCCATTTC GGAGCGGCGG AGCTTTGCAG GGGAAGCGAG AGCAAAGCCG TGACGAATGG 

CGGTGAGATC TGCGAGGAGC CATCAACAGA TTCAACGCCG GAGCGGAGGG GATCGGCAAC TAGGACTCGC GAGTTTGAAG 

GCGTGAGAGG CTACATATCG CCGGAGTTTC AGCTGACAGG AATAGCGACA CAGAAATCCG ACGTGTACGC ATTTGGAGTT 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105456950..105458290
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105458291..105458396
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105456950..105458396


GTGCTGTTGG AATTGTTCTC CGGCGAAGAG CCTGTGAGGT TCAAGTACGA CAAGGCAACC GGTAATTACA GTAAAATCTC 

CATTATAGAG ACGGCCAGGG AAGTAATCGG GTGCGGTGGC AATGAGGTGG AAGACGGAGG CGAAGGAGTG GAAAGGCGGT 

TGAGGAATTG GGTGGACCGG AGGTTAAGTG ACTCGTTCCC GGTCGAGGTG GCTAAGAAGG TAATTCGATT GGCTCTGGAT 

TGTTTACACG TGGAGACAGA TGATAGGCCT GACATGCGCC GGGTGGCGGG TAAGATATCA AAGCTGTATT TAGAGTCCAA 

ATTTTGGTCG GATCGGGTCA AAATGCCCAC GGAAATATCC TTGTCATTAG CACCTCGATG AGACGATGAT TTCTTTTTTA 

TTTTTATTTT GGTGAGATGT ACTTTTCCAG CGAATTTATT GACAAAAATC CACCAAAGTT TAAAGGGGAA TATATCTTTT 

TAGGCTG 

 

Name: SMEL_006g267010.1 

Type: gene 

Source: maker 

Position: SMEL3Ch06:105464241..105464489 (- strand) 

Length: 249 

load_id: SMEL_006g267010.1 

primary_id: 294765 

gbrowse_dbid: chromosomes:database 
  
Parts: Name: SMEL_006g267010.1.01 

Type: mRNA 

Source: maker 

Position: SMEL3Ch06:105464241..105464489 (- strand) 

Length: 249 

load_id: SMEL_006g267010.1.01 

parent_id: SMEL_006g267010.1 

primary_id: 294766 
  
Parts: Type: exon 

Source: maker 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105464241..105464489
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105464241..105464489


Position: SMEL3Ch06:105464241..105464489 (- strand) 

Length: 249 

load_id: SMEL_006g267010.1.01: exon:1722 

parent_id: SMEL_006g267010.1.01 

primary_id: 294767 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105464241..105464489 (- strand) 

Length: 249 

load_id: SMEL_006g267010.1.01: cds:1 

parent_id: SMEL_006g267010.1.01 

primary_id: 294768 
  
 

>SMEL_006g267010.1.01 class=Sequence position=SMEL3Ch06:105464241..105464489 (- strand) 
ATGCAGGAGG AGATCAACAA AAGTATGGAA AATATGAGCA AATTTGTTGC TGTTGTTTTA GTTATGTTGG TGATGATGAG 

TTCTTGCATG GCAACAAGTA GGAGTTTGAA TTATTATGAG GAGCAGCCTG CAGAAGGAGG AACAAGAACA ATGGATAATC 

ATCATCACAT GAGTAGGGAG CAATTCAATA ACAATAATGG TGGTGGAGGT GCTCCTAAAA ATGATAATAC AAATGATCTG 

AAGTTCTAA 

 

Name: SMEL_006g267020.1 

Type: gene 

Source: maker 

Position: SMEL3Ch06:105468115..105471025 (+ strand)  

Length: 2911 

Score: 7.49 

load_id: SMEL_006g267020.1 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105464241..105464489
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105464241..105464489
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105464241..105464489
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468115..105471025


primary_id: 294769 

gbrowse_dbid: chromosomes:database 
  
Parts: Name: SMEL_006g267020.1.01 

Type: mRNA 

Source: maker 

Position: SMEL3Ch06:105468115..105471025 (+ strand) 

Length: 2911 

Score: 7.49 

load_id: SMEL_006g267020.1.01 

parent_id: SMEL_006g267020.1 

primary_id: 294770 
  
Parts: Type: exon 

Source: maker 

Position: SMEL3Ch06:105468115..105468234 (+ strand)  

Length: 120 

load_id: SMEL_006g267020.1.01:exon:1647 

parent_id: SMEL_006g267020.1.01 

primary_id: 294771 
  
Type: five_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105468115..105468149 (+ strand)  

Length: 35 

load_id: SMEL_006g267020.1.01:five_prime_utr:1 

parent_id: SMEL_006g267020.1.01 

primary_id: 294778 
  

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468115..105471025
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468115..105468234
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468115..105468149


Type: CDS 

Source: maker 

Position: SMEL3Ch06:105468150..105468234 (+ strand)  

Length: 85 

load_id: SMEL_006g267020.1.01:cds:1 

parent_id: SMEL_006g267020.1.01 

primary_id: 294779 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105468360..105468580 (+ strand)  

Length: 221 

load_id: SMEL_006g267020.1.01:exon:1648 

parent_id: SMEL_006g267020.1.01 

primary_id: 294772 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105468360..105468580 (+ strand)  

Length: 221 

load_id: SMEL_006g267020.1.01:cds:2 

parent_id: SMEL_006g267020.1.01 

primary_id: 294780 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105468683..105468786 (+ strand)  

Length: 104 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468150..105468234
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468360..105468580
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468360..105468580
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468683..105468786


load_id: SMEL_006g267020.1.01:exon:1649 

parent_id: SMEL_006g267020.1.01 

primary_id: 294773 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105468683..105468786 (+ strand)  

Length: 104 

load_id: SMEL_006g267020.1.01:cds:3 

parent_id: SMEL_006g267020.1.01 

primary_id: 294781 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105468959..105469064 (+ strand) 

Length: 106 

load_id: SMEL_006g267020.1.01:exon:1650 

parent_id: SMEL_006g267020.1.01 

primary_id: 294774 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105468959..105469064 (+ strand)  

Length: 106 

load_id: SMEL_006g267020.1.01:cds:4 

parent_id: SMEL_006g267020.1.01 

primary_id: 294782 
  
Type: exon 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468683..105468786
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468959..105469064
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468959..105469064


Source: maker 

Position: SMEL3Ch06:105469934..105470104 (+ strand)  

Length: 171 

load_id: SMEL_006g267020.1.01:exon:1651 

parent_id: SMEL_006g267020.1.01 

primary_id: 294775 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105469934..105470104 (+ strand)  

Length: 171 

load_id: SMEL_006g267020.1.01:cds:5 

parent_id: SMEL_006g267020.1.01 

primary_id: 294783 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105470197..105470250 (+ strand) 

Length: 54 

load_id: SMEL_006g267020.1.01:exon:1652 

parent_id: SMEL_006g267020.1.01 

primary_id: 294776 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105470197..105470250 (+ strand)  

Length: 54 

load_id: SMEL_006g267020.1.01:cds:6 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105469934..105470104
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105469934..105470104
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105470197..105470250
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105470197..105470250


parent_id: SMEL_006g267020.1.01 

primary_id: 294784 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105470802..105471025 (+ strand)  

Length: 224 

load_id: SMEL_006g267020.1.01:exon:1653 

parent_id: SMEL_006g267020.1.01 

primary_id: 294777 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105470802..105470879 (+ strand)  

Length: 78 

load_id: SMEL_006g267020.1.01:cds:7 

parent_id: SMEL_006g267020.1.01 

primary_id: 294785 
  
Type: three_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105470880..105471025 (+ strand) 

Length: 146 

load_id: SMEL_006g267020.1.01:three_prime_utr:1 

parent_id: SMEL_006g267020.1.01 

primary_id: 294786 
  
 

>SMEL_006g267020.1.01 class=Sequence position=SMEL3Ch06:105468115..105471025 (+ strand) 
AAACATTTCT AACAGTTAAA GATATATTAA AAAACATGAA TATGGCAACA ATAACCAAAA TCTTGTTTAT TTATTTTCTC 

TTCCTTTCAA GCGCATTTCT TGCGAGGTCC GGAGAAGTTG GTACGTTAAA TATATCAGAA ATAGAACCCT CCAATAACAT 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105470802..105471025
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105470802..105470879
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105470880..105471025
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105468115..105471025


TTACATGTAT TATTTTTTTA ACTGATATGA TAGTATATAA AAAAGTGTTT TTGATTGTTT TTCTATGTTT GGAAAATTGA 

CGTAGATGAT GAGCGTGAGT TTAGTTATGA TGAAAACGCC ATAAATGGAC CAGCTAACTG GAGCCAAATT CATCCAATTG 

ATTGGATCAA ATGTAATAAT GGAAAAATGC AGTCTCCAAT CGATTTTCCT AACGATAAGG TTGAAGTTGT ATCGAATTTA 

GGAATACTTC AAAAATTTTA TAAACCATCA AATGCCACTC TCTCAAACAG AGGTCATGAT GTAATGGTAC GTTTAAATTA 

AGAGATTATT TGTTGATCAT GATATTAATT ACGTACTACG ATATCGAAAT AATTTTGTAA TGAGTGAATT ACCAATTTAT 

GAATGTAGGT GAAATGGGAT AATGGAGGAT TTCTGAGGAT TAATGGAACT CAATATAAAC TTCAACAAGT TCATTGGCAT 

ACACCTTCTG AACATACTAT TAATGGAAAA AGGTACACTC ACTAGTCCCT AGTTTACTGA GGGTGTAAAT AATTTTTATT 

TTAAATATTT TTAAAACTGA AAATATGTTA TATAAATTAG AAGAATTTTT GTTTTTATCT TTTTATTTAT TAAAATTTTA 

TATTTTATAT AAATTACACT ACTTATAAAG TGATATTTAT ACAGGTTTGA TATGGAGGGT CATTTGGTAC ACGAAACGAG 

TGATGGAAAG AATATTGCTG TCATTGGAAT CCACTACGAG ATTGGACCGC CTGATCTCTT TCTAACCTTA GTAAACAAAT 

AATTTATTTT TTACAAAAAA AATAATTTAA ATATGCAGCT TATTTTATTA TATTCTTTGA AATTTGTTAC CATTTAAAAA 

AAATAAATCA GCATATTTTA TTATATTCTT TAATATTCTT TATCATTTAA AAAAAATAAA TTAACTTATT TTATTATATT 

CTTTAAAATT CTTTATTATT TTAAAAAATA AATGTCTACT CTTTCATATC CTCAGATACA TCACTTCATG TGATCCATCG 

ATCTAAGTTG CTCGACTCTT TATTTTTAGT GTTGCACCGC TGTCAACCCG ACATATTTGT GGAATCTTTG TCTAATTTGG 

TCAACTGATT TCGGATACAT TGATCAAAAT CGATGAGGAA AGTTCGGATG GTTTTAATGA TTTCTGTAAT TAATACAAAA 

GCGAAGGTAA AATTAAAGAA ATGAAATACT TTTTATATAG AAAATTCTAT GGCAAGCCTT TTTCTTTAAC CTCCTTCTAG 

GATTCTCTTC AAGTTCTCCA CATATACTCA TAATTTAGAT TTTACCATTT TATTTTTTAG ATATTTTGAT TATTTTTAAA 

GTGAGTCTCC ACATTTGTAT CTATATATGG ATCCATATAA TTCGAATCTT AAAAATTAGG TTATGAAGGA TCCAACATCT 

AGATCAGCAA CTGTATTGGA CACCCGCACC TGAGTCCGAG CAACTTAGGT CTCGATCGGA TACATCATTT CACGCGATGT 

CCGAGATTTT TATAAATAAA AAAATATGAA TAAAATGTAA TTAGCTCATT ACATTATAAG ATTCCTAAAA ATTCTACGAT 

TTAATCGATC TTATTTATCA GATTCTTGAA ATAATTGTTT ATTTTAATTT TAATCACAGA TAGAGAAAGA TTTAAAAGCT 

CTTGCTGCTG AAAAAGGTAC AGGGAAAAGA GCCATTGGAA TTAATGATCC TAATGTAATT AGAGTGGATG CCAAAAGATA 

TTACAGGTAT ATGGGCTCCC TAACAGTACC ACCTTGCACT GAAAATGTTG TTTGGACTAT TGATGCAAAG GTAACAAATT 

TTGCCCCACC ATTATTATGA AAATTTAATA TAATTACTTA CATTTTTAAA AGTAATTTTA ACTTCTTGTT TCAATTTCTC 

AGGTTAAAAC TGTAACCACA AGACAAATCC AACTGCTCCG TGATGCTGTT CGTGACGTGA GTTAAAAAAG AATGGCCTAA 

TTTGATTTGA TAAGAAATTT AAAAAATTAA AAGGATTTTT TAATCTTGTG GTCATAAATT AAAATTATAT CAAATGTATC 

AAAATATTTT TTAACTTTGT GGTTTTAAAT ATACCACCGT AGAAAGATGA AATTAAATTT TTGCAGAAAA AAAGGGTCAT 

ATTTTTTAAC CGACTAAAAA GGAAAGAAGA TTATTTTTTT TTAAATGGAC GGAGTACTAA TTTTTTTTAA GGGAAACCTG 

ATTGGTTATA TATACGTATG TTTTGTCCAT TTCTCATTCC AAATTTGACA TAGATACTAT TTAAATCAAA TATGTACTAA 

AATTTCCTCG AAAGATTTTT CAAACCCCAA AGAGTTTCTA TTAAACTTTT ATTTTCAATT TGTGTGAATT TGTGACTCAA 

AAAGGGTGTT TCTTCAATTG AAAACTCACG AATCTGCCTT TTAAAAATAA AATAACCTAC TTATAATAAT AATAATTTTT 

TAAAAAATAT ATTTTCTTGA TTTTTTCTTC TCATGTTTTT ATCACAGGGA TTTCAATACA ATGCAAGACC AATTCAGCCA 

TTAAACGGAC GTCCTATCAA ATTCAACAAA CCTTGGTTAA TTTAAAATAA TAATAATAAT GTACTACTTT CATTAATAAA 

TCTGTAGGAT CCTCCTAAAC CATCCTCCAG GCTTTATTTA AAAATAAATA AATAAAGTTG TATTGTACTA TTACAACTGA 

TCTATGATAA TACTCCTTGG ACTTGGTCCA C 

 



Name: SMEL_006g267030.1 

Type: gene 

Source: maker 

Position: SMEL3Ch06:105476869..105479798 (+ strand)  

Length: 2930 

Score: 5.22 

load_id: SMEL_006g267030.1 

primary_id: 294787 

gbrowse_dbid: chromosomes:database 
  
Parts: Name: SMEL_006g267030.1.01 

Type: mRNA 

Source: maker 

Position: SMEL3Ch06:105476869..105479798 (+ strand)  

Length: 2930 

Score: 5.22 

load_id: SMEL_006g267030.1.01 

parent_id: SMEL_006g267030.1 

primary_id: 294788 
  
Parts: Type: exon 

Source: maker 

Position: SMEL3Ch06:105476869..105477171 (+ strand)  

Length: 303 

load_id: SMEL_006g267030.1.01:exon:1629 

parent_id: SMEL_006g267030.1.01 

primary_id: 294789 
  

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105476869..105479798
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105476869..105479798
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105476869..105477171


Type: five_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105476869..105477092 (+ strand)  

Length: 224 

load_id: SMEL_006g267030.1.01:five_prime_utr:1 

parent_id: SMEL_006g267030.1.01 

primary_id: 294796 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105477093..105477171 (+ strand)  

Length: 79 

load_id: SMEL_006g267030.1.01:cds:1 

parent_id: SMEL_006g267030.1.01 

primary_id: 294797 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105477263..105477471 (+ strand)  

Length: 209 

load_id: SMEL_006g267030.1.01:exon:1630 

parent_id: SMEL_006g267030.1.01 

primary_id: 294790 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105477263..105477471 (+ strand)  

Length: 209 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105476869..105477092
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105477093..105477171
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105477263..105477471
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105477263..105477471


load_id: SMEL_006g267030.1.01:cds:2 

parent_id: SMEL_006g267030.1.01 

primary_id: 294798 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105477579..105477685 (+ strand) 

Length: 107 

load_id: SMEL_006g267030.1.01:exon:1631 

parent_id: SMEL_006g267030.1.01 

primary_id: 294791 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105477579..105477685 (+ strand)  

Length: 107 

load_id: SMEL_006g267030.1.01:cds:3 

parent_id: SMEL_006g267030.1.01 

primary_id: 294799 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105478283..105478388 (+ strand)  

Length: 106 

load_id: SMEL_006g267030.1.01:exon:1632 

parent_id: SMEL_006g267030.1.01 

primary_id: 294792 
  
Type: CDS 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105477579..105477685
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105477579..105477685
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105478283..105478388


Source: maker 

Position: SMEL3Ch06:105478283..105478388 (+ strand)  

Length: 106 

load_id: SMEL_006g267030.1.01:cds:4 

parent_id: SMEL_006g267030.1.01 

primary_id: 294800 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105478485..105478652 (+ strand) 

Length: 168 

load_id: SMEL_006g267030.1.01:exon:1633 

parent_id: SMEL_006g267030.1.01 

primary_id: 294793 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105478485..105478652 (+ strand)  

Length: 168 

load_id: SMEL_006g267030.1.01:cds:5 

parent_id: SMEL_006g267030.1.01 

primary_id: 294801 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105478753..105478806 (+ strand)  

Length: 54 

load_id: SMEL_006g267030.1.01:exon:1634 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105478283..105478388
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105478485..105478652
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105478485..105478652
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105478753..105478806


parent_id: SMEL_006g267030.1.01 

primary_id: 294794 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105478753..105478806 (+ strand)  

Length: 54 

load_id: SMEL_006g267030.1.01:cds:6 

parent_id: SMEL_006g267030.1.01 

primary_id: 294802 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105479583..105479798 (+ strand) 

Length: 216 

load_id: SMEL_006g267030.1.01:exon:1635 

parent_id: SMEL_006g267030.1.01 

primary_id: 294795 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105479583..105479651 (+ strand)  

Length: 69 

load_id: SMEL_006g267030.1.01:cds:7 

parent_id: SMEL_006g267030.1.01 

primary_id: 294803 
  
Type: three_prime_UTR 

Source: maker 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105478753..105478806
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105479583..105479798
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105479583..105479651


Position: SMEL3Ch06:105479652..105479798 (+ strand)  

Length: 147 

load_id: SMEL_006g267030.1.01:three_prime_utr:1 

parent_id: SMEL_006g267030.1.01 

primary_id: 294804 
  
 

>SMEL_006g267030.1.01 class=Sequence position=SMEL3Ch06:105476869..105479798 (+ strand) 
ATAAATGGGA AATATGCATT CGTGTAAGAA ATAGAAGGAG AATTTATTAT CATCAATTTA ATAGAATTTC CATTTTCAAC 

CGTCTATTAA ACTCGAGAAA ATTACTCAAA ATTACCACTA AAATTTTTTG ACAGCTCCAT ATAATTACGT TACTCCCCCA 

CTAAATAATG ATCCATTAAT TTACTGAATT TGGTCATTCA ACTAACCAAA TTTCAACAGT GAATATGGAA GCAATAACCA 

AAATATTGTT CATTTCTTTT CTTTTCCTTT CAAGTTCATT TTTTGCAAGA TCTGAAGAAG TTGGTACGTT CAATGTATTA 

TTTGTACTAT TTCTTTTTTG CACTATCAAT ATACAGACGT TCTAGGTTTC TTAATCATGT TTGGATAATC GTAGATAATG 

TGAATGATGA GATTAGTTAT GACGAAAACG CGAAGAATGG ACCAGCTAAC TGGGGAAAAA TCTGGAAGAA CTGCAATGGA 

AATTTGCAGT CTCCAATTGA TGTTGATAAC AAAAGGGTTG AAGTTGTATC AAATTTAGGA ATTCTTCAAA AACACTACAA 

ACCATCCAAT GCCACTCTTG TCAATAGAGG ACATGATATG ATGGTAAGTG TAAGAAAAGT GTATCACTAT AATATGTATT 

GTGGATAATA TATTATCATT TATATTGAAA TAAAATTTTA ACTTGTGATT ATATATATTT AAAAATGCAG TTGAGATGGG 

ATGGTAATGC TGGACACTTG AAGATAAATG AAATTCACTA TAAACTCCAA CAAGTTCATT GGCACACACC CTCAGAACAC 

ACAATAGATG GAAAAAGGTA TATACTTATA ATTACAACTC CTTTTAAGTT ATCGGGTCTA AATTTGTTTG TTTTGATTCG 

AAGCACCAAA GTAAAACTAA CTAATGCTCA GTGTGATTTC AAACATATAG AATCTTTAGT TGTAAAAATA AAAGAAACTA 

CATAAAATTA AAATAAAAAA GTACTACTAT AAATTATATT ATATGTTCAT GAGCTTAATA TATATAATGT CGGGATTTGA 

AATTTATAGG TTCAGAATTC TATTCCTTTT AAGTTAAGGA TTCTAAATCT GTTTTAATTA GTTTATCTTT ATTTGAAGCA 

TGAGGGTTAG TTACATGTAT AATGTCAGAA ATTGAAATTT ATAGGGTTGG GATTCTACTC CTTTTAAGTT TTAAGTCAAT 

GAGTTATAAA TCTGTTTCAA TTAGTTTGTC TTGATTTGGA TAGGAAAGTC AAACTAACTA ATGCTCTATG TGATTTCAGA 

TACGTATAAT CTTCAATTTT TGAAATAAAA CTTATATATT TAGAAAATAC ATAAATTTAT ATTTAAAAAC TATTACTACT 

GTATATTATT TACCCACAAA ACCTATAATT TTACTTTAAA TAAATATAAT GCAGGTTTGA GATGGAGGCT CATTTGGTAC 

ATACAAGTAG TGATGGAAAG ATTGCTGTCA TTGGAATCCT CTATGAAATT GGATTATTGC CTGATAATCT CCAAACCAAA 

GTAAACACAA ACTTAACTTT TATATCTTCA GTATAATTTA ATCGATCGAT CTCATTATTT TCAGATTCTT GATATTTTTT 

ACTTATGTAA TCACAGCTAG AAGGGGAATT AATAGCTCTT GCTGATAAAA AAGGTGCAGA AAAAGCCATT GGAATAATTG 

ATCCAAATAT AATAAAGTTT GATGACAAAA TATATTACAG ATATATTGGC TCCCTAACTA CTCCACCTTG TACTGAAGGT 

GATACTTGGA CTATTGATGG AAAGGTAATT AAATTTGCCT AAATTCGTTA TAATGATGAT AATTAAAAGT AATTAAGTAT 

TCCCATTTTG AATTATGTGA CTTTTTTTAA TATCAATTTT CCAGGTTAAT AGCATAACGG GAAGACAAAT AAAACTGCTC 

CAAGATGCTG TCGTTGACGT GAGTTGCTAG CTACCCCAAT TTTTTTTAGC AATAATATCT TTTTTTGCTA ATTTTTTTTG 

GTAAGTGAAC ATTTTATCAT AAAAGAGAAG ATTACAATTA AAAAAAGAAA AGACATAAAG AAACTAATTT GGTTGGACAA 

ATCAAACATA ATTCATAATT TTTCATCTCC TAAACATCTA TCGACATCTT TAGTTTGAAT AATAGTTCAA GTTTGTTTTG 

AGACCACCTC TAAAATATAT ATATCTTGAA TTAATCTCTT CACAAGAATC GAGACATCTC TCTTTTTTTT GAAAAATAAT 

TTGGTTCCTC TCTCGCCACA TATTAAGGCC ATTCTATACA TTGTTGCTAC AACACTATTC CCATATATTA TAGTGATCCA 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105479652..105479798
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105476869..105479798


CAGACAATAT AAGTTCTTCC ATGTAAAAAA CTGAAGAATC TACTTATAAT TAACTCTCTC CAATTAAAAA TAAGTGAAAT 

CTTAGAATTT TTTTCTAAGT TCAAAATAAA TAAATTTTTA AAGCACAAGA GGTTATTAAC TAAGTTTTTT CAAAATTTTC 

CTCCTTTTTA ATAGAATTTT TCAATTATTT TTCAAAATCT CAATGTTGAC AACTATTTTT AAGAAAAGTT TGAAAAAAAG 

TAAAAGGATA ATATTGTCAA ATAACTGTTT AACTATTAAT TAATTTTCTT AAAATGTGTA GCACACCTCT AAAATTCACT 

TATTTTGGCA GAAGAAATTA TATAATAACT TAAAAGACAA TATTTTCTTG ACTTTTTTCT TCTGTTTATC TCAGGGATTT 

GAATCCAATG CCAGACCAAT TCAGCCATCA CACGGACGTC CTATTAAACT CAATAAACCT TAAACTTTTG CTTAATTAGG 

AGTTAATATG ATGTTTATGT TACAAATATT TGTATCATAA ATATCTCATT GTATACACAG TGACAGTAAT ATAATACATG 

GTACTTTGTT CTGCATAATT TAAAAGACGT ATAACGTAAT TTGAAGCGGC  

 

Name: SMEL_006g267040.1 

Type: gene 

Source: maker 

Position: SMEL3Ch06:105488260..105493655 (- strand) 

Length: 5396 

load_id: SMEL_006g267040.1 

primary_id: 294805 

gbrowse_dbid: chromosomes:database 
  
Parts: Name: SMEL_006g267040.1.01 

Type: mRNA 

Source: maker 

Position: SMEL3Ch06:105488260..105493655 (- strand) 

Length: 5396 

load_id: SMEL_006g267040.1.01 

parent_id: SMEL_006g267040.1 

primary_id: 294806 
  
Parts: Type: exon 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105488260..105493655
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105488260..105493655


Source: maker 

Position: SMEL3Ch06:105488260..105488582 (- strand) 

Length: 323 

load_id: SMEL_006g267040.1.01:exon:2045 

parent_id: SMEL_006g267040.1.01 

primary_id: 294807 
  
Type: three_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105488260..105488582 (- strand) 

Length: 323 

load_id: SMEL_006g267040.1.01:three_prime_utr:2 

parent_id: SMEL_006g267040.1.01 

primary_id: 294822 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105488673..105488718 (- strand) 

Length: 46 

load_id: SMEL_006g267040.1.01:exon:2044 

parent_id: SMEL_006g267040.1.01 

primary_id: 294808 
  
Type: three_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105488673..105488718 (- strand) 

Length: 46 

load_id: SMEL_006g267040.1.01:three_prime_utr:1 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105488260..105488582
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105488260..105488582
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105488673..105488718
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105488673..105488718


parent_id: SMEL_006g267040.1.01 

primary_id: 294823 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105488941..105489206 (- strand) 

Length: 266 

load_id: SMEL_006g267040.1.01:exon:2043 

parent_id: SMEL_006g267040.1.01 

primary_id: 294809 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105488941..105489206 (- strand) 

Length: 266 

load_id: SMEL_006g267040.1.01:cds:6 

parent_id: SMEL_006g267040.1.01 

primary_id: 294816 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105489340..105489432 (- strand) 

Length: 93 

load_id: SMEL_006g267040.1.01:exon:2042 

parent_id: SMEL_006g267040.1.01 

primary_id: 294810 
  
Type: CDS 

Source: maker 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105488941..105489206
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105488941..105489206
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105489340..105489432


Position: SMEL3Ch06:105489340..105489432 (- strand) 

Length: 93 

load_id: SMEL_006g267040.1.01:cds:5 

parent_id: SMEL_006g267040.1.01 

primary_id: 294817 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105490856..105490955 (- strand) 

Length: 100 

load_id: SMEL_006g267040.1.01:exon:2041 

parent_id: SMEL_006g267040.1.01 

primary_id: 294811 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105490856..105490955 (- strand) 

Length: 100 

load_id: SMEL_006g267040.1.01:cds:4 

parent_id: SMEL_006g267040.1.01 

primary_id: 294818 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105491570..105491674 (- strand) 

Length: 105 

load_id: SMEL_006g267040.1.01:exon:2040 

parent_id: SMEL_006g267040.1.01 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105489340..105489432
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105490856..105490955
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105490856..105490955
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105491570..105491674


primary_id: 294812 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105491570..105491674 (- strand) 

Length: 105 

load_id: SMEL_006g267040.1.01:cds:3 

parent_id: SMEL_006g267040.1.01 

primary_id: 294819 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105491846..105491986 (- strand) 

Length: 141 

load_id: SMEL_006g267040.1.01:exon:2039 

parent_id: SMEL_006g267040.1.01 

primary_id: 294813 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105491846..105491986 (- strand) 

Length: 141 

load_id: SMEL_006g267040.1.01:cds:2 

parent_id: SMEL_006g267040.1.01 

primary_id: 294820 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105492927..105493655 (- strand) 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105491570..105491674
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105491846..105491986
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105491846..105491986
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105492927..105493655


Length: 729 

load_id: SMEL_006g267040.1.01:exon:2038 

parent_id: SMEL_006g267040.1.01 

primary_id: 294814 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105492927..105493517 (- strand) 

Length: 591 

load_id: SMEL_006g267040.1.01:cds:1 

parent_id: SMEL_006g267040.1.01 

primary_id: 294821 
  
Type: five_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105493518..105493655 (- strand) 

Length: 138 

load_id: SMEL_006g267040.1.01:five_prime_utr:1 

parent_id: SMEL_006g267040.1.01 

primary_id: 294815 
  
 

>SMEL_006g267040.1.01 class=Sequence position=SMEL3Ch06:105488260..105493655 (- strand) 
GAAATTGTGG CCAACTATAA TACAACGTGC CGTAGGTTAC ACAAGTACAC ATGTCATCGT TTCATAGACT CAAGAAAATC 

GACTACGGCC AATCTTCCTT CTCCAGAAAG GAACAACAAT GGTAGTTGAG CTCAAGCAAT GATCTTTCTA CTTTCCTTCA 

CAAATTCAGC TGTTAACCAT CTCGTCTCTC TCTCCAAAAT CCCAATTCTC AGAACCCCAC AATTCTCCAC TATGTCCACC 

AATTTCTTCC GGTCTCATGC CTTTGCAGGA AACCCGATTA AGCTAAGAAC CCCTAAACCA ACTGATCCAT TTTCACCAAT 

CTCTGCTCTC AAGACCCTTA AAACTCTTCT TTTAGGAAAT ACCCATGAAC CCCATTCCCC TAATTTCAAA ATTTTGCCTT 

TCAGAAAGGG AAGGCCATTG GCCGGCTCAG TAAGTAGTTC GGCTGAGCCG AATTGGCACC TGGGTTGGTT GAGTTTTGGC 

GATTGTAAGG CTTTCTTGGA GAATTCTGAG GTTAATTTGA GCGAAGATTC TTTGGTTTAT CTGGGTTCTG ATTCTGAGAG 

TGATGGGGTT TATGTTGTGT ATTGGGCTAT TGATGTGACA GAGGCTGGTA ATGGATTGGT TAAAGAATTG GGGAGTAAGC 

AGTTTTGCTT TGTTGAGCTC AGGACTCTAA TGGTTGCCAC TGATTGGGAA AATGATTCAG CCATGGGTCA ACTAGCTATT 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105492927..105493517
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105493518..105493655
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105488260..105493655


GCTGGTCATG TATATGCTTT TTCACCTCTC ATTTTTTCCA TTTCAGAAAC TTCATTCTTA TATAACATTG ATACAATTAT 

CGTTTCTCGT CGAATTAGAT TGCCTGTAGA TGTTCTAGTT GTCTGCTTTG TGATCACAGG CTATATGAAT TAACAATGCA 

TATTAATGTA GTAAATCATT AACATAAACT ATCCATTACC AACTGGTATT TGAACCGATG TCCTCCCCCT GTTTCAATTT 

GTTTATATGG TTTTGAAAAT AAAGAAACTT TTTGAATCTT GCGATCGTAA ACTAATGATA CATAGAATGT ATCAAAGTGC 

CTTTAATTTT GTGGAAAGTT AGAAAAAGAA GCATTCTTTC TTAAACAAAC TATAAAGGAA AGTAAGACAA ACAAATTGAA 

ACAAAGTGAG TATCTTTTTT CAAGTTCTAT CTTTAGTTAT GTAGATTCTT GTAGGCAAGA AAATGTTGTA GGTTTAGAAT 

ATTACTTTAA GTTATCTTAC ATAATCTTTA TCTAGAACTG CTTAACAGAG GATCTCTTGT TATGCAATTG CAACCTGGTT 

ATGCTGTTAA CATACGTTGT ATAGGTGCAT TTCAAGATTT ATTATCTTAA GCATTTTAAC CTCAGTTATA TTTAGAGTGT 

TTTAAGGGTT GTCTCAGAAA GTGTGGATGT GTCTAAGAGT CCTGATATTT TTTATTTTTT TCAACCCCTC CCTAGGAGAT 

CCCACTTTTT TTTACTTCCG TGGTGACTCG AATCGCAACC TTCGAGCAAC TCCCTCTTGT CTAAGAATCC TAATAGTACC 

ATCTAGCATC AATTTTTTTG TAATAAAAAG CAAATGGGTT TGGGTTTTTG CCACATCATT CTGTTTTAGT TATTAGTTCA 

CTCTAGGCTA AAAAGGGCGA ACATATTTGA CTGAATGTTT TACCTTTTGG CTTTGGAATT TTTTATCAGG CCAGATCATT 

ACTAGAATGG CACACAGTAT CACGTTTTTG TGGATTTTGT GGAGGCAAGA ACATTTTAAT TGATGCTGGG AGACGGAAAC 

AGTGCTCTAA TGAGTTATGC AAGAAGAAAA TCTATCCTCG AGTTGATCCA GTATGTTAAT CAGATCGATT TTGTTCTCTC 

TGATTAATGT TTTGCTTGTG GCTGTACACT TTGTGGTTTA CTTGTTTCTC TTTGTTTCGT GGAAGAGGTC ATAGGACTTA 

CATACTGAAA ATGCTACATG AGAATGCTAA CTTTCTTTGG CATGTCTTGC CCTCGCAACA GGTTGTGATT ATGTTAGTTC 

TTGACAAAGA GAATGACCGT GTGCTATTAA GTAGGCAGTC AAGATTTGTG CCTCGCATGT GGAGTTGTCT AGCTGGTTTC 

ATGGAGGTAT ATGGCGTACT TTTGATTTCG AAACAGGCCT GGATTAACAG AATTATTCAT GCATTGCATT TTCGAGCTGC 

TGCTCAGCTT GTCTTACTCA TTTATTCAAT TGCCAAATTT AGTAAAAAAG TAGCATTCAT ATGTCTTGAT CCCTGTGGAT 

GCTGTCCATG GTTGAAAAGC GAGTTTAGCC ACTAGGACCT CATTATTGAT CAGTATATTA GTTATTTGCA CCTATTTCTT 

TTTAGCCAGT GGTCAATTTT GTTACTTCTT CAGTGTACGG AATTGAAGGA AAAAAGAAGT TTTGAGCTTT GACACAAGCT 

AAACATTTAT AACATAGCCC AAAATACTTT ATCTTGTGCT CTACAAAATG ACACTGTCTT ATCAAAAAGT GATACTTTTT 

TCAATTTTTG AAACAAAACA TGGAAAGAGT GTCATATTAC ATGAAAAGGA GGGAGTATTT CAATTTCCTG CAAAGTACTA 

CAGCTCTTTT GTGTTTCTTG GTTGGCGTCC TGTACCCTTT TTCCTTTTTA ATAGGTGTAT AATTAGCCAG CATTGATTTT 

TGATTGTCAT TACAATTTAT TTATGAACAT ATGTTCATTA GTATCTAAAT TTATTAGTAG CCAGGAGAAA GTTTGGAGGA 

GGCTGTGAGA AGAGAAACAT GGGAGGAGAC CGGCATCGAA GTTGGACAAG TTGTTTACCA TAGTTCTCAG CCATGGCCTG 

GTAATGTTCT TTGAAACAGA TTTATGGTAT TTGTTCTGTT CCATTCTTTT GGTTCTTATT TTATACGCCT TGTTTTTTTA 

TGATGTAAGG TAATAATGTG AAAATTAGTG TTTGTAGCAA GGAAAAATGC CAAAAAGCAA CAAAGTTCTG TGCCTCTGTG 

GAACTTGAAG CGGAAAGAGA GAAGTGAATT ACAGAATTTT ATGAAAACAA ATTAAATTAC TAAATATAGA TGAACTCAAT 

ACTCATGATA ATCAACAGCC AATATAAGAA AATGCCGTTA TTAATTCCAC TCCTCAAAAT TGAGATACAA TGAACGAGTG 

AATCACACAA TTTATGATAA ACATCCATTA AAAAAAAGCC ATTATTGAGC TTCAAAGAAC TGACCCTGAT TTTCATTTGG 

ATAACTTATC ATTCTTTGAA GCGCATAACC TCACCAATGA AACAATAACC CGTTGCTTTG CATCATAGCT GAAAGCAATG 

GCTTTTAATA ATAATGTATG GACTGAATAC AGAGTAGCTC CTAATTGTTA CCAATCTTAT AAAAAAACAT TAAAATGATA 

CTAGAGTTGC TCTTCTGTCC TTATTTGGCT TTAAATCTTC TTGATGTTAT CCTGATATTT CTTTCATGGT TGACAATATT 

CTGCAAACTC AATTTTGCTT TTTTACTTTC CCTATAAGTT TTTGTCCTTT AGTTGAATGC TTTTTGCTTA ACAAGCTAAA 

AGGAGATAAT TCCATGAATG TTGCCACTGG AAGTGACTGT GATAGGTTCA CTAGGATTTT TTACAGAAGT TAAAGCACTC 

TAGGCTGTTG TGACTTGTGA AATCAGAATT CCAGGTCCTC TAAGTTACAG ATCGGATTTG TTTGCGATTA CTGCTTTTTT 

CCTGTCTTAT TTGAGCTTGT CCTTCATAAT TGGAAATGTT GCCAAGCTGA GGTTTATCCT ATTCCGTTTG TCTAGGGTTA 



GTTCATAATT CTTTTCTGCA TGCTGCACTA CTGTCAGCAA CAAACCAATG GCTGATCTCA CCATACACCA TCTTCACTTT 

AAAATCTCGC CATCGTATAA AGGCGCTCAG TTCTTCCATA CCATTTTTTT AGGGTTGGTG TGATGCATAT TGATGCATAT 

CAGCTTTCCA TTTTTCTTTG AGCACTGTTG ATCTAATTGT GTGCCAATCA GTTGCTTCAT GAAATGATCT CTCATTGGTA 

GTTGTTACTA ACTATGTTGC TTGGACTTTT CAAAAATTTC AATGGGTGTG TGTTGGATTC TCTAAAAGTA GAGTATTTGT 

GGAGAATCCA GAACGGGTGC GGCGTCAAAA TTGATGAGTC CGCGCAACTT AATTAGGTTA CTGAACATTT TATCTGTATG 

TCTTGCATGC CATTTTTCTT TTACCTTGTG TGATTATCTG TTAACTGTAT GACTCCTTTA CAGTTGGACC TAGCAGCATG 

CCATGCCAAC TTATGGTGGG ATTCTTTGCG TATGCAAAAT CACTGGATAT TAATGTGGAT AAGGCGGAGT TAGAAGGTAG 

CATGAAGACC TTTAATTATG TTGATTTTTG ATTGATGCCC TTTGAGTTAT AATGTTTGTA TTCCACCTCT ATATTTTGAT 

TATGGGCGTT TTCTTTCTTT CTGTGACGGG GAACCAACTT GTGATCTAGA TGCGAAATGG CACAGCAGAG AAGACGTGAA 

AAAGGCACTC ACATTTGCGG AATACGAGAA GGCACAGAAG ACTGCCGCTG GTAAAGTGGA CCAAATGTGC AAAGGTGTAG 

AAAGAGGACA GAGCTTGTCT TCCGACTTCA ATGTGGAAAG TGGGGAACTT GCTCCTATGT TCATCCCGGG GCCCTTTGCA 

ATTGCTAACC ATCTCATTTC CTCTTGGGTG AATGGGGTTG AAGGACAACT TGCAAGTTCT TTCTCAAATT TATAGGTTGG 

TTCTCACTAA TGGAAATGTT CTTTTCTGCA TGCCATTTAA TCTTTTTATG TATATCATCT TTCAATTGCC AAATCTCTCG 

TTTGAACTCG ATTTTGCTGC AATTGTTGCA ATGTTAATAG AGCAGTAAGC TCCTCTAATG TGTTGATGTG CTCAATAAGT 

TCACATTTCA CAAAGTAGGA AGTAAGTTTA ACATGGGGAT GTCTTTCTGT GTGACAGGAT TTTAATAATT GACATCAACA 

ATGTTATTCT CAAAGTTTCT TAGGTAAGTA AGTCTCATGG TATTTTCATA TCTTCCTTTT CAAATGATTG ATGCAAGAAG 

TAGTCTAATG TTGATTTCAT TTTTCTTTTC CAGGCCACCA TCCTCCGATG AGACGAACAG TTATTCTTGC AGGGGAGATG 

AACCTCCACA TGTGCTGCAA CAATACCTTT GCCATTGTCA TTAATTCAGT AGATGTATGC TGCTGGCAAG TGTATACGTA 

CGTACATGTA TACATATATA TCAGACGTGC CAGTATACAT TTTGAGCAAT TGCTCTTCGG ATTGACTTTA TTTGTAATAT 

GAATTTAACG TTATAGAGAT ATTTACACCA TATTTTGAGT TTGTTGCCTG GTTTACATCA TATTTGTGTA AAAACACCTT 

TCATATGTTA TACAAGATTG ATATATTTGC CCATGG 

 

Name: SMEL_006g267050.1 

Type: gene 

Source: maker 

Position: SMEL3Ch06:105504136..105509693 (+ strand)  

Length: 5558 

load_id: SMEL_006g267050.1 

primary_id: 294824 

gbrowse_dbid: chromosomes:database 
  
Parts: Name: SMEL_006g267050.1.01 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105504136..105509693


Type: mRNA 

Source: maker 

Position: SMEL3Ch06:105504136..105509693 (+ strand)  

Length: 5558 

load_id: SMEL_006g267050.1.01 

parent_id: SMEL_006g267050.1 

primary_id: 294825 
  
Parts: Type: exon 

Source: maker 

Position: SMEL3Ch06:105504136..105504158 (+ strand)  

Length: 23 

load_id: SMEL_006g267050.1.01:exon:1408 

parent_id: SMEL_006g267050.1.01 

primary_id: 294826 
  
Type: five_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105504136..105504158 (+ strand)  

Length: 23 

load_id: SMEL_006g267050.1.01:five_prime_utr:1 

parent_id: SMEL_006g267050.1.01 

primary_id: 294834 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105504394..105504539 (+ strand) 

Length: 146 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105504136..105509693
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105504136..105504158
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105504136..105504158
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105504394..105504539


load_id: SMEL_006g267050.1.01:exon:1409 

parent_id: SMEL_006g267050.1.01 

primary_id: 294827 
  
Type: five_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105504394..105504425 (+ strand)  

Length: 32 

load_id: SMEL_006g267050.1.01:five_prime_utr:2 

parent_id: SMEL_006g267050.1.01 

primary_id: 294835 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105504426..105504539 (+ strand)  

Length: 114 

load_id: SMEL_006g267050.1.01:cds:1 

parent_id: SMEL_006g267050.1.01 

primary_id: 294836 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105504743..105504840 (+ strand)  

Length: 98 

load_id: SMEL_006g267050.1.01:exon:1410 

parent_id: SMEL_006g267050.1.01 

primary_id: 294828 
  
Type: CDS 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105504394..105504425
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105504426..105504539
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105504743..105504840


Source: maker 

Position: SMEL3Ch06:105504743..105504840 (+ strand) 

Length: 98 

load_id: SMEL_006g267050.1.01:cds:2 

parent_id: SMEL_006g267050.1.01 

primary_id: 294837 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105505442..105505472 (+ strand)  

Length: 31 

load_id: SMEL_006g267050.1.01:exon:1411 

parent_id: SMEL_006g267050.1.01 

primary_id: 294829 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105505442..105505472 (+ strand)  

Length: 31 

load_id: SMEL_006g267050.1.01:cds:3 

parent_id: SMEL_006g267050.1.01 

primary_id: 294838 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105506887..105506986 (+ strand)  

Length: 100 

load_id: SMEL_006g267050.1.01:exon:1412 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105504743..105504840
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105505442..105505472
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105505442..105505472
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105506887..105506986


parent_id: SMEL_006g267050.1.01 

primary_id: 294830 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105506887..105506986 (+ strand) 

Length: 100 

load_id: SMEL_006g267050.1.01:cds:4 

parent_id: SMEL_006g267050.1.01 

primary_id: 294839 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105507826..105507896 (+ strand)  

Length: 71 

load_id: SMEL_006g267050.1.01:exon:1413 

parent_id: SMEL_006g267050.1.01 

primary_id: 294831 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105507826..105507896 (+ strand)  

Length: 71 

load_id: SMEL_006g267050.1.01:cds:5 

parent_id: SMEL_006g267050.1.01 

primary_id: 294840 
  
Type: exon 

Source: maker 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105506887..105506986
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105507826..105507896
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105507826..105507896


Position: SMEL3Ch06:105508013..105508156 (+ strand)  

Length: 144 

load_id: SMEL_006g267050.1.01:exon:1414 

parent_id: SMEL_006g267050.1.01 

primary_id: 294832 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105508013..105508156 (+ strand) 

Length: 144 

load_id: SMEL_006g267050.1.01:cds:6 

parent_id: SMEL_006g267050.1.01 

primary_id: 294841 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105509416..105509693 (+ strand)  

Length: 278 

load_id: SMEL_006g267050.1.01:exon:1415 

parent_id: SMEL_006g267050.1.01 

primary_id: 294833 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105509416..105509475 (+ strand)  

Length: 60 

load_id: SMEL_006g267050.1.01:cds:7 

parent_id: SMEL_006g267050.1.01 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105508013..105508156
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105508013..105508156
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105509416..105509693
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105509416..105509475


primary_id: 294842 
  
Type: three_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105509476..105509693 (+ strand)  

Length: 218 

load_id: SMEL_006g267050.1.01:three_prime_utr:1 

parent_id: SMEL_006g267050.1.01 

primary_id: 294843 
  
 

>SMEL_006g267050.1.01 class=Sequence position=SMEL3Ch06:105504136..105509693 (+ strand) 
GGGGCATGGA AGTTCTTGTC TGGGTATGTG GAAATTTGCA CCCCCACCCC TACGACCCCA AATTTACAGA GTCAGATAAT 

CTTTATATTT TGTTATATTA TAAGTAATCC ATTTTATTTT CAAAATTATA AAATCACGCA TTTTCACTAA GGGTATACAT 

GTGTGAAAAT TTCTTTGAAT TGTACTTGCA TATAAGTTAA ATTTTCACTT CTATAAGAGG CCAGTGTACC TTATTCCTCT 

GTTTATACTT GCAAGCAGTT AAGGAAATAG AAAGAGAAAA ACTGTAGGAG ATGGAGAAAG AAATAGAACA GTCAAAATTC 

AAGAATATTT GTGTGTTTTG TGGGAGTAGC TCTGGGAAAA AAAGTATCTA TAAGGAGTCT GCAATTGAGC TTGGAAGAGA 

ACTTGTAAGA AATATATTAC TCTGTTTTTT TTTTTTCCTG TTTCCAACAA TCTCTAATTG TCTTTCCATC TTTTTCACAC 

CAGACATTAC TGTTGATGAT GGCGCACACT TTATTATATG TTGACTATAT GAACTATCAT TGTCTATATC GAACTATTTA 

AGCTCAATTA TTATTGTTAT TATTATATTT TGTTTGTCTG AAAAAAGGTA TCAAGAAAAA TAGACCTGGT TTATGGAGGA 

GGCAGCATTG GTTTGATGGG CTTGGTGTCT CAAGAAGTTC ACAATGGTGG TCGTCATGTC CTTGGGTCAG TTCTGCATAT 

ATTTTTTTTA AATAATATTT TTATAAATAT GAAAAATACT GGCAACTTGC TTTAAATTTT GATATTAATT AGAACGATCA 

TCAGGCTGTA CTACAAAATA AAATTATTAC GCCCTCCGTC TCGATCAAAA TAAGTTGTGT TGCTTTAGTG AAACGAAAAA 

ACTTATTATC TCAAGTGTAG TAGTGAATTG TAATGAGGTG AATATTGAAT TATTTATCAT CGCGTGTTAA TAGACATTCT 

CATTAATCGT AGTAGTGAAT TGTAATAAGA TGAAATTAGT AAATATTTGC TTAAATATGT TATTTTACCT TAAAGATTAA 

TAGTGTTTAG TTCTCAATAA ACATCTACTC TAGGAGTAAT AATTTTTTTA AAAAAAACTT AGTAAACTAT ATATTATAGT 

AATTATTTTT CTCAATGAAT GTAAAATGAG TTATCGCGAT AGTTATTTTG TAACGAAAAG AGTGTTTGAT TAAACGTAAA 

ATGAGTTAAA GTGACACTTA TTTTGTAATG GGAAGGAGTG TTTGATTAAT CAAGATTTCA GCTCTAAGTA GGACCCTAAC 

TAATTTTTAC ATGTTTTTGC CTCCAGAGTG ATTCCCAAGA CATTAATGCC GATAGAGGTG TGCGTCTCGT CACGATATTA 

AGATGTTAAA TTTGACTTAT ACATATACTC AATTATTAGT TTAATCAAGT GAAAGAAAAA AAAATAAAAA AAATAATTAA 

AAAAATAATA TATATATGAA ATTAAGAAGT TTTTGTGGTA GCCTCTCATA TTTGATGTAT TTTCTACCTC ATTCTTGTTA 

TCTTTTGTAT GAAGTTGTTC TTCTTGTTGG TATGTGATCC AAAAACACAG CAAGGTGGAT TTTTTTGTTA CAAGTATTGT 

ATTTAGTTTT TGAGTATGTT TGGTTGAATA TTTTTGTTTT CAACAGAATT TTCTTGTTCG ATAGATATCA CTTTCTTTAT 

TCCTTTTCTT CTCTTCTGGT CCCCCTCGTT CTAACACTAC AATTGGTCCT CTTCGCGGAG GCTCTACTCT ATTTTCTCTC 

TCTTCATTTT TCTCAAGTTT CTATCTTGAT GGTTGACACA TGACATAAGT TAACTTTGAT GGCTAAGATT TAATTAATCA 

AATGGAGAGA GAAAAAATAA TCAATTAAAT CTTATCCATC ACCATCAAGA CAAAAACTTG GAAGAAATGG AGAGAAAGGA 

AATGACGAGG AGCCTTGTCC CTCGCAGAGT ACTTATTTTA GGTATAAAAA AGAAAAGGAA ATCAAAACTT CTTTCTTAAT 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105509476..105509693
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105504136..105509693


CTAATTAAGG AGTGAGATAA ATTCCAACTA CAATTAAATC TTTCTCTTAC GATCAAGCAT TTATCATCGT GCGGAAATTT 

TTAGCTCATA AGATATATAT GCCCACCAAT AAGAGTTGTA TTTGATCATG ACTCCAACCT TGACCACCCA AACCTCTTTA 

TGTGCCTTGA CATAGGTAGA TAGCTAGTGT TACTCAACAA TCTCCCTCCC AATACGCACT TCATATAGCA TGTTGCTCGT 

TGGAATCTAC CCCATGACTT TTGATTCAAA TACCACTTGT TAGGACCAAA AGTTTGCCAT AACTATAGTC GATATTTCAA 

GCATCATTTT ATTTCTTAGT TAAGCCCACT AAGCGTCATG TTTGATCGTG ATGATTCAAC TAGACAACAG TTACCTCCCA 

AAAAACATTA GTTTTCATGA ATTTCTCTAG TTGTAACATG ATGAGTTACG TACAATAGTA GACTGTATTG AGGCTGCAAT 

ATGCATAGCA AGGCTCATCG TTTTCTTTTT GTTTTCCTCT TTTTTATTCT TGTTTTATGT TGTTGCATGT TACACAAGTA 

TCAATTATGA GCTGGCCCCA AAGAAAGACC CCCACCAATA GTTTTTTAGG AGATAAGTCA GTGACCGTAC ATATAATCCA 

CTTGTGTGGG GCTAGGCCCT AGTGTCAGTT ATTGGGTATT TTTGCATTGA CTTGAATACT TTTTACTGTA ACAACAACAA 

TAATAGTAGT AGTGGGTGGT GCCACATGCA GATAACTGGT GAAAAAGTAG GAGAGGTTAA GCCAGTTGCA GACATGCACC 

AGAGGAAAGC TGAGATGGCC AAACATTCTG ATGCCTTTAT TGCTTTACCT GGTTCCTCCT CATCCCTTGA ATTTTCATCA 

CATTAAAAAA ATACTTATAT GATAAAGTGA CTTCATACTT TGTATAATTG TAGTTATATC ATAAATATTT TGCACTTCAT 

ATCTATTTAT AATCAACACC CCATATAAAT GTCATTAATT AGTGATTGAC TTTATGTAAA AACTCATCTT TAGATAGAAG 

TTTCACATCG CCAAAACACA GGTGAGATAT TGAGGATATA AGTAAACATA TTTTACTCAC ATTTTAAAGC CGTGCGGAAC 

TAGACCCGGA TCATATCACT AATGGGCTTG ACTGTTATAC TTTAGCGACT TCGAAATGAT ACATTAACTC AATTGCACAA 

AAAAAGGTAT TTGTCGCTTT AATGTCTTTG ATGATGAAGA GAATGATCAA AGTGGTCCTT AATGTGTAGG TGATGGTCTA 

TTTTTGTTCT CCATAGATTT ACTTTAAATG ATGTGGTCCT TCACCCAAAA AAAAATCACT TTTTTTTATA CCTTAAAGAC 

CATATCCATT TGTTAGGATG CACATATGAA AGAACCAAAA AAATACTAAC CTCAATATTG TTTGAATAGT TTGTAATAAG 

GGAGTGACTC CGCATAGGTG GAAGGAGGCT TTTTTTGCGC CCATCTAAGG CCAAACCCAT TTAATTTAAA TAATCAATTA 

TATATCTAAA TAAAGACATT GTGTCGAATT GGATTAACTT TTTTGAAAAG TTTCCTAAGA GACTATAAAT ACGATGAGTT 

TCTTATTGCA GTGGTACCTT TTATTTGGAC GAAAACTTTG TGGCAACTCT AGTGATATTA TTGGACCAAT TGGTTAAATA 

TATATTACAG GTGGCTATGG AACGCTAGAA GAGCTGCTTG AAGTGATTGC TTGGGCTTAT CTGGGAATCC ATAATAAACC 

AGTAATTAAA TTTCATATAT TACTGAACTA ACCTTGCTAA ATTCTTCAAT CAACTTTATT AGAAGCTTTT GCATGATTAA 

TTAACAGTTA AACTTGATTG AAATAATCTT AATGCAGGTA GGATTACTGA ATGTTGATGG TTACTACAAC TCCCTATTGA 

CTTTTATTGA TAAAGCAGTG GAGGAAGGAT TTATCAGCCC CAACGCCCCA CAAATTTTTG TATCAGCTCC TGATGCCAAG 

GAACTTTTAA ATAAACTCGA GGTAAATGAT ATCAGAGTCG GGTACGTTTT TGTTTGAGTT TCTAACCACG CTCCCGTACT 

TGAATCTGGG CGTGAAGGGG AGTGACATAG TGGGTAATAG TCTCATGTTA ATTGGGGAAT GGATGAGTGG TTTCGGGTTT 

GGTAGGATCA TCTCATCAAG ATCGGGGTCC AAAGCCAAAC TTAATAAATA TGCCTTAATT GTTTTTTTTT AATTGGCATA 

TATGAATTGA ATGACAATAA CAAACTTAGG GGTCATTTGG TAGCTAAAGT GTATTAAGAA AATAACACAT GCATTATATC 

TGTGTGTATT ACCAATACTT TGTTTGGTAT TCTTTTTCTA CTTATGTATA ACTAATGTTT TCATTATTTA TACACTCTAT 

TGTGTATTAA GGTGTGTATT ATTAATATCA TGGATTTCTT AGTATTAATA ATGCAATACT TTCTAATACA TGCATTGGCA 

TGATTAAAGA TCCAATTGCT CCTTAAAATC TTTTTTACTT CTTTTCCACC ATAATTGTGG AGGGTATCGT TGCAAATAAA 

TCTTTTTATG CAATACATGT ATTTTTAATG CATGAAACCA AATAATGCAT AAAAATATTA TATGTATAAT TAATATGAGC 

ATAACTAATA CACTATGTTT AACATTATTC TTATATACTC TACCTAACGA CCCTTTAGTT TAGTCATACA AATAAGGTCT 

GGAGAAGATA AAACGTACGC TGACCCTGTG AAATAAGAAG GTAAACAAGA CAAATTTTCA ATGAAAATAA GCTAAGGTTA 

GAATAATAAA ACTTGGCTCA AAAATTGAAG AAGTTGATAT AATGCTATCA AAATAATATT GTGTTTACTT CGATAAATTG 

CTATCGAAAA AATAATTTCA ATCCTTATAA ATAAACACCA ATATTTTTTG CTATAAAAAT AGTGAAAGCA AATGAAAAAG 

GTAAATATAA AAATAACAAT GTGGGTTCAT GTTAATTGTT ATTATATAAA TGTAACAAAA TAGATAGCTA GGTAAGAAAG 



GATATTACAA TTATCTAAAA GTTCTTTCAT TTTTCTTTTC ACATTTAATA GTTCATAATT TTTTTTAACA AGGCCTTGTA 

GTCGAGCAAG CTAGGCGAGC TTGGCCAATC CGCCCTAAAA AGCTAATTTT TAGAGTTGAG TTTAACTCAC TTATCATATT 

TTTATGATTT GACTAATCCA AATTTCTATG ATGTTTATTA TTTATATCTA AAATACAAGT ATATTACTAT CATTTTTCAG 

GGTTATTTCC CCAGTGATGA AAGTGGTGCC TCAAAACTTA ATTGGGAAAA TGAGGAGTAA TTGGGAGAAA AAAAAGGCAA 

TATTTATATA ATTTCTTTTC TAAAAAAAAT CATAATCCTT TATGACGTTT TTAATCCTGG ACTATTCCCC CAATCCAGGA 

TGGTTCTCCA TGTCACCTCA TGAGAAGATT AATATTAGAA CAGTCAGGAA TGCAACTTAC TTTTCAGTTG TTTTTTCTTA 

CTTTTTTGGT GTACTAAGAT GGAGCTATTA TGGCTGTG 

 

Name: SMEL_006g267060.1 

Type: gene 

Source: maker 

Position: SMEL3Ch06:105513604..105516858 (+ strand)  

Length: 3255 

Score: 48.8 

load_id: SMEL_006g267060.1 

primary_id: 294844 

gbrowse_dbid: chromosomes:database 
  
Parts: Name: SMEL_006g267060.1.01 

Type: mRNA 

Source: maker 

Position: SMEL3Ch06:105513604..105516858 (+ strand)  

Length: 3255 

Score: 48.8 

load_id: SMEL_006g267060.1.01 

parent_id: SMEL_006g267060.1 

primary_id: 294845 
  

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105513604..105516858
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Parts: Type: exon 

Source: maker 

Position: SMEL3Ch06:105513604..105514694 (+ strand)  

Length: 1091 

load_id: SMEL_006g267060.1.01:exon:467 

parent_id: SMEL_006g267060.1.01 

primary_id: 294846 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105513604..105514694 (+ strand)  

Length: 1091 

load_id: SMEL_006g267060.1.01:cds:1 

parent_id: SMEL_006g267060.1.01 

primary_id: 294849 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105514975..105515645 (+ strand)  

Length: 671 

load_id: SMEL_006g267060.1.01:exon:468 

parent_id: SMEL_006g267060.1.01 

primary_id: 294847 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105514975..105515645 (+ strand)  

Length: 671 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105513604..105514694
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http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105514975..105515645


load_id: SMEL_006g267060.1.01:cds:2 

parent_id: SMEL_006g267060.1.01 

primary_id: 294850 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105515729..105516858 (+ strand) 

Length: 1130 

load_id: SMEL_006g267060.1.01:exon:469 

parent_id: SMEL_006g267060.1.01 

primary_id: 294848 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105515729..105516747 (+ strand)  

Length: 1019 

load_id: SMEL_006g267060.1.01:cds:3 

parent_id: SMEL_006g267060.1.01 

primary_id: 294851 
  
Type: three_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105516748..105516858 (+ strand)  

Length: 111 

load_id: SMEL_006g267060.1.01:three_prime_utr:1 

parent_id: SMEL_006g267060.1.01 

primary_id: 294852 
  
 

>SMEL_006g267060.1.01 class=Sequence position=SMEL3Ch06:105513604..105516858 (+ strand) 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105515729..105516858
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ATGGGGTTAG TTAGGAATCT TGATATGAGA AGTGGAGATT CCTTAGAAGG ATTGTTGAGT GACAAAACTA AGATGAGACA 

ACAAAAGGGT GGTTCTTCAA GGCTTGTTAC TATGTTAACT TGTTTACAAT TCATATTTGC TGCCTATGCT ACATTTCTTT 

TATATTACAT GAGTCCCTCT ATAGATTTAA GGTCTAAACC AGACTTCAGT TGGACTACAA GAATTGCTCA GCAATGGAAG 

CAATTCATAA TCCCTCCTCA TGTCGTTAGT CGTAATCAGG AAGCTAATTC AGTGGTTAGA GCTGAAAGTA AACCAATTAG 

TTCCTCTGAA GTTTGTGAGC ATGAGAAGAT TGATTTTGTA CAGAAGAAGT CGAACGATGC TGCCATGATC AAGTTGAAAG 

CAGAGCTTTA TCAAGAAGTG TTAGATTTTC AAAGCAAGGC CCTTGGTTCC GAGACTCTTT CTCAACTAAT GGCGATGAAG 

TCCAAATGGG ATTTGCGTGG TCCAAACAAG CCAAAAATCA CAGTGATTTT GAATCATTTC AAGAGGAAAA CACTTTGTGC 

TCAGCTTGAC TCTTTGCTTG GCCAGACCCT CCCATTTCAT CATGCTTGGG TACTCTCATT CGGAAGTCCA AACGAACAAT 

CCTTAAAGAG AATTGTTCAT AGATATAATG ACTCGAGAAT AAGCTTTATC AGTTCAAGCT ACGATTTTAA GTACTACGGA 

AGGTTCCAAT TAGCCTTACA AACAGAAGCT GACCTTATAT ATATAATCGA TGATGACATG ATCCCCGGGA AAAAGATGCT 

ACAAATGTTA GCACATGTTG CAGGAACAGA CAAGTATAAA AATTCTGTTT TGGGCAGCAT TGGTAGGATT TTGCCGTTTA 

GACAGAAGGA TGCTAGTTTT CCGAGCTACA GGAAGTTTCG ATCAAAGGAA GCAGGGCTGT ATTTGCCTGA TCCTGCTTAT 

AACATCACAG TGAACAAAAT TGTTAAAGTG GATTTCCTTT CTAGTTCTTG GTTTATGTCT GCTGAACTTG TCAAGACACT 

CTTTATCGAG ACACCGTTCA CTTTCATGAC CGGGGAAGAC TTGCACTTAA GGTATGTACT TTAACAAATT CTACTTTTTT 

GTACCAAAAT ATTTTCATTC AGCAAATCAT ATGCACAGCT TTCAGAAAAT TCATCGATCT GTACATTTAA GCAAGGATGA 

TAAAATTTGC CAGTTAGTCA TACATTAATT GGTATGTTAC ACAAAGTTAT GTAACATTCT TCATATATGA ATATAAAAGA 

CGTCAACATT CCAGGACGTC TCAACTTGAT AATACATAGA ACTATCTTTA TAACCTCTGA TGTGTTAACA TTTTTCTTAC 

AAAAATTGCA GCTATCAGCT TCAGAAGTAC AGAAATGCTG GTTCCTTTGT GCTACCAGTT GATCCAAAAG ATAGGGACAC 

TTGGGGTGAC AGTGAGCATA GGCTTGCCTA TGTATCCGAA ACAACTGTAA TTTTCAAGGA TATTGTTCAA GTCCGAGATG 

ATCAATGGTG GAGGGCGCTT TCTACTGGTT ATGTGACACA ATGGGCAGAG ATGTATCCTC AAAAAGTCGA TGCACTCTTC 

TATGCCCACT CTGTCGATGA AGTTGAAGCT CTTGCGCCTC TTTTGCTGAA GTTCAGTTCA ACTGTTGGAA AGAAGGCCAA 

TATTGTTGTC TCAGGAGGCA ATTTTTGCCG TTGTGAAGAT GCTGCAGCAG CTTTGAAGTG GCCTAAGGCA GTATGCAAAG 

AAAAAAGATT CAAGATTATG GATCTAGGAG TTGGTGCTTT ATCAGGAAAT TCAAATTCAG AAGTGCCTGT TGTTCAAGCA 

GTGTATGCTA GCATGAAAGG ACTAATCAAA ATTCACAATC CTAGCCTGGT GATCACAGTA GCCGAAGCAG ACTCTAACGT 

GAAGAAAGCT CTCAAGATGG CTACTGAAGC TAACACGAGC AGTTCAACAC TAGTTATTCT ACCTAAGTCA TCGGTGCCAA 

ATGTTCTTTG GATGGCTGAT ATTCGTTCAA CAGCGTTGCC AAGTAAGAGC TTGATGTGAT TTTAAGATAC ATACTTCTCT 

TCTCTTTGTC TAAATTTATA AACAATTGAG TTTTTGTTAC TTCAGACTGG AACCGTATGA GGATTTATGT GAATATCATC 

ACACAGAACA GAGCTAATTC ACTTGCAAGG CTTCTCAAAT CACTCAGTGA TGCATACTAC ATTGGTGACG AAGTTCCTAT 

AACTTTCAAC ATGGATAGCA AAGCGGATGA GGCAACTCTA AAGCTTGTCA ACTCATTTAA TTGGCCTCAT GGACCCAAAA 

CTCTTCGAAG GAGAATCATC CAAGGAGGCC TGATTCGAGC AGTTAGTGAG AGTTGGTACC CCTCATCGGA CGATGATTTC 

GGTCTCTTAC TTGAAGATGA CATTGAAGTC TCCCCGTACT ATTATCTTTG GATCAAGTAT GCTCTCTTGT CCTATCACTA 

TGACCCTGAA ATGTCGCTTC CTGAGCTCTC TTCGATCTCT CTTTACACTC CGCGGTTAGT GGAAGTTGTA AAAGAAAGGC 

CTAAATGGAA TGCAACAGAT TTCTTCAAAC ACATTCATCC AAACACGCCT TATCTCCACC AGTTACCTTG CAGTTGGGGT 

GCAGTTTTCT TCCCCAAGCA TTGGCGCGAA TTCTACGTTT ACATGAACAT GAGATACACA GAAGACGCCA AGCAAAATCC 

TGTTCAAATT CCAAGATCAA GAACCAATGG TTGGCAAGCA TCTTGGAAGA AGTTCTTGAT AGACATGATG TACTTAAGAG 

GGTACGTTAC ACTTTATCCA AATTTCCCAA ATCAAACAAG CTTTTCAACG AATCATATGG AACCAGGAGC ACATATTGCT 

GCTAAAGAAA ATGTGATCAA ACATAACAAA GCTGATTTTG AGGTGCCATT GCTAAAACAA GACTTCAGAA ACTTTCTGCC 

TAATGGGAAA ATGCCAGCAG CTTCAAGATT GCCTTCATTA AACCTCTTCA ATCAGCCTGT TTCTCTGAAG GGATTAAAGG 



CAGCTGGTGC AAAACTGGGA CAGGATATTC TTAAATGCAA TCAAACAGAG ATAGTAACTG TGAACCATGA GACAGGTGTA 

CCTTCACATT GTACAAGATT CTAAAAATTC AATTTTTTTT CTTTCATTGA TTTATCCTCG GATAACATGT TGTCAACCAA 

ACAGTCGCTA AGAGTTTGTA TAGTTAATAT TGTCGCAGCC AAAAAGTGCT ATCCG 

 

Name: SMEL_006g267070.1 

Type: gene 

Source: maker 

Position: SMEL3Ch06:105518832..105531210 (+ strand)  

Length: 12379 

load_id: SMEL_006g267070.1 

primary_id: 294853 

gbrowse_dbid: chromosomes:database 
  
Parts: Name: SMEL_006g267070.1.01 

Type: mRNA 

Source: maker 

Position: SMEL3Ch06:105518832..105531210 (+ strand)  

Length: 12379 

load_id: SMEL_006g267070.1.01 

parent_id: SMEL_006g267070.1 

primary_id: 294854 
  
Parts: Type: exon 

Source: maker 

Position: SMEL3Ch06:105518832..105518919 (+ strand)  

Length: 88 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105518832..105531210
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load_id: SMEL_006g267070.1.01:exon:1420 

parent_id: SMEL_006g267070.1.01 

primary_id: 294855 
  
Type: five_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105518832..105518919 (+ strand)  

Length: 88 

load_id: SMEL_006g267070.1.01:five_prime_utr:1 

parent_id: SMEL_006g267070.1.01 

primary_id: 294870 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105519449..105519582 (+ strand)  

Length: 134 

load_id: SMEL_006g267070.1.01:exon:1421 

parent_id: SMEL_006g267070.1.01 

primary_id: 294856 
  
Type: five_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105519449..105519562 (+ strand)  

Length: 114 

load_id: SMEL_006g267070.1.01:five_prime_utr:2 

parent_id: SMEL_006g267070.1.01 

primary_id: 294871 
  
Type: CDS 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105518832..105518919
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Source: maker 

Position: SMEL3Ch06:105519563..105519582 (+ strand)  

Length: 20 

load_id: SMEL_006g267070.1.01:cds:1 

parent_id: SMEL_006g267070.1.01 

primary_id: 294872 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105519701..105519818 (+ strand)  

Length: 118 

load_id: SMEL_006g267070.1.01:exon:1422 

parent_id: SMEL_006g267070.1.01 

primary_id: 294857 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105519701..105519818 (+ strand) 

Length: 118 

load_id: SMEL_006g267070.1.01:cds:2 

parent_id: SMEL_006g267070.1.01 

primary_id: 294873 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105519905..105520021 (+ strand)  

Length: 117 

load_id: SMEL_006g267070.1.01:exon:1423 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105519563..105519582
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parent_id: SMEL_006g267070.1.01 

primary_id: 294858 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105519905..105520021 (+ strand)  

Length: 117 

load_id: SMEL_006g267070.1.01:cds:3 

parent_id: SMEL_006g267070.1.01 

primary_id: 294874 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105524096..105524200 (+ strand)  

Length: 105 

load_id: SMEL_006g267070.1.01:exon:1424 

parent_id: SMEL_006g267070.1.01 

primary_id: 294859 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105524096..105524200 (+ strand) 

Length: 105 

load_id: SMEL_006g267070.1.01:cds:4 

parent_id: SMEL_006g267070.1.01 

primary_id: 294875 
  
Type: exon 

Source: maker 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105519905..105520021
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Position: SMEL3Ch06:105524647..105524730 (+ strand)  

Length: 84 

load_id: SMEL_006g267070.1.01:exon:1425 

parent_id: SMEL_006g267070.1.01 

primary_id: 294860 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105524647..105524730 (+ strand)  

Length: 84 

load_id: SMEL_006g267070.1.01:cds:5 

parent_id: SMEL_006g267070.1.01 

primary_id: 294876 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105524835..105524950 (+ strand)  

Length: 116 

load_id: SMEL_006g267070.1.01:exon:1426 

parent_id: SMEL_006g267070.1.01 

primary_id: 294861 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105524835..105524950 (+ strand) 

Length: 116 

load_id: SMEL_006g267070.1.01:cds:6 

parent_id: SMEL_006g267070.1.01 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105524647..105524730
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105524647..105524730
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105524835..105524950
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105524835..105524950


primary_id: 294877 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105525187..105525288 (+ strand)  

Length: 102 

load_id: SMEL_006g267070.1.01:exon:1427 

parent_id: SMEL_006g267070.1.01 

primary_id: 294862 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105525187..105525288 (+ strand)  

Length: 102 

load_id: SMEL_006g267070.1.01:cds:7 

parent_id: SMEL_006g267070.1.01 

primary_id: 294878 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105525393..105525506 (+ strand)  

Length: 114 

load_id: SMEL_006g267070.1.01:exon:1428 

parent_id: SMEL_006g267070.1.01 

primary_id: 294863 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105525393..105525506 (+ strand) 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105525187..105525288
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105525187..105525288
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105525393..105525506
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105525393..105525506


Length: 114 

load_id: SMEL_006g267070.1.01:cds:8 

parent_id: SMEL_006g267070.1.01 

primary_id: 294879 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105525643..105525699 (+ strand)  

Length: 57 

load_id: SMEL_006g267070.1.01:exon:1429 

parent_id: SMEL_006g267070.1.01 

primary_id: 294864 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105525643..105525699 (+ strand)  

Length: 57 

load_id: SMEL_006g267070.1.01:cds:9 

parent_id: SMEL_006g267070.1.01 

primary_id: 294880 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105528570..105528636 (+ strand)  

Length: 67 

load_id: SMEL_006g267070.1.01:exon:1430 

parent_id: SMEL_006g267070.1.01 

primary_id: 294865 
  

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105525643..105525699
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105525643..105525699
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105528570..105528636


Type: CDS 

Source: maker 

Position: SMEL3Ch06:105528570..105528636 (+ strand) 

Length: 67 

load_id: SMEL_006g267070.1.01:cds:10 

parent_id: SMEL_006g267070.1.01 

primary_id: 294881 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105528765..105528818 (+ strand)  

Length: 54 

load_id: SMEL_006g267070.1.01:exon:1431 

parent_id: SMEL_006g267070.1.01 

primary_id: 294866 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105528765..105528818 (+ strand)  

Length: 54 

load_id: SMEL_006g267070.1.01:cds:11 

parent_id: SMEL_006g267070.1.01 

primary_id: 294882 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105529026..105529100 (+ strand)  

Length: 75 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105528570..105528636
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105528765..105528818
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105528765..105528818
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105529026..105529100


load_id: SMEL_006g267070.1.01:exon:1432 

parent_id: SMEL_006g267070.1.01 

primary_id: 294867 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105529026..105529100 (+ strand) 

Length: 75 

load_id: SMEL_006g267070.1.01:cds:12 

parent_id: SMEL_006g267070.1.01 

primary_id: 294883 
  
Type: exon 

Source: maker 

Position: SMEL3Ch06:105530784..105530819 (+ strand)  

Length: 36 

load_id: SMEL_006g267070.1.01:exon:1433 

parent_id: SMEL_006g267070.1.01 

primary_id: 294868 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105530784..105530819 (+ strand)  

Length: 36 

load_id: SMEL_006g267070.1.01:cds:13 

parent_id: SMEL_006g267070.1.01 

primary_id: 294884 
  
Type: exon 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105529026..105529100
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105530784..105530819
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105530784..105530819


Source: maker 

Position: SMEL3Ch06:105530924..105531210 (+ strand)  

Length: 287 

load_id: SMEL_006g267070.1.01:exon:1434 

parent_id: SMEL_006g267070.1.01 

primary_id: 294869 
  
Type: CDS 

Source: maker 

Position: SMEL3Ch06:105530924..105531022 (+ strand) 

Length: 99 

load_id: SMEL_006g267070.1.01:cds:14 

parent_id: SMEL_006g267070.1.01 

primary_id: 294885 
  
Type: three_prime_UTR 

Source: maker 

Position: SMEL3Ch06:105531023..105531210 (+ strand)  

Length: 188 

load_id: SMEL_006g267070.1.01:three_prime_utr:1 

parent_id: SMEL_006g267070.1.01 

primary_id: 294886 
  
 

>SMEL_006g267070.1.01 class=Sequence position=SMEL3Ch06:105518832..105531210 (+ strand) 
TAAAGCCAAA CGTAGAAATT TGAAACCGAT CTCTCAGGAA GGAAAATCTC TCTCTATTTT GCCTCGCCGA 

AACCATCGGG GAAAACCTGT AAGACTCTCA AAACCCACTT TGAATTCATC CTCTATGATC CTTTAAATGC 

TGCGTTTTGC ATTGAAACAC AGTTAATTTG GTAGAATTTA ATTTGAATTT TAGGGCTAAA ATATTCGGGA 

TTTGATCTCT TGTTTTGATG CATTTTAATT TTTCGGCTTT TTATTTGGGT GTTGATTATT CACATTGATT 

CCAAGCAGTA TTCTTGATTG ATTGGAGGGT CATAGGGTTT TTTGAAGGGC CCAGATCAAT AGCTCAACTT 

AGATTTATTT CCCCATTTGC TCAGAAATTA ATAAGATTCA TAAGTTGAAG TTATAACAGT TCTTAAACTG 

http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105530924..105531210
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105530924..105531022
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105531023..105531210
http://ddlab.dbt.univr.it/cgi-bin/gb2/gbrowse/Eggplant?name=SMEL3Ch06:105518832..105531210


AAATGCAAGT TCCAGAGCTG TGTAATTGGT TTCTCTTAAG AGGGTTGTCA GTTAATTTTT AATTTACTGG 

AGTTGATAAT GTACGTTGCT GTTAAAATTG CGAACGGTTT ATCAAATCTT TTGTGGGATA AAATTTGTGT 

AGTATGCAGG TATGGCTCGT ATATATCGCC CTGAGTAGTA TATCTTTATC CTTTCAGGTA TGTCAAGTTT 

GCTCTTTTGA AAGTGGATGA TGCTATATTC ATTTCTGGGG TTGCTCAAGG AATTGGTTTC TGCATAGTGC 

ATGACCTTTG AGTTGAGCAA CTATTATCAC AATGGTAACC TCTCACCGCA GGTTTGTAGA CCCAAAAAGG 

TGTCATTGTA ATATATTTTT TTACTAAGTT TTAGTTGTCC TTACCTCCTG GTTTTATTTA CATCAGTTAG 

CTAACAAAGT ACCCCCTTTA TTCTATAAGG TTCACTGGGG TTTTCAAAAG ATCAAATGAC AGTGCCAGGC 

TAATAATAAC AACAATCATG GGAATGGTAT TTGGATATTT CATTGGCATT TCGTTTCCAT CTGTTTCTCT 

AACAAAGGTA CGTTAGCCCA ACTTTTGGAT GGTCTCCATG GTGGAGAGTA ATATGCCCTT GTGATTCAGT 

ACAATTTTGG GGGTCCTTTG CAGATTACTT TACCTTCGAG CATTTTGTCA TCTCTTGATG TAGCCTTCGG 

TGATGATCAT CGGAGATTTA GTGGACGTAG TTTTCCTGAA AATCTTGGCA GTGTCCCTTT AACACCTAAG 

GTACTTTACT TATTATTCAC TTCAAGTCCT TTAAATTATG TCCCTGCAGC TTCACTATGT TGATTCACTT 

TTATGCTTAC GAAAAAGGTG TTGGAACAGG CTCTTTTACA TACTTTAACT ACTAATGGTG TCAGTTTGAC 

CAGCAAAACC ATATTTGGTG AAACCAACAA AGTGCAAACA CCAATTAAGA AAGTGTCTCA TTGTTTCATT 

CACAGCAAAA CACTCATTAG GCGATACCAA TTAATTGAAT ATATAATTTG GTCTTTTTTT TTTTTTTTTT 

TTTTTTTTNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NTTTTTTTTT 

TTTTTTTTTT TTTTTGACAA AGGTTACAAG TTTGTATATA AATCTTCAGC ACTAAGGCTA GAATCCCAAA 

AATTTATGTC ACAGAGTTGC ATACAACTGA GTAGGGTCAG CAGCCCCAAA AAGAAAAACC CATCTCAGGT 

CCTATTGCAT CTTACAAGGA TCCTAGAATG TCTACAATTG CTACAGAATA GTCTATATAC TCAGAATTAT 

ACCAATAACA AAAACTGATA ATGCAGTTCA TTTTAATCTT ATGTAAAGAA CTACTGACAC TTTCAAAACA 



TCTCGAATTT CTCTCTTTCC AAATGGTCCA CCATGTCATT GTTGGGACAA TTTCCATTTG TTTTTTGTGC 

TACCACTCCC TTCATTGTTC CAACTTGCTA GAGCCTGCCC TGCCCTTTCA GGCCTGGTCC ACCTTGTGCC 

TCTGAAACTA GTAGACAGGT TCCATAGTTG GCTAACCATT TTACAATGTA AAAACAGATG GCAGAGTTCA 

AAAAAAAAAA GGAAAAAAAA ATTGGACACA ATTATATGCC CGTCTTCATG ATCTTTTCTT GAGTTAGAGC 

AGCCTCTTTC ACTACCAACC AAGGGAAAAC TGCCACTTTG TAGGGGATTT TCACTTTCCA TATAAGCTTC 

CATGGTAAGA AACTGATTTG AGACGCCATC TGATTCAAGT TCTTATAAGC AGGGCTGACT GTGAAAAAGC 

CTTTGGTATG GCATTTCCAT CTGAGGGTAT CTTCTCCTTC CTGTGATCCT GTATGATCGT AAGTGCCATA 

AAGTTCAGCC TGCCTTTCCA CCTCCAATGT TGCATGAGTC TTCTGTATGT CAGGTTCCAC TCTTGAGGAG 

TCCATACTTC TTGCAAAGTA GACTTCTGCT GCTGATTAAG TAGATAAGTA TCTGAAAAAA GTTGCTTGAG 

ACTGCCACTT TCTATCCAAT TATCTTCCCA GAACACAATC TTCCTTCCAC TATTTACGTT AAAGCTTGTT 

CTTTCAAAGA AAACATGCCC GAAGTTTTTG ATTGACCTCC AAAGACTGTC CATAAGCAGA ATTTACTTCT 

TTGGTCTTCC AAAAGTCTTC CTCATATTTT GGTTGAATCA CCCTAACCCA CAGTGTCTGC TCCTCTTTGG 

GGAATCTCCA CAGCCATTTC ATCTGCAAGT GTTTAAATCT TTTTTCTCAT ATTTAGTCAT GTTAGTATGT 

TTATTTTAGG TCCTATACTT TCTAGAAGTC TTTTAGTCCT ACTAGAAATT CTTATGCGAG TAAGACATAC 

AAAGAACTTC CACCTTTCAT TTTATTTTTT ATATTGTTGG CCTGAGATGA ACTTAAATGG GGAGTGAAGC 

AATTTCAAGT GACACAATTT GCTTTTTGTG AACCAACTTA GGCAGACTGT AGATTGGCAT TAAGATAGTG 

AAATCAATAT GTATCTATAA TATATGAAGA TTCAGAAACT ATATTGAAAA CGCTGACCAA CTTTAAAACA 

CAATGCACAA GTACTATTGA ACGCTCCTTT TTAGATTATT GAATGTTTAC AAAAGTAGTC AAGAAAATTG 

TCATCTATGT ATCTTGATTG TCAAAGTGAA TTTTTGTGTC ATGTAAATTT AAGTAAAAAG AATAATATCA 

TCAAAAATAA TGTGCACTAC TTATTAGTGG CACATTACAA TTATATGCAC CACTCATATT CTTTAGTTGC 

CAAATATGCT CTATTTAATA GATGTGTGGA CATATCAGGG TGATAAGATT AGGAATGAGA CCATCCGGGA 

GAAGTTAGAG GTGGCCCCTA TAACTGACAA GATGAGGGAA ACGAGACTAC GATGGTTTGG ACATGTGCAA 

ACAAGAAGTA TCGATGCCTC TGTTAGGAAG TGTGAGAGGT TGGATTTAGG GGTTACACAG AAGGGTAGAG 

GTAGACCAAA GAAGTATTGG TTGGAGGTGA TCAGAGAACA TGACCTTAGA TAGAAAGGAG TGGAGGTCTC 

ATATTAGGGT AGAAGGCTGA TAGGCTAGTA GAAGTAGGTT GATGTATGGG CTTGTGATAT AGTAGATTAG 

TAGGAGTAGT CGTGTCTTTA TACCCTGTGT TGTCTTTATC CGTCTTATTC TTATATTTGT TACTTTTATC 

GTATTTATAT ACTATCATTT GCTTTTCGTT ATTAGTTATT TTTTCCTTTT TATTTTCTTT TCCCTTTTTC 

CCATATCTAG TATGTTCTGC TTATATCTTT ATGAAGTAGT GGTAAGTTCT GCGTACATTT TATCCTCCTA 

GACTCCACTC ATGGGATTCC ACTGGGTATG TTGTTTGCTA GAAACTTAGC TAATTTGGTT ATTCTCTCAA 

CTTCACAAAA AATCACAGAC ATAATTGCAT GATAACATGA TATTTTGCAT TTAGAAAAGA TCTAATATGT 

ATGTTCTGAT TCTTGAGTAG ATGTGGCATC CAGAGAATTG TGAAGCTCAT ATTCAATTAC TGATGATGTT 

GATTTGTTTT TTAGATATAT GTTCCAACAA ATCCTCGTGG TGCCGAATCT TTACCACCAG GGATCGTGGT 

CTCAGAATCA GATCTCTATC TACGAAGGTT GTGGGGTGAG CCAAGTGAGG TACGATGTAA AGAGTATCTT 

GTAGTCATTG AATTATTCTT ATTGGCCAAA AAGAAACGAA TGCCTGGTTA GTCTAGGGTT TATGATACTT 

ACAATTATTC TGCCAGTCCT GAGCTGCTAT TGACCATATG ATTACATGTC CATGTTATCA AACAAAACAC 

AAAATAGTTA TAAAAATGGT GACCTATGCG CTCATGTGCT TCAGGCTCGG TCTTATTTCG CAGGCCAATG 

ACCTGTTTTA TATCTGATAT GCTTTAATGT GAGTGATTTT AGAACCCATC ATTAGAAAGT TAGAAGTTGT 

CTCTTTTCTG GAAAACCATT AATAGGTAGG AGGTCAACGT TAGCCAAGAT AGAATTCTCA AATTGCATAA 



GATACTAATC TTTGGAAGAT TTGGAGTTCT GTTTCCTGCT TTACATGTAG CCTTATAAAT TTAGTGGAAT 

TTCAGGATCT GACAAAGAAG CCAAAGTATT TGGTGACATT TACAGTTGGT TTGGCTCAAA AGAACAACAT 

TGATGCCTGC GTTAAAAAGG TTAGAAAAAA TGAAGCTGAT CATTGAATGT GATAGCACAC ATCATCATTG 

TTTTCTTTTG TGTTATATTG TACACTGAAT TTTATTTTAT GTATGTTGGT TAGTTTTCAG AGGATTTTCA 

AATTTTGCTT TTCCATTATG ATGGTCGAAC GAGTGAATGG GATCAGTTTG AGTGGTCCAA GCGTGCAGTT 

CATGTCAGTG TTAGGAAGCA GACAAAATGG TAAGGCTTTC TAGATTATGT AACAATATTT GGGATTCTAC 

ATCACATAAA TGATGCAAGC ACCAAAACAA ATATGCTGGA GGACTTTAAT AATTTTGGCA GCCCTTTAGC 

ATGTATAGCA CCCTTCTTTG ACTTTATGAT GATAAGATGA AGGGAAGGGT GTTAAATAGG ATTTTAGCTA 

GTATCTTTTC GTAGTTCCAT AATATTTTTG AGGGTCTTTC TGTTTCCTTT AACAGGTGGT ATGCAAAGAG 

GTTTTTGCAT CCTGATGTCG TAGCTGCCTA TGATTATATA TTTATCTGGG ACGAAGATCT GGGGGTTGAA 

CACTTCAATG GAGAGAAGTA GGTGTTTTTA CTGGTGGTTT TTTAATAACT TCTCATTCTT AAGAGCGAAA 

GATCCTCGTC ATTTTTTGTT TCCATGTAAT CTAGACACCT GAATATGACA GGTACATTCA GCTAGTTAAG 

AAACATGGAC TAGAGATCTC TCAGCCAGGT CTTGAACCCA ACAATGGTCT CACATGGCAG ATGACAAAGA 

GGAGAGGTGA TAGAGAAGTT CACAAGTAAG TCCATTTTGT TGCTGTCTCC CATCTTTCTC TGACAGTTCC 

CATGTGGTGG GCCCCAATAG TTAGGATTGA ATCTCTATAG AGATTAGCTC ATGTTCATGC ACATTCAGAA 

TTGTTTTGTG GCCTGAAACA GGGATACAGA GGAGAAACCA GGCTGGTGTA GTGATCCACG GTTACCTCCT 

TGTGCAGCGT ACATTCTCTC TCTCTCTCTC TCTCTCTCTC ACACACACAC ACACACACAC ACATACAGAT 

TTAAAAATAT GCAATCCGGA CACAATGTAA CTTATCTACC AACACATACA TGTACATGAT ACAAAATGAT 

AAGCTTGATT CTCGCATCAT TTTATGCATC GAACTGTGCA AACTTTTTGA ACTAATAACG TTTTCAAAAT 

ATTATGTTCA AGAATTTTGA CTCTGGATCA CAGCCCTTTC ATCATTCTTA ATCTCAAAAG TATATATGTA 

ATTTATGATT CATCATTCTG TTGGTATGTT TAGGTTCAGC ATATGGATAT TATGATTGAG CCTGGTCATT 

TTTGGGTTCT TTTTTTTTTT TTTTTTTTTT NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 



NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN 

NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNNN NNNNNNNNGG TTTTTTTTTT TTTTTTTTTT 

TTTGGTGGTG GTGGTGGGGT GGGATGGGAG GTTATGTGGA AGAATTCAAG GGTTTATGCT GTATCATTTA 

TGTTTATATT TTTGGTTGTG ACTGCTGAAA TTTGGGATTT AGGTGCTGTT GATTGATTAT TCAAAACTGT 

AGAAAACTAG AAATCATTCT TTTAATTTTC AGAAGCAAGA AAACGACAAT TTTGGTAGAA AAAGGAAGAT 

GTGAGAAATA ATCCTTCGGG GTGGCTTAGT GGTTTAGGCT TGGGACTTTC AAGTTGGAGG CCTCAAATTT 

AAAATCCCTT GCCAGCGAAA GCAAGCGGTT TTGTCTTATG GGTCGAGCTC ATAGCCTAGT GTGGGTTACC 

TCTCTTGTGT GGTTTGCGAG CTATTGTATG AGTGGGGTTT TTACTCTGTG CGCACCCAAA GGGTAGCGGT 

TGCGAGCTAA GTTGCTCCGA CTCACCCAAA ATATTGCCGC ACCCATGTTG GATCCTTAAA AAATACACTA 

TTTTGGGAGG ATTTGATACA CACTCATCAA CATTTTTGAA GAGTCTGAGC AACATAGGCT GCAGCTTTCC 

ATTGTCATTA AAAAAAGGAA GATCGGAGAA ATATTTGTAT GTTATGAGTA GAACTGCATG TCATGAATGT 

ATTGTCGTTT ACCTAGCAAG ATGTTGAATT GACACCTCCT GTAAATGTCT GTGGAAGAAC TCAAGAGTCT 

ATGCTGTATC ATGTATGCTT ATATTTTTGG GGGCGACTGC AGGAATTTAG GATTTAGGCG CTGTTGATTG 

ATAATTCAAG AGTGTAGACA TCATCCTTCT AATTTTCAGA AGCAAGAAAA CGACAATTTG GTAGACCAAG 

GAAGATGGGA GAATCTTTTG TATGTTAGAA CCGCATGTCA TTAATGTATT GCTGTTAACT TAGCAAGATA 

TAGAATTGAT ACCTTCTGTA CATGTATTCT TCCTAATAAC TTATGATTGA GCAAATAAAA ATTCTCATAG 

GTTGATACTC ATGCAATTTC TAGTCAAGTA TTATTTTTAT TATAGCAATT TTTGGAAATT GATTTGTAGA 

AGGCCTGTCC ACTAGTGCAC CATCTAGTAC ATTTAGCATT GGCCTGCAAC TTATCTATTT CCTTATTTGT 

TTTTTCAGTT TTGTGGAAAT AATGGCTCCT GTATTTTCTC GAGAAGCATG GCGATGTGTT TGGCATATGA 

TTCAGGTAGT TCTTTCATTA GGATTATTCA TTGTAATCCT TTCAAGAGTG CGCTTACAAT GGTCATGAGT 

GCGTTTATAA ATGCACATAC TATTATAGTG ACAGCTCTGC TTCCTTTTGA TGTTTTCTTA TAGAATGATT 

TGGTGCATGG ATGGGGATTG GACTTCGCTC TTAGAAGATG TGTAGAGGTC AGTAGTTCCT ATTATATATC 

TGTTAATTAT AGAAGTGAAA GAGGACACAC ATCATGATAA AGGTCGCTGC CCCTATAGAC TTTGACAAAT 

GACAACATTA TGAACGTTGA AAACCATCCT CTTTAGCATT TAGAGGTTTT TGCTAATTTG AAGTGTGGTG 

GACTATTTAG CAAAAACTCG TTACTCTTTT ATCTGTTCAT GCAGCCTGCG CATGAAAAAA TAGGTGTAGT 

GGATTCACAA TGGATAGTGC ATCAAGTTAT TCCTTCCCTT GGAAGTCAGG TTAGTAAATG TCCATTTCCA 

GAAAATAAAT AGCTGAAATT TCTACTAGTT TTTCATGTTA AATCTTGTTG TGTTCTGCAT AACACCCCCA 

CCCGATCCCC CAACAAACCC CACAAAAAAA AAAGAAAAGA AAACCATTGC AATATGATTT TGCTGTTAAT 

GGTTTGATGG ATCTAAGAAC CTACCGCTTT AGCTTGAAAA AAGTCCTTTG AAGGCAGCTG ATTCATAGGA 

TGACTGGATT ATCTTTTGTC TCTTTAGAGT TCTAGGTAGA AAGAGGAGAG GCTTACTGAG AGACAAGAAT 

GCTATTCCTG TGACATGATT TAATTCCCTA GAACTAAAGT TGGTTTTGTT TCCCTATATT GTGGATTAGT 

GGTGGCAAAT GGGTGGGTTG GGTCAAATTT GGACGGGTTG AAAATGGGTC GATATAAAAT TGGTAATAAT 

TCAATTCACC CATATTTTAT TTGGACAAAA AGGGTTGGGG TGGGGGGTTA AGGGTAGAGT GAAAAGAACT 

GATTCTCTTT TAAAAAAGCT ACTTTTTAAA AAAATAAATT AATTTTCTTT GGGGTTGGAA GGGTGGGGTG 

GGGTGGGGTG GTGGCTGGTG GAGGAGATGG GGTATGGGGT GGGGTATGAA AAGAATTGCA ATTTGTGATT 

GGAGCAGAGT TTTGACATGG ACAAGCGGCT TTTATACTTG CATTGATTTA GTGCATGTAA TATACCCAAT 

ATACTTGCAT TGATATAAAC ATACCCAAAT TCATTTTGCT GGCACTATTG TAGCCTAAAA GCTAGAGTCA 



TCAATATGGG CTGACCTGGC TTAACCTGTG ATTTAGCAGG ACAGGGTTAC AATTTTTGGA GCGCATTTAA 

AAAATGGGCT TTTTAGCCCG GCCTGAATAA GCCTGCTAAT TTGTGGGGCT TTTGCAATAT GGGTTTGGCC 

GGCCTATAGG CCGAATTAAA AAATAATAAA AATAAAAATA AAATAGAGTA TTAAAGATAA TAAGAGTCCA 

AACTCAAAGT TTATTTAAAA TTTTTAATAT TAAAATTTAG ATACAAATTA TATTTTTATA ATATGTACTT 

CCTATCTTTA CTTGTCCTTT ATTGGTTTAG CACAGGGATT AAGAAACAGT AAATAATATG AGCAATTTTA 

CTAAATCACC TTTTGAATAT AACAATTACA ATGTCTTGGA AAATATAACG AGAAAATAAC CACTGGAATT 

AATGATAGGG GTAAACAAAA ATTAAGTTTG AAATTATTGT TTGATTTCAT GAAGTGGACA AGTATTGTTC 

GATATCTTAA AATAGTATAG TGAACAAGTA AAGATGGACG GAGGGAGTAA TAGTAACACT AATACTATGT 

AATATTGTCT TGTTGCTATT TATTTTAATA TGTTTAAATT ATAATTTAAT TTAAAAATTT ATTTAAAAAA 

TATAAGAATA AAAATGTGGG GCCCGGCAAG GCCCACGGCT CACATACAAA TGGGTTGGGC TAACTATTTT 

CTAGCCCATA AGAAAAAGGG GCCAGCCTGC CAAATTCCAA AGCTTGTAAG GGCTAGCCCC TGGGGTATTG 

ACACCTACTA AAAGCTGAAG TAGTTTTCTG CAAAACTCAG TGTTCCCTTG TATTTTTCAT GACTTGTTAT 

CAATTTTTTT TATGTATTTC TTGATGCAAT TTCTGTTACC TGAAACATAC AGGGTAGCTC AGAGAATGGT 

AAAGCCCCTT GGGAAGGGGT AAGCAAATCG GCCGCTCAGC TCAAATCTAG TTTGACAAAT ATCATTCCCC 

TTTGTTTTGC ATTTGAGTTA TCCCATCTTA GTTACTTGTT TCCTTTTTGT AGGTACGAGT GAGGTGCAGA 

AGTGAGTGGA CAATGTTTCA GGATCGATTA GCCAATGCAG ATAAGGCATA TTACGCACAG AATGCGAAAA 

CCAGATTATA ACATCGCCTG CCTAGAGCTT GTTTTGTAAA TTGCTTCTTT TTCCTTTTTC CCCCTCCTGT 

TTTAGGTATG CCTAATTCTT TTTCGCAGTA TTTCTTTATA AATATTTGCG AGCGGTAGAC CGTGGACTGT 

AAAACAGCAA GATATTAGAA GGCCTCTTTG TGCATAGATG ATGATATCTT CTTCTGTAG 

 


