Table S16. Sugar metabolic and transporter genes of A. montana genome.

Gene ID Type Subfamily Description Start End Length (bp)
Amo021330 sugar metabolism enzyme CWINV cell wall invertase 4355888 4360459 2082
Amo007261 sugar metabolism enzyme CWINV cell wall invertase 9756700 9761522 1497
Amo006983 sugar metabolism enzyme CWINV cell wall invertase 5446360 5454114 1917
Amo019663 sugar metabolism enzyme FRK fructokinase 2238748 2245744 1206
Amo017070 sugar metabolism enzyme FRK fructokinase 1751050 1752030 981
Amo010647 sugar metabolism enzyme FRK fructokinase 10317014 10321253 1110
Amo003080 sugar metabolism enzyme FRK fructokinase 9948072 9949757 987
Amo022530 sugar metabolism enzyme HK hexokinase 510038 521615 1497
Amo020432 sugar metabolism enzyme HK hexokinase 3592625 3604308 1500
Amo016670 sugar metabolism enzyme HK hexokinase 41281 55195 1542
Amo012946 sugar metabolism enzyme HK hexokinase 2894869 2897327 417
Amo023294 sugar metabolism enzyme NIVI neutral invertase 923019 927755 1821
Amo020421 sugar metabolism enzyme NIVI neutral invertase 3357217 3365515 1701
Amo016363 sugar metabolism enzyme NIVI neutral invertase 6077331 6083745 2010
Amo015907 sugar metabolism enzyme NIVI neutral invertase 5557173 5565411 1947
Amo012168 sugar metabolism enzyme NIVI neutral invertase 5940463 5946161 2031
Amo010001 sugar metabolism enzyme NIVI neutral invertase 1576942 1584176 1704
Amo011136 sugar metabolism enzyme SPS sucrose phosphate synthase 4035347 4043464 3303
Amo006575 sugar metabolism enzyme SPS sucrose phosphate synthase 13713032 13721137 3039
Amo001581 sugar metabolism enzyme SPS sucrose phosphate synthase 13292669 13301230 3285
Amo023377 sugar metabolism enzyme SuUs sucrose synthase 2185168 2191689 2421
Amo023188 sugar metabolism enzyme SuUS sucrose synthase 2364530 2372208 2424
Amo012379 sugar metabolism enzyme SuUs sucrose synthase 9160822 9174686 2430
Amo008440 sugar metabolism enzyme SuUs sucrose synthase 3460373 3464498 2445
Amo007259 sugar metabolism enzyme VAIN vacuolar acid invertase 9701495 9707943 2145
Amo023590 sugar transporter SUT sucrose transporter 2422375 2432050 1788
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