
>kwn_35_MIR169a
GTGACGAAAGTAGTGTGCAGCCAAGGATGACTTGCCGATTTAAATGATCTTTCTTTATACTCTATTAAGACAATTTAGTTTCAAACTTTTTTTTTTTTTTTTTTTTGAAGGATTCAGGAAGAAATTAGGATATATTATTCCGTATAAAATACAAGATATATAAAACCAAAAAGAAAAAGTAACATGATCGGCAAGTTGTCCTTGGCTACACGTTACTTTGTGTCGC

Sequences:

-----------------------------------------------------------------------------------------------------------------------------TCA-GAAAAAAAGGGG----------------GGATATGCCCCAGTGTGAATAT------CTA---ATGCACAACCAAAGAGTGA-ATCCAACA----TCATCAATCAACTGTCCTC----AGCT----CAATAATAATCTG-------------------------   vitVin1
GA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   osaInd1
------------------------------------------------------------------------------------------------------------------------------------GAGATTGAG----------------A---ATGAGTCTAGATTGTGGA------CAAGATATATAAAGTTGTTGGAGAA-TACaaagatata---taaaaaaaatttTACTCGATGACTTTTCAAATGGTGCTTTAAGTCagtctcaat-----ggaagtt   sorBio1
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAACAA------CAAAAGATATAAATTCAAAAAAAAA-AAAAAACA----CTAACAACAAATCATTTCT--------------------------------------------------   mimGut1
-----------------------------------------------------------------------------------------------------------------------------TCAGGAAGAAGCGAAG----------------CTTCTTTCCTTCGCAGAGAGAA------AAAGATATAAAAAAACGAAAGGAAA-AA-------------------------------------------------------------------------------   selMoe1
-AAACGCGTATGTGACGAAAGTAGTGTGCAGCCAAGGATGACTTGCCGATTTAAATGATCTTTCTTTATACTCTATTAAGACATTTTAAGTTTCAAA----------------------AAGGATTAAGGAAGAAAGTAGGCTATATATGTAGATATATATATTATGCTGTATTAAATATATGTACAAGATA---AGACCAAAAAAGAAA-AAGTAACA----TGATCGGCAAGTTGTCCTT----GGCT----ACACGTTACTTTGTGTCGC---GCAT-----AG--GTG   araLyr1
-AGGCGCAGATAT----ATAGTAGCGTGCAGCCAAGGATGACTTGCCGGCA-GAATGCTGTGTTTCCA-GCTCTCCTTGGATA---------------------------------------TGTTCAGAAACAT----------------------ATATATTGTAATGAATGAATTG---GTGCAAG-------------------------------------TTGGCAAGTTGTCCTT----GGCT----ACATGTTTCTTTCTGCTCC---GTATGCC--AG--GCC   cirCle1
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTAT-----GG--GTG   glyMax1
-AAACGCGAATGTGACGAAAGTAGTGTGCAGCCAAGGATGACTTGCCGATTTAAATGATCTTTCTTTATACTCTATTAAGACAATTTA-GTTTCAAACTTTTTTTTTTTTTTTTTTTTGAAGGATTCAGGAAGAAATTAGG----------------ATATATTATTCCGTATAAAATA------CAAGATATATAAAACCAAAAAGAAA-AAGTAACA----TGATCGGCAAGTTGTCCTT----GGCT----ACACGTTACTTTGTGTCGC---GCAT-----AG--GTG   araTHA8

Structures:

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------...(0)   vitVin1
..--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------(0)   osaInd1
------------------------------------------------------------------------------------------------------------------------------------((((((((.----------------.---....(((((.....))))------)........((((((..(((((((.-..((..((....---(((((....))))).))..))..))))))).....))))))..))))))))...-----.......(-22.39)   sorBio1
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------......------.........................-........----...................--------------------------------------------------(0)   mimGut1
-----------------------------------------------------------------------------------------------------------------------------..((((((((((...)----------------)))).)))))............------...............(....)....-..-------------------------------------------------------------------------------(-11.39)   selMoe1
-...(((.((((((.(((((((((((((.(((((((((..(((((((((((...(((.((((((((....((...((.((((.......)))).)).----------------------.))....)))))))).....((((.(((.((((.((((((((((......))))...)))))).))))..)))---)).))..........-......))----))))))))))))..)))))----))))----.))))))))))....))))---))))-----).--)))(-81.09)   araLyr1
-.((.(((((...----..((.((((((.(((((((((..((((((((((.-((..((((......))-))..))..(.(((.---------------------------------------((((((...(((.----------------------......)))..)))))).))).---).....)-------------------------------------)))))))))..)))))----))))----.)))))).)).))))).))---.......--..--...(-67.09)   cirCle1
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------....-----..--...(0)   glyMax1
-....((....(((((((((((((((((.(((((((((..((((((((((((((((..((((...............))))..)))))-.......((((((((((((((((((((((((.....)))))))))))...((----------------(........)))..........------................)))))))))-))))....----.)))))))))))..)))))----))))----.))))))))))).))))))---))..-----..--...(-79.66)   araTHA8

Reads:

------------UGACGAAAGUAGUGUGCAGCCAAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
-----------------------GUGUGCAGCCAAGGAUGACUU-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
--------------------------UGCAGCCAAGGAUGACUUGC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 2 +
--------------------------UGCAGCCAAGGAUGACUUGCC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 48 +
---------------------------GCAGCCAAGGAUGACUUGCCG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
---------------------------GCAGCCAAGGAUGACUUGCC----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
----------------------------CAGCCAAGGAUGACUUGCCGAU-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
----------------------------CAGCCAAGGAUGACUUGCCGA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 269 +
----------------------------CAGCCAAGGAUGACUUGCCGAUU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 3 +
----------------------------CAGCCAAGGAUGACUUGCCG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
----------------------------CAGCCAAGGAUGACUUGCCGAUUU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 1 +
-----------------------------AGCCAAGGAUGACUUGCCGA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 5 +
--------------------------------------------------------------UCUUUAUACUCUAUUAAGACA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
--------------------------------------------------------------------------------------------------uuuuuuuuuuuuuuuuuuu------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 -
--------------------------------------------------------------------------------------------------uuuuuuuuuuuuuuuuuuuu------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 12 -
--------------------------------------------------------------------------------------------------uuuuuuuuuuuuuuuuuuuug----------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 -
---------------------------------------------------------------------------------------------------uuuuuuuuuuuuuuuuuuug----------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 -
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------gauauauaaaaccaaaaagaa----------------------------------------------------------------------------------- 1 -
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAAACCAAAAAGAAA-AAGUAACA----U-------------------------------------------------------------------- 1 +
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------aaccaaaaagaaa-aaguaaca----ug------------------------------------------------------------------- 1 -
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AUCGGCAAGUUGUCCUU----GGCU----AC------------------------------------ 3 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AUCGGCAAGUUGUCCUU----GGCU----ACA----------------------------------- 6 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UCGGCAAGUUGUCCUU----GGCU----AC------------------------------------ 1 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UCGGCAAGUUGUCCUU----GGCU----ACA----------------------------------- 1 +
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGGCAAGUUGUCCUU----GGCU----ACA----------------------------------- 2 +
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAAGUUGUCCUU----GGCU----AC------------------------------------ 6 +
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAAGUUGUCCUU----GGCU----A------------------------------------- 1 +
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAAGUUGUCCUU----GGCU----ACA----------------------------------- 6 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGUCCUU----GGCU----ACAC---------------------------------- 6 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGUCCUU----GGCU----AC------------------------------------ 2 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGUCCUU----GGCU----ACA----------------------------------- 2 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAAGUUGUCCUU----GGCU----ACACG--------------------------------- 3 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAAGUUGUCCUU----GGCU----ACAC---------------------------------- 2 +

>kwn_45_MIR169b
CCCAACGGAGTAGAATTGCATGAAGTGGAGTAGAGTATAATGCAGCCAAGGATGACTTGCCGGAACGTTGTTAACCATGCATATGAATAATGTGATGATTAATTATGTGATGAACATATTTCTGGCAAGTTGTCCTTCGGCTACATTTTGCTCTCTTCTTCTCATGCAAACTTTCCTTGGG

Sequences:

ACAT-GCGTGCCCAACGGAGT---AGAATTGCATGAAGTGGAGTAGAGTATAA--TGCAGCCAAGGATGACTTGCCGGAACGTTGTTAATCATACGTATA---------------AATTATGTGATGAACATATTTCTGGCAAGTTGTCCTTCGGCTACATTTTGCTCTCTTCTTCTCATGCAAACTCTCTTTGGGATATTCTA--CT   araLyr1
TTGG-TCT--------AG------AGTCTTGCATGAAGAGGTTGAGAGTGGAA--TGCAGCCAAGGATGACTTGCCGGAAT-T---------TATATATA-GTGAGAAGAGAAGAGGCTATATGCTGAACCCTG-----GCAAGTTGT-CCTTGGCTACATTTGATTCTCTTCTTCTTATGTGAGTCTCCATAGG-------------   vitVin1
--ATCTTTAG--------AATATAAGTATTGT-TGAAGTGTAGAAATTTGTTA--TATA-----------------------------------------------------------------------------------------------------------------------------------------------------   osaJap1
-------------------------GACTTACATGAAGAGGAAGAGAGAGTGA--TGCAGCCAAGGATGACTTGCCGGCGT--ATTTGCTCATGTTCATG----------------CTCACCGGTT-----CCTTGCCGGCAAGTTGT-GTTTGGCTATGTTTTGCTCTCTTCTTCTCATGTAAGTGCCACTTAGGA-----------   glyMax1
ACAT-TCTTGCCCAACGGAGT--AAGAATTGCATGAAGTGGAGTAGAGTATAA--TGCAGCCAAGGATGACTTGCCGGAACGTTGTTAACCATGCATATGAATAATGTGATGATTAATTATGTGATGAACATATTTCTGGCAAGTTGTCCTTCGGCTACATTTTGCTCTCTTCTTCTCATGCAAACTTTCCTTGGGATATTCTA--CC   araTHA8
GTGT-TTCTGTT----GAAGT---AGGCTTGCATGAAGAGGTAAAGAGAGTGGTTTGCAGCCAAGGATGACTTGCCGA--------TGATCTTGCA-ATA-------------TTAATTATATTGCAATGATCTGATCGGCAAGTTGT-TCTTGGCTACAGTTTGCTCTCTTCTTCTCATGTAA---GCCCT---GA-----TACAGA   mimGut1

Structures:

....-.....(((((.((((.---((..((((((((...((((.((((((.((--((.(((((((((..(((((((((((...((((.(((..(((((..---------------...)))))))).))))...)))))))))))..))))).)))).)))).))))))))))...)))))))).)))))))))))........--..(-80.9)   araLyr1

....-.((--------((------((.((..(((((.((((..((((((.(((--((.(((((((((..(((((((((..(-(---------((((((((-((.............)))))))).))))..)))-----))))))..)-)))))))).))))).))))))..)))))))))..)).)))..))).-------------(-77.31)   vitVin1
--..((((((--------((((....)))).)-)))))...............--....-----------------------------------------------------------------------------------------------------------------------------------------------------(-2.4)   osaJap1
-------------------------.((((((((((.(((((((((((...((--(..(((((((.(..(((((((((((.--....(((..((......----------------..))..))).-----...)))))))))))..)-.)))))))..)))...))))))))))))))))))))).((.....)).-----------(-72.69)   glyMax1
....-.....(((((.((((.--.....((((((((...((((.((((((.((--((.(((((((((..(((((((((((...((((...(((.(((((((.((((......)))).))))))))))))))...)))))))))))..))))).)))).)))).))))))))))...))))))))...)))))))))........--..(-82.59)   araTHA8
....-.(((((.----..((.---.(((((((((((.((((..(((((((..(.(((.(((((((((..(((((((((--------((((((((((-(((-------------(.....))))))))).))))..))))))))))..)-)))))))).))).)..)))))))))))))))))))---)))))---..-----.)))))(-91.09)   mimGut1

Reads:

---------------------------------UGAAGUGGAGUAGAGUAUAA--UG------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
-------------------------------------------------------UGCAGCCAAGGAUGACUUGC------------------------------------------------------------------------------------------------------------------------------------- 2 +
-------------------------------------------------------UGCAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------ 48 +
--------------------------------------------------------GCAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------ 1 +
--------------------------------------------------------GCAGCCAAGGAUGACUUGCCG----------------------------------------------------------------------------------------------------------------------------------- 1 +
---------------------------------------------------------CAGCCAAGGAUGACUUGCCG----------------------------------------------------------------------------------------------------------------------------------- 1 +
---------------------------------------------------------CAGCCAAGGAUGACUUGCCGG---------------------------------------------------------------------------------------------------------------------------------- 21 +
------------------------------------------------------------------------------------------------------------------------------------------GGCAAGUUGUCCUUCGGCUACA------------------------------------------------ 1 +
------------------------------------------------------------------------------------------------------------------------------------------GGCAAGUUGUCCUUCGGCUAC------------------------------------------------- 2 +

>kwn_46_MIR169c
TCGTCCATTATGAGTATTAATTATGGTTAGGGAATCTTACAGAATGAAAATGAAGGTGTGAATGGATTGTCTCATCTAAAGCCTTGAATGTGGGAAAAAGGCCATTGTTGTTCAGCCAAGGATGACTTGCCGGTAGCTTGTATTATGATTACTCTATATTCGATTTATATTATGGAGATGATGGTTTATATATATTTACTTATCTACATAGTTTTAGTTGATTTTTTTTCGTACGTAATATAATACGAAAAAGTATTTACTTATTTATATATGTGTGTTGGGGCAAGAAGTGTAACCAAGCTAGCCCGGCAAGTCATCTATGGCTATGCAACTGTCTCTTCCTCTCATTCTAGGCTTACGATGACACGTAAAAAATCCCAAATATCACTAATATGATATGAATATGGATGA

Sequences:

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTACTT----CAAACATAAAAGAAGAAGAAAA------AATTCTAACTAATTTAT---ATCAATCTATT-------------------------------AGGGTCATCA--------------------------------GGGGTTTGGATAGTATATAGAAGATTTTAAATTCTACCAATGAAGTTTAGT-----AGAACTAATAGAA   glyMax1
ATTTTATTTTATGGTTATTTACGTTC-ATTATTAGTATTATTAGTGGTTACGGAATCTTAGATAATACTGGAGAGGAGTGAATATGAAGGTGTGAATGGATTGTCTCATCTAAAGCCTTGAATGTGGGAAAAAGGCCATTGTTGTTCAGCCAAGGATGACTTGCCGGTAGCTTT--GTATATTTACTCTATATTCGGTTTATATTATGGAGATTATGCTTTATATATA------TATATACATAGTTTTAATTGATTTTTTTTCGTACGTACGTAATCTAATACGAAAA------AGTATTTACTTATTTAT---ATGTGTGT----TGGTGAGATGTGTAAACAAAGCAAGCCCGGCAAGTCATCTCTGGCTATGCAACTGCCTCTTCCTCTCATTCTAGGCTTACGATGACACGTAAAAAATCCCATAGATC----------------------------------   araLyr1
TTTT----------TTTTTTTCGTCC-ATTATGAGTATTAATTATGGTTAGGGAATCTTACA-------------GAATGAAAATGAAGGTGTGAATGGATTGTCTCATCTAAAGCCTTGAATGTGGGAAAAAGGCCATTGTTGTTCAGCCAAGGATGACTTGCCGGTAGCTTGTATTATGATTACTCTATATTCGATTTATATTATGGAGATGATGGTTTATATATATTTACTTATCTACATAGTTTTAGTTGATTTTTTTT----CGTACGTAATATAATACGAAAA------AGTATTTACTTATTTAT---ATATGTGTGTTGGGGCAAGAAGTGT-AACCAAGCTAGCCCGGCAAGTCATCTATGGCTATGCAACTGTCTCTTCCTCTCATTCTAGGCTTACGATGACACGTAAAAAATCCCAAATATCACTAATATGATATGAATATGGATGACTTATTTTA   araTHA8
TTTT----------TTCAT-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   vitVin1
TTTT----------TTCCTTACTTCTTCTTTTGAACCTTAGCGATA-CAAGGGAACTTTA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   cirCle1

Structures:

-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------...(((----(..........)))).......------..(((((.....(((((---((....(((((-------------------------------..(..(....--------------------------------..)..)..))))).)))))))..........((((((.((......)).))-----))))....)))))(-16.39)   glyMax1
.......(((((((...(((((((((-(((.(((((((((((...((((....))))...)))))))))))................(((((.((........)).))))).((((((.(((((.(((((..((((....(((((..(((((..(((((((((((((..(((((--((.......(((((((............)))))))..(((((.((.(((...------.(((((((((....(((.(((..((((((((((..............))))))))------))...))).)))....)---))))))))----..))).)).))))).)))))))....)))))))))))))..)))))..))))).)))).)))))..))))).))))))..))))).))))))).....)))))))..----------------------------------(-131.63)   araLyr1
....----------......((((((-((.((..((((((((((((((..(((((((((.((-------------.........)))))))...........((.(((((..((((((.(((((.(((((..((((....(((((..(((((.(((((((((((((((((((((....((.(((((((((((............))))))).)))).)).....(((((((.((((.(((((((.....(((.(((.((((((----((((..........))))))))------)).))).))).......---.)))))).).)))).....))))))-)..)))))))..)))))))))))))).)))))..))))).)))).)))))..))))).))))))..))))).))........))))....)))).)))).))))))..)))))))))).........(-131.02)   araTHA8
....----------.....-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------(0)   vitVin1
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------((((....(((((((.(((....((((((((..(((((----(..(((......)))..))))))..)))))))).....))).)))))))...)))).------------------------------------------------------------------------------------------------------------------------------------------------(-16.5)   cirCle1

Reads:

--------------------------------------------------------------------------------------------------------------------------------------------------CAGCCAAGGAUGACUUGCCG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
--------------------------------------------------------------------------------------------------------------------------------------------------CAGCCAAGGAUGACUUGCCGGU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 6 +
--------------------------------------------------------------------------------------------------------------------------------------------------CAGCCAAGGAUGACUUGCCGG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 21 +

>kwn_47_MIR169d
GTATCATAGAGTCTTGCATGGAAAAATTAAAGAATGAGATTGAGCCAAGGATGACTTGCCGATGTTATCAACAAATCTTAACTGATTTTGGTGTCCGGCAAGTTGACCTTGGCTCTGTTTCCTTCTTTTCTTTTCAATGTCAAACTCTAGATAT

Sequences:

-----------TGTCTAA---GGGTTTTGCATGAAGA---GGTAGAGAGGGTGGAATTGAGCCAAGGATGACTTGCCGTCCTT--TGCATCAAGCATTGAAGCTTTAACTGGG---CATGCACGGCTAGTTATTCTTGGCTCATTTGGCCCCTCTTCCTCTCA-TGCGAACCTCTGTA--GACCTATCCA   vitVin1
-----------TACCCTAAGAGGGACTTACATGAAGA---GGAAGAGAGAGTG--ATGCAGCCAAGGATGACTTGCCGGCGTT-ATTATTTGCTCATGTTCATGCTCACCGGTTTCCTTG-CCGGCAAGTTGTGTTTGGCTATGTTTTGCTCTCTTCTTCTCA-TGTAAGTGCCACT-TAGGACCAATTG   glyMax1
GTCACTAATTGTATCTTT---GAGTCTTACATGGAAAA--AATAGAGAATGAG--ATTGAGCCAAGGATGACTTGCCGATTTTTATCAACA---------AATCTTAACTGATTATGGTGCCCGGCAAGTTGACCTTGGCTCTGTTTCCTTCTCTTCTTTTCGATGTCAAACTCTAGATATCT--ATCCA   araLyr1
GTCACTAATTGTATCATA---GAGTCTTGCATGGAAAA--ATTAAAGAATGAG--ATTGAGCCAAGGATGACTTGCCGATGTT-ATCAACA---------AATCTTAACTGATTTTGGTGTCCGGCAAGTTGACCTTGGCTCTGTTTCCTTCTTTTCTTTTCAATGTCAAACTCTAGATATCTCTATCCG   araTHA8

Structures:

-----------.((((((---(((.(((((((((.((---((.((((.((((.((((.(((((((((((((((.(((((.(..--(((.....)))..)..((((.....)))---)....))))).))))))))))))))))))).)))))))).)))))))-)))))).)))).))--))).......(-85.4)   vitVin1
-----------...((((((.((.((((((((((.((---(((((((((...(--((..(((((((.(..(((((((((((..-...(((((..(((....)))..))..))).....))-)))))))))..).)))))))..)))...))))))))))))))-))))))).)).))-))))........(-85)   glyMax1
..........((((((..---((((.(.((((.(((((--...((((((.(((--((.(((((((((.((((((((((.....(((((...---------((((......)))).)))))..)))))))))).))))))))).))))).))))))..))))).)))).).)))).))))))..--.....(-65.69)   araLyr1
..........(((((.((---((((.((((((.(((((--...((((((.(((--((.(((((((((.((((((((((....(-(((((..---------((((......))))))))))..)))))))))).))))))))).))))).))))))..))))).))).)))))))))))))).........(-66)   araTHA8

Reads:

------------------------------------------UAAAGAAUGAG--AUUGAGCCAAG---------------------------------------------------------------------------------------------------------------------------- 1 +
--------------------------------------------------------UUGAGCCAAGGAUGACUUGCC----------------------------------------------------------------------------------------------------------------- 3 +
---------------------------------------------------------UGAGCCAAGGAUGACUUGCC----------------------------------------------------------------------------------------------------------------- 2 +
---------------------------------------------------------UGAGCCAAGGAUGACUUGC------------------------------------------------------------------------------------------------------------------ 2 +
---------------------------------------------------------UGAGCCAAGGAUGACUUGCCG---------------------------------------------------------------------------------------------------------------- 67 +
-----------------------------------------------------------AGCCAAGGAUGACUUGCCGA--------------------------------------------------------------------------------------------------------------- 5 +
-------------------------------------------------------------------------------------------------------------------------CCGGCAAGUUGACCUUGGCUCUGUU-------------------------------------------- 2 +
-------------------------------------------------------------------------------------------------------------------------CCGGCAAGUUGACCUUGGCUCUGU--------------------------------------------- 2 +
--------------------------------------------------------------------------------------------------------------------------CGGCAAGUUGACCUUGGCUCU----------------------------------------------- 4 +
---------------------------------------------------------------------------------------------------------------------------GGCAAGUUGACCUUGGCUC------------------------------------------------ 1 +
---------------------------------------------------------------------------------------------------------------------------GGCAAGUUGACCUUGGCUCUG---------------------------------------------- 4 +
---------------------------------------------------------------------------------------------------------------------------GGCAAGUUGACCUUGGCUCUGU--------------------------------------------- 1 +
----------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUGUUU------------------------------------------- 1 +
----------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUGUU-------------------------------------------- 160 +
----------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUG---------------------------------------------- 37 +
----------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUGU--------------------------------------------- 396 +
----------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCU----------------------------------------------- 2 +
-----------------------------------------------------------------------------------------------------------------------------CAAGUUGACCUUGGCUCUGU--------------------------------------------- 1 +
-----------------------------------------------------------------------------------------------------------------------------CAAGUUGACCUUGGCUCUGUU-------------------------------------------- 2 +
------------------------------------------------------------------------------------------------------------------------------AAGUUGACCUUGGCUCUGUU-------------------------------------------- 1 +

>kwn_48_MIR169e
TGATGATGATGATGAGTCACTAATTAATTGTATCATAGAGTCTTGCATGGAAAAATAGAAAATGAGATTGAGCCAAGGATGACTTGCCGATTTTCTCAACGAATCTTACTGATTATGGTATCCGGCAAGTTGACTTTGGCTCTGTTTCCTTCCCTTCTTTTCGATGTCAAACTCTAGATACCTAACCACATATCATATATATCATCATCATTCATCA

Sequences:

ATAGAGAGTTCAGAGAGTATA---TAGTACTGTATGCCTACCTCCCAA-------------AGAGTTTTGCATGAAGAGG-TAGAGAGGGTGGAATTGAGTCAAGGATGACTTGCCGATATATATTTGCAGA-AGGCATGCAGGGGCTTTTAGCTATGTGTAACCGGCAAGTTGAC-TTGACTCAGTTTGGCCCTCTTCTTCTC-ATGTGAAGCTCT------------------------TCATGAACCAAGTGCCACCA   vitVin1
AAA--------AAGAAATGATGCATGATGATTGACG-AGAGTCACTAATT----GTATCATAGAGTCTTGCATGGAAAAAATAGAGA--ATGAGATTGAGCCAAGGATGACTTGCCG----AATTTATTAACAAATCTCAAA--------TGATTATG-GTGCCCGGCAAGTTGACCTTGGCTCTGTTTCCTTCTCTTCTTTTCGATGTCAAACTCTAGATA----------------------------CATCATCATGA   araLyr1
AAA--------AAAAAAGAAAG-A---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   cirCle1
AAA--------AAAAAATGATG-ATGATGAT-------GAGTCACTAATTAATTGTATCATAGAGTCTTGCATGGAAAAA-TAGAAA--ATGAGATTGAGCCAAGGATGACTTGCCG----ATTTTCTCAACGAATCTTAC---------TGATTATG-GTATCCGGCAAGTTGACTTTGGCTCTGTTTCCTTCCCTTCTTTTCGATGTCAAACTCTAGATACATATCATATATATCATCATCATTCATCAATCATCATGA   araTHA8

Structures:

.....(.(((((.((.(((((---((....)))))))))........(-------------(((((((..(((((.((((-..((((((((.(((((((((((((...(((((((((.(((((((..((.((-((((........)))))).)).)))))))..)))))))))..)-)))))))))))).))))))))))))))-)))..)))))))------------------------)..))))))...........(-96.09)   vitVin1

...--------...........((((((((.((((.-...)))).....(----(((((.((((((.((((((.(((((...(((((--(.(((((.(((((((((.((((((((((----....(((((...((((.....--------.)))).))-)))..)))))))))).))))))))).))))).))))))..))))).))).)))))))))))))----------------------------)))))))))).(-85)   araLyr1

...--------...........-.---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------(0)   cirCle1

...--------......(((((-((((((((-------((.............((((((.((((((.((((((.(((((.-.((..(--(.(((((.(((((((((.((((((((((----...(((.....)))...(((---------(......)-)))..)))))))))).))))))))).))))).))..))..))))).))).)))))))))))))))...........))))))))).))))))..........(-80.05)   araTHA8

Reads:

-----------------------------------------------------------------------------------------------UUGAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------------------- 3 +
------------------------------------------------------------------------------------------------UGAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------------------- 2 +
------------------------------------------------------------------------------------------------UGAGCCAAGGAUGACUUGC-------------------------------------------------------------------------------------------------------------------------------------------------- 2 +
------------------------------------------------------------------------------------------------UGAGCCAAGGAUGACUUGCCG------------------------------------------------------------------------------------------------------------------------------------------------ 67 +
--------------------------------------------------------------------------------------------------AGCCAAGGAUGACUUGCCG----A------------------------------------------------------------------------------------------------------------------------------------------- 5 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACUUUGGCUCUGUU------------------------------------------------------------------------- 9 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACUUUGGCUCUG--------------------------------------------------------------------------- 2 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACUUUGGCUCUGU-------------------------------------------------------------------------- 11 +

>kwn_49_MIR169f
GGGTCTTGCATGAAGGAATAACGAATGGAATTGAGCCAAGGATGACTTGCCGGTTTAAACCCAACCGGTTTATGACCATTGATTTGGTCTCATTCACAATCTGTTGATTCGTGTCTGGCAAGTTGACCTTGGCTCTGCTTCGTTCTCTATTCTTCCATGTTAGATTC

Sequences:

---------------------------------------------------------------TTTAAATCCAGTTTTTTTATGGTCATTGATTCATTGTCATT----------TTATTCATGCTAGACAA-------------------------------------------------------   glyMax1
TTGTATCAGAGGGTCTTGCATGAAGGAATAAAGAATGGAATTGAGCCAAGGATGACTTGCCGGTTTAAACACAACCGGATTATGACCATTGATTTGGTCTCATTCACAATCTGTTGATTCGTGTCTGGCAAGTTGACCTTGGCTCTGCTTCGTTCTCTATTCTTCCATGTTAGATTCCAGATATAT   araLyr1
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATGCCGGATACAA   mimGut1
TTGTATCAGAGGGTCTTGCATGAAGGAATAACGAATGGAATTGAGCCAAGGATGACTTGCCGGTTTAAACCCAACCGGTTTATGACCATTGATTTGGTCTCATTCACAATCTGTTGATTCGTGTCTGGCAAGTTGACCTTGGCTCTGCTTCGTTCTCTATTCTTCCATGTTAGATTCCAGATATAC   araTHA8

Structures:

---------------------------------------------------------------..........((((...(((((....((((.....))))..----------....)))))..))))..-------------------------------------------------------(-6.3)   glyMax1
.((((((.(.((((((.(((((.(((((((.((((((((...(((((((((.(((((((((((.....((((....((((...(((((......)))))..))))..((((....)))).))))))))))))))).)))))))))...)))))))).))))))).))))).))))))).)))))).(-80.8)   araLyr1
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------.............(0)   mimGut1
.((((((.(.((((((.(((((.(((((((..(((((((...(((((((((.(((((((((((..((((((.....)))))).(((((......))))).....(((((((....)))).))).))))))))))).)))))))))...)))))))..))))))).))))).))))))).)))))).(-79.9)   araTHA8

Reads:

--------------------UGAAGGAAUAACGAAUGGAAU------------------------------------------------------------------------------------------------------------------------------------------------- 2 +
----------------------------------------UUGAGCCAAGGAUGACUUGCC----------------------------------------------------------------------------------------------------------------------------- 3 +
-----------------------------------------UGAGCCAAGGAUGACUUGCC----------------------------------------------------------------------------------------------------------------------------- 2 +
-----------------------------------------UGAGCCAAGGAUGACUUGC------------------------------------------------------------------------------------------------------------------------------ 2 +
-----------------------------------------UGAGCCAAGGAUGACUUGCCGGUU------------------------------------------------------------------------------------------------------------------------- 1 +
-----------------------------------------UGAGCCAAGGAUGACUUGCCGG--------------------------------------------------------------------------------------------------------------------------- 3 +
-----------------------------------------UGAGCCAAGGAUGACUUGCCG---------------------------------------------------------------------------------------------------------------------------- 67 +
------------------------------------------GAGCCAAGGAUGACUUGCCGG--------------------------------------------------------------------------------------------------------------------------- 6 +
------------------------------------------------------------------------------------------------------------------------------GGCAAGUUGACCUUGGCUC----------------------------------------- 1 +
------------------------------------------------------------------------------------------------------------------------------GGCAAGUUGACCUUGGCUCUG--------------------------------------- 4 +
-------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUGC-------------------------------------- 50 +
-------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUGCU------------------------------------- 4 +
-------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUG--------------------------------------- 37 +
-------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCU---------------------------------------- 2 +

>kwn_50_MIR169g
TGCCTATAAATACCTTCATCACGAGTATGACAAGATCACAAGACAAGAAAAGAAAGGTAGAGAAAACATGATAATGATGATTACGATGATGAGAGTCTCTAGTTGTATCAGAGGGTCTTGCATGGAAGAATAGAGAATGAGGTTGAGCCAAGGATGACTTGCCGGGTTTTTTTACCAATGAATCTAATTAACTGATTCTGGTGTCCGGCAAGTTGACCTTGGCTCTGTTTCCTTCTCTTCTTTTGGATGTCAGACTCCAAGATATCTATCATCATGAATCGTGATCAAACTTTGTAATTTCATTGAAATGTGTTTTTCTTGATGCGAATTTTTTGGCTTACGGTTTTTCGATTTGAATGATCAGATTTTTGTTTTTGCA

Sequences:

CATTTCAAATATGCCTATAAATACCTTCATCACG-AGTAAAGGTTTTGACATGACAAGAACACAAGATATAATAAGACTCCTATTATATAAGAGAGGTAGAG-AAA-------AAATAATGATGATTTGATACCAAAAAAAATAAAAATAATAATGATGA---TGATGAGTCTCTA---G--------------TTGTATCAGAGGGTCTTGCATGGAAGAGTAGAGAA--TGAGGTTGAGCCAAGGATGACTTGCCGGGTTTTTT-ACCAA----TGAATCT-----------TAACTGATTTTGGTGTCCGGCAAGTTGACCTTGGCTCTGTTTCCTTCTCTTCTTTTCGATGTCAGACTCCGCGATATATATCTATTTCATCATCGTCATGAATCGTGATCAAACTTTCCAATTTCATTGAAATGTGCTTTTCTT----TA-GCAAA---------------------GA-TTTGA------------------------------------------   araLyr1
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATATGTTTTTTTTGAAAAATTTAAA--GTTAAAAATGAATTATTTGGGGTCTAAACGT-------------AGGGTTAGCCTTA------------   glyMax1
CATATTTG-TGTGCCTATATAAATGCCAACAATGCTGCAGAG---------AAACATGGACAAGAGAAA----------------CTAGACAAAAAATAGAACAG-CTCTTGTACTT------------GTTTT---------------------TATGGGAGGGA-AAATCCATA---GATTAAAAGAAAATTTTGTGTCTAAGGGTTTTGCATGAAGAGGTAGAGAGGGTGGAATTGAGCCAAGGATGACTTGCCGTCCTTTGC-ATCAAGCATTGAAGCTT----------TAACTGG---GCATGCACGGCTAGTTATTCTTGGCTCATTTGGCCCCTCTTCCTCT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------   vitVin1
CATTTCAA-TATGCCTATAAATACCTTCATCACG-AGTA------------TGACAAGATCACAAGACA----------------AGAAAAGAAAGGTAGAG-AAA-------ACATGATAATGAT--GATTAC---------------------GATGA---TGA-GAGTCTCTA---G--------------TTGTATCAGAGGGTCTTGCATGGAAGAATAGAGAA--TGAGGTTGAGCCAAGGATGACTTGCCGGGTTTTTTTACCAA----TGAATCTAAT--------TAACTGATTCTGGTGTCCGGCAAGTTGACCTTGGCTCTGTTTCCTTCTCTTCTTTTGGATGTCAGACTCCAAGATATCTATC------------ATCATGAATCGTGATCAAACTTTGTAATTTCATTGAAATGTGTTTTTCTT----GATGCGAATTTTTTGGCTTACGGTTTTTCGA-TTTGAATGATTTTGAATGATCAGATTTTTGTTTTTGCACTCAAACTA   araTHA8

Structures:

((((((((..............(((((.((....-.)).)))))((((((((((............((((((((.......))))))))......((((..(-((.-------............)))..))))...................(((((((---(((((((....((---(--------------.((((((.(.((((((.((((.((((((.((((((--.((((..(((((((((.((((((((((((.....(-((((.----.(((((.-----------.....)))))))))))))))))))))).)))))))))..)))).)))))).)))))).)))).)))))))..))))))...))).))))))))))))))...))))).))))).............))))))))((((......----.)-)))..---------------------..-.....------------------------------------------(-128.82)   araLyr1
.......(-(((-------------(..(((((--------------------(((...(((.......----------------...........)))...-..)-------)----).)))-))--....))---------------------)))..-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------(-6.07)   glyMax1
..((((((-(((....)))))))))......((((..((.((---------(((((...(((((((...----------------(((.........))).....-)))))))...)------------)))))---------------------).))......(-((((((.((---((((((((.....))))).))))).)))))))))))..(((((.((((.((((.((((.(((((((((((((((.(((((.(..(((-.....)))..)..((((----------.....))---))....))))).))))))))))))))))))).)))))))).)))))---------------------------------------------------------------------------------------------------------------------------------------------------------------------------(-97.9)   vitVin1



........-........................(-(((.------------.(((((((((..(((.((----------------(((((........((((-(((-------((((..(((((((--((((((---------------------(((((---(((-.((......---.--------------..(((((...((((((.((((((((((..((((((--.((((..(((((((((.((((((((((((......(((((.----.(((((....--------.....)))))))))))))))))))))).)))))))))..)))).))))))))))))..)))).))))))...))))))).))------------))))....)))))))))............))))))..)))).))))))).----........))))))).)))..((((.(((((-...........))))).)))).)).))))))).....))))......(-118.73)   araTHA8

Reads:

----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UGGAAGAAUAGAGAA--UGAGGU-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UGGAAGAAUAGAGAA--UGAG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGAGAA--UGAGGUUGAGCCAAG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UUGAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 3 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UGAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 2 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UGAGCCAAGGAUGACUUGCCGGGU-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 6 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UGAGCCAAGGAUGACUUGC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 2 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UGAGCCAAGGAUGACUUGCCGG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 3 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UGAGCCAAGGAUGACUUGCCG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 67 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UGAGCCAAGGAUGACUUGCCGGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGCCAAGGAUGACUUGCCGG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 6 +
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGCCAAGGAUGACUUGCCGGGUU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGCCAAGGAUGACUUGCCGGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 3 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCGGCAAGUUGACCUUGGCUCUGUU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 2 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CCGGCAAGUUGACCUUGGCUCUGU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 2 +
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CGGCAAGUUGACCUUGGCUCU--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 4 +
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAAGUUGACCUUGGCUC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAAGUUGACCUUGGCUCUG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 4 +
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAAGUUGACCUUGGCUCUGU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUGUUU----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUGUU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 160 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 37 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCUGU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 396 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GCAAGUUGACCUUGGCUCU--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 2 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAAGUUGACCUUGGCUCUGU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAAGUUGACCUUGGCUCUGUU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 2 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAGUUGACCUUGGCUCUGUU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 1 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UGGCUCUGUUUCCUUCUCU--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UGGCUCUGUUUCCUUCUCUUC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 2 +

>kwn_51_MIR169h
TCATATAAGAGAAAATGGTGACATGAAGAATGAGAACTTGTGTGGTAGCCAAGGATGACTTGCCTGCGTTTTAGACCATATATATCAAAGACTCACTCGATCGATAGTCTTAGAGTTGGTTGGTCGTCAGGCAGTCTCCTTGGCTATTCAAACAATTCTCATTCTCTTCATTCACATTTCTCTTTTTTGG

Sequences:

GGTGCAT-CAATAATATTAGAGGAAGAGAGGTCTAACATGAAGAAAAGAGTGCTAGTTTGGTAGCCAAGGATGACTTGCCTGATCTCTC--CTAAGTGGTTTCAAAA----------CGTTGAATATTTAAACCCTCGGGTGGGTACCAGGCAGTCTCCTTGGCTAACTTGACAGCC-----TCTCTTCT-TTCATGGTAGCCCTTCTTTTCTTCAACA------AG--TAA   cirCle1
AATATAGAAAATCATATAAGAGAAAATGG----TGACATGAAGAAT-GAGAACTTGTGTGGTAGCCAAGGATGACTTGCCTGCGTTTTA-ACAATACAATATCAAAGACTACTCGATCGATCGATAGTCTTAGAGTTGGTTAGTCGTCAGGCAGTCTCCTTGGCTATTCAAACAATTCTTGTTCTCCTCATTTCACATCTCTCTTTCGTTTTTTGGGGA------AACTTAA   araLyr1
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGTTTTTATTCTCTATT-TTCACAATTTTCTT------TTCTTGAA------AA-----   vitVin1
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTTTGAGAGGATTTAAAT---   glyMax1
---------------------------------------------------------------------------------------------------------------------------------------------------------GTTTTGTCGACTA--CAGATAATTCTAGTTCTCTTCT-TTCGTGTGTATCTT------TT-------------------   osaJap1
AATACAT-AAATCATATAAGAGAAAATGG----TGACATGAAGAAT-GAGAACTTGTGTGGTAGCCAAGGATGACTTGCCTGCGTTTTAGACCATAT-ATATCAAAG---ACTCACTCGATCGATAGTCTTAGAGTTGGTTGGTCGTCAGGCAGTCTCCTTGGCTATTCAAACAATTCTCATTCTCTTCA-TTCACATTTCTC------TTTTTTGGGA------AACTTAA   araTHA8

Structures:

.......-...........((((((((((((.(((.(((((((((.((((.(((.(((.((((((((((((.((((.(((((..(((.(--(..((.((((((((..----------..)))).......))))))..)).)))...)))))))))))))))))).))).)))))))-----))).))).-)))))).))).)).))))))))))....------..--...(-85.2)   cirCle1

......((((((.....((((((.....(----(((.((((((((.-.((((.((((.(((((((((((((.((((.(((((((..(((-((....((((.((.(((((((.((((....))))))))))).))))))))))).)).))))))))))))))))))).))).))))))))..))))..)))).))))...))))))..))))))((((..------..)))).(-82.8)   araLyr1
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------.................-.......(((((..------.....)))------))-----(-1)   vitVin1
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------..................---(0)   glyMax1
---------------------------------------------------------------------------------------------------------------------------------------------------------(..(((((.....--..)))))..)............-..............------..-------------------(-3.2)   osaJap1
.......-...(((...((((((((...(----(((.(((((((((-(((((.((((.(((((((((((((.((((.(((((((.....(((((...-...((.(((---(((...((....)).)))))).))..)))))...)).))))))))))))))))))).))).)))))))))))..))))))-))))).))))))------))...)))..------.......(-81.19)   araTHA8

Reads:

-----------------------------------------AGAAU-GAGAACUUGUGUGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
-----------------------------------------------------------GGUAGCCAAGGAUGACUUGCC-------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
-----------------------------------------------------------GGUAGCCAAGGAUGACUUGCCU------------------------------------------------------------------------------------------------------------------------------------------------------- 3 +
-------------------------------------------------------------UAGCCAAGGAUGACUUGCC-------------------------------------------------------------------------------------------------------------------------------------------------------- 8 +
-------------------------------------------------------------UAGCCAAGGAUGACUUGCCUG------------------------------------------------------------------------------------------------------------------------------------------------------ 38 +
-------------------------------------------------------------UAGCCAAGGAUGACUUGCCU------------------------------------------------------------------------------------------------------------------------------------------------------- 6 +
-----------------------------------------------------------------------------------------------------------------------------------------------------GGCAGUCUCCUUGGCUAUU---------------------------------------------------------------- 5 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------CUAUUCAAACAAUUCUCAUUCUCUUC------------------------------------------- 1 +

>kwn_52_MIR169i
GAAGGAGATGTCAAAGATGAATAGAAGAATCATATTTGGTAGCCAAGGATGACTTGCCTGACTCTTTGTGTAAAATGTTTAGTGTCTTGTTTGAAGTCACTATAAGTTGTATCAAGCAATGACCATTTTGCTTATAAAAAAGATATCAGGCAGTCTCCTTGGCTATCCTTATATGTTCTTCTCTTTCATCTCAGACATTCACCTTC

Sequences:

----------GAAGA-GAGGTATAACATGAAGATAAGCGCCTTGTGTGGTAGCCAAGGATGACTTGCCTGCTC-CTCCCG------------------------------AGTGGTTC--GTGGGG---ATATAGATTATAGACCCCTGTGT--ATCGAAA-AACTACCA-----TCTCTTTGTATA-----------TCTCTATTTTCATCTTTAGGTAGATTTTTATTTAATTTTTCATGTTC---------   vitVin1
ACACTTACAATAA-----------AAATAAATCAAA---------TTGATAACT--------TTTTCATAT---CTTT--GTTTTTCACGTTTAGCACCTTATCTA---AAATTATTATTTCAATTTCTGTCTTAATGTAAAGACTTTTTCCC-AT--------------------------------------------------------------------------------------------------   glyMax1
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T   sorBio1
--ATCATCAAGAAGG-GAGGTCTTACATGAAGATAAGAATACTATTTGGTAGCCAGGGATGACTTGCCTGCGG-CTTC-----CAATATTGCTAGC--TAGGTTTC-----ACCATCA--TCAATT---A----AAGC-----------TGCT-GT-AGACA----GCCAGGCAGTCTCCTTGGCTAAGCTGACAGCCTCTTCTCTCTCATGCC-----AGGCCTTC------------TCTTTCCTCCTCGAT   cirCle1
--ATTATTTAGAAGGAGATGTCAAAGATGAGTAGGAGAATCATATTTGGTAGCCAAGGATGACTTGCCTGATTCCTTT--GCGTAAAATGGTTAGTGTCATGTTTGACAAAGTGACTA--TCAATT---ACATCAAGCGATGACCATTTTGCTTAT-AAAAAAGATGTCAGGCAGTCTCCTTGGATATCCTTATATGTTCTTCTCTTTCATCTC-----AGACATTC------------ATCTTCATCCAAAAT   araLyr1
ACATTATTTAGAAGGAGATGTCAAAGATGAATAGAAGAATCATATTTGGTAGCCAAGGATGACTTGCCTGACT-CTTT--GTGTAAAATGTTTAGTGTCTTGTTTG---AAGTCACTA--TAAGTT---GTATCAAGCAATGACCATTTTGCTTAT-AAAAAAGATATCAGGCAGTCTCCTTGGCTATCCTTATATGTTCTTCTCTTTCATCTC-----AGACATTC------------ACCTTCATACAAAAT   araTHA8

Structures:

----------.....-.......((((((((((.....(((......))).(((((((((((...(((.((((-.....)------------------------------))))))..--((((((---(((((((((((((....))))).--)))....-......((-----......))))))-----------)))))))..)))))))).)))...............)))))))))).---------(-41.29)   vitVin1
...........((-----------(((((((.....---------.(((.....--------...)))...---.)))--))))))....(((((........)))---))..................(((((......)))))........-..--------------------------------------------------------------------------------------------------(-7.9)   glyMax1
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------.(0)   sorBio1
--........(((((-(((((((..((((((((.((((...........((((((((((.((((.(((((.((-((..-----((....))..)))--).((....-----.))....--......---.----....-----------.(((-(.-...))----))))))))))))))))))))).((.....)).)))).))).)))))..-----))))))))------------.))))..........(-64.59)   cirCle1
--........(((((.((((((..(((((((.(((((((.(((((..((...(((((((.((((.(((((((..((((--..((((((((((((.(((((....)))))..((((...--....))---)).........))))))))))))....-...))))..))))))))))))))))))....))..))))))))))))..))))))).-----.)))))).------------.))))).........(-85.9)   araLyr1
..........(((((.((((((..(((((((.(((((((.(((((..((((((((((((.((((.((((((.(-((((--..((((((((..(((((.(((.....---))).)))))--...(((---((.....)))))...))))))))....-...)))))..)))))))))))))))))))).))..))))))))))))..))))))).-----.)))))).------------.))))).........(-90.4)   araTHA8

Reads:

-----------------------------------------------GGUAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 1 +
-----------------------------------------------GGUAGCCAAGGAUGACUUGCCU----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 3 +
-------------------------------------------------UAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 8 +
-------------------------------------------------UAGCCAAGGAUGACUUGCCUG---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 38 +
-------------------------------------------------UAGCCAAGGAUGACUUGCCU----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 6 +
-------------------------------------------------UAGCCAAGGAUGACUUGCCUGA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 22 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCCUUGGCUAUCC---------------------------------------------------------------- 1 +
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCCUUGGCUAUC----------------------------------------------------------------- 2 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAGUCUCCUUGGCUAUC----------------------------------------------------------------- 1 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGUCUCCUUGGCUAUCCU--------------------------------------------------------------- 1 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------UUAUAUGUUCUUCUCUUUCAUC------------------------------------------ 1 +

>kwn_53_MIR169j
GAGTATAATGAGGAAGAGAGGTCTAACATGGCGAAAAGAGTCATGTTTAGTAGCCAAGGATGACTTGCCTGATCTTTTTCACCTCCATGATTCAATTTGTAATTCATGGGTTTTGGATTATTATACATTCAAAAGTATAATAATTTGAAATCATGTTGAATCTTGCGGGTTAGGTTTCAGGCAGTCTCCTTGGCTATCTTGACATGCTTTTTTCATTCACG

Sequences:

--------GTGAATTTGA-----GAGGAAGAGAGG----TATAACATGAAGATAAGCGC-CTTGTGTGGTAGCCAAGGATGACTTGCCTG---CTCC-T----CCCGAGTGGTT------------------------------------CGTGGGGATATAGATTAT---AGACCC-------CTGTGTGGTC------CTCAGGCAGTCACCTTGGCTAACTTGACAGGCACTTCTCTTTCATGCTAGGCCTT   vitVin1
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TTACAGCTG   glyMax1
G--TGGTGCATCA-ATAATATTAGAGGAAGAGAGG----TCTAACATGAAGAAAAGAGTGCTAGTTTGGTAGCCAAGGATGACTTGCCTG---ATCTCT----CCTAAGTGGTT------------------------------------TCAAAACGTTGAATATTT---AAACCCT-----------CGGGT--GGGTACCAGGCAGTCTCCTTGGCTAACTTGACAGCCTCTCTTCTTTCATGGTAGCCCTT   cirCle1
-----------------A-----GAAGAAGATAGG---TTCTTACATGAAAGCAAAAGTCCATGTTTGATAGCCAAGGATGACTTGCCTGAAGCTCCAC----TCTTAGGGGTT---------------------TTCTTGTCTTTTCACTTCAAACTTTTG---------AAATTGTCTAAAAT----TGGAC------ACCAGGCAGTTTCCTTGGCTAACCTGACTGGCTTTTGTTTCTCATGCTAGGCCCT   mimGut1
--------------------------GAGGAGGGGCCGGCCTCGCATGGCGATGAGAGCACTGCTCTGGTAGCCAAGGATGACTTGCCTG-------------------------------------------------------------------------------------------------tgtgGTTGTCGATCGCAGGCAGTCTCCTTGGCTAGCCTCAGCGGCTCTCATCCTTCATGCCAGGCTCG   sorBio1
G--TAATGGAGTGTATAAT----GAGGAAGAGAGG----TCTAACATGGCGAAAAGAGT-CATGTTTAATAGCCAAGGATGACTTGCCTG---ATCTTTTTCACCTCCATGATTCAATTTGAAGTTCATGCGTTTTGGATTATTATGCATCTAAAAGGTATAATAATTCGAAAATCATGTTGAATCATGCGGGT-TAGGTTTCAGGCAGTCTCCTTGGCTATCTTGACATGCTTTTTTCATCCATGTTATACCTG   araLyr1
GAGTAATAAAGAGTATAAT----GAGGAAGAGAGG----TCTAACATGGCGAAAAGAGT-CATGTTTAGTAGCCAAGGATGACTTGCCTG---ATCTTTTTCACCTCCATGATTCAATTTGTAATTCATGGGTTTTGGATTATTATACATTCAAAA-GTATAATAATTTG-AAATCATGTTGAATCTTGCGGGT-TAGGTTTCAGGCAGTCTCCTTGGCTATCTTGACATGCTTTTTTCATTCACGTTATACCTG   araTHA8

Structures:

--------..........-----........((((----(.((.((((((((.(((.((-((.((..(((((((((((.(((((.(((((---.(((-(----(.((((...))------------------------------------)).)))))..........---.((((.-------......))))------..)))))))))))))))))).)))..)))))).))).)).)))))).)).)))))(-68.69)   vitVin1
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------.........(0)   glyMax1
.--..........-.................((((----.(((.(((((((((.((((.(((.(((.((((((((((((.((((.(((((---..(((.----((..((.((((------------------------------------((((....))))......---.))))))-----------..)).--)))...)))))))))))))))))).))).)))))))))).))).)))))).))).))))(-73.41)   cirCle1
-----------------.-----.........(((---..((..((((((((((((((.(((.(((.(.((((((((((.((((.(((((.((((((..----.....))))))---------------------...............(((((....)))---------))..((((((....----)))))------).))))))))))))))))))).)..))))))))))))))).)))))..))..)))(-66.9)   mimGut1
--------------------------..........((((((.((((((.(((((((((...(((..((((((((((((.((((.(((((-------------------------------------------------------------------------------------------------(((.(....).).)))))))))))))))))))).)))..))).)))))))))..)))))).)))).))(-73.8)   sorBio1
.--................----.........(((----(.((((((((.((((((((.-((((((..(((((((((((.((((.(((((---(.(((....((((.(((((((((((.(((.((....)).((((((((((((((((.........)))))))))))))))).))).))))))))))).))))-.)))..)))))))))))))))))))))...))))))))))))))..)))))))).)))).(-101.8)   araLyr1
.........((.(((((((----(.(((......(----((......)))((((((((.-((((((.((((((((((((.((((.(((((---(.(((....((((.((.((((((((............(((((..(((((((((((........-)))))))))))..-)))))..)))))))).)).))))-.)))..)))))))))))))))))))).)).)))))))))))))).))).)))))))))).(-92.54)   araTHA8

Reads:

---------------------------------------------------------------------UAGCCAAGGAUGACUUGCC----------------------------------------------------------------------------------------------------------------------------------------------------------------------- 8 +
---------------------------------------------------------------------UAGCCAAGGAUGACUUGCCUG--------------------------------------------------------------------------------------------------------------------------------------------------------------------- 38 +
---------------------------------------------------------------------UAGCCAAGGAUGACUUGCCU---------------------------------------------------------------------------------------------------------------------------------------------------------------------- 6 +
---------------------------------------------------------------------UAGCCAAGGAUGACUUGCCUG---A----------------------------------------------------------------------------------------------------------------------------------------------------------------- 22 +
-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCCUUGGCUAUC-------------------------------- 2 +
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAGUCUCCUUGGCUAUC-------------------------------- 1 +

>kwn_54_MIR169k
TTAGAAGGAGATGTCAAAGATGAATAGGAGAACAATATTTGGTAGCCAAGGATGACTTGCCTGCTTCTCTGAACAAAATGGTCGATGTCATGTTTTGAAGTGACTATAAGTTATACCAAGAAATGACCATTTTGTTTATAAATAGACATCAGGCAGTCTCCTTGGCTATCCTTATATGTTCTTCTTTCTCAACTCAGATATTTACCTTCATCC

Sequences:

-----------GAGGAAGAGAGGTATAACATGAAGATAAGCGCCTTGTGTGGTAGCCAAGGATGACTTGCCTGCTCCT-----CCCGAGTG------------GTTCGTGGG-GATATAGATTATA---------------------------TGGTCCTCAGGCAGTCACCTTGGCTAACTTGACAGGCACTTCTCTTTCATGCTAGGC-----------------------   vitVin1
----------TAAGGAAGAGGGGCCTTACATGAAGAGAGGAGAAATGTTTGTTAGCCAAGGATGACTTGCCTGCGTCAT---GCAAGAGGG------------TTTCGAGTA-GCTATAG------------AAAAGCTCTACTGTTTG------GTTGCCAGGCAGTCTCCTTGGCTAAGCTGACAGCCTCTTCTCTTTCATGCTAGGCCTT--------------------   cirCle1
TACACATTATTTAGAAGGAGATGTCAAAGATGAATAAGAGAACCACATTTGGTAGCCAAGGATGACTTGCCTGTTTCTTTGAACAAAATGGTTGGTGTCATG-TTTGATGTG-ACTACAAGTTATATCAAG-AATGA-CATTTTGCTTATAAAAAGACATCAGGCAGTCTCCTTGGCTATCCTTATATGTTCTTCTTTCTCATCTCAGACATTTACCTTCGTCCAAAATAGGA   araLyr1
TACACATTATTTAGAAGGAGATGTCAAAGATGAATAGGAGAACAATATTTGGTAGCCAAGGATGACTTGCCTGCTTCTCTGAACAAAATGGTCGATGTCATGTTTTGAAGTG-ACTATAAGTTATACCAAGAAATGACCATTTTGTTTATAAATAGACATCAGGCAGTCTCCTTGGCTATCCTTATATGTTCTTCTTTCTCAACTCAGATATTTACCTTCATCCAAAATAAGA   araTHA8

Structures:

-----------..(((((((((((.................((((.((..(((((((((((.(((((.(((((.((((-----(.((((..------------.)))).)))-))....((((...---------------------------.))))..)))))))))))))))))).)))..))))))))))))))))).........-----------------------(-60.11)   vitVin1
----------.........(((((((..((((((((((((((...((((.((((((((((((.((((.(((((((.(..---(((((((..------------((((.....-......)------------)))..))))..)))...------).)).)))))))))))))))))).))).))))..)))))))).))))))..)))))))--------------------(-76.9)   cirCle1
.............((((((((((((..((((((..((((((((.......((((((((((((.((((.(((((..(((((.........(((.((((((((.-(((((((((-((.....)))))))))))-.))))-))))..))).....)))))...))))))))))))))))))))).......)))).))))..))))))..))))))).))))).(((......)))(-92.87)   araLyr1
.............((((((((((((..((.(((..(((((((((.(((..((((((((((((.((((.(((((..(((.(((((((((((((((........(((((..(((-((.....)))))..)))))..))))))))))))))).....)))...))))))))))))))))))).))..))))))))))))...))).))..))))))).))))).............(-86.8)   araTHA8

Reads:

--------------------------------------------------GGUAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------------------------------------ 1 +
--------------------------------------------------GGUAGCCAAGGAUGACUUGCCU----------------------------------------------------------------------------------------------------------------------------------------------------------------- 3 +
----------------------------------------------------UAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------------------------------------ 8 +
----------------------------------------------------UAGCCAAGGAUGACUUGCCUG---------------------------------------------------------------------------------------------------------------------------------------------------------------- 38 +
----------------------------------------------------UAGCCAAGGAUGACUUGCCU----------------------------------------------------------------------------------------------------------------------------------------------------------------- 6 +
-----------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCCUUGGCUAUCC--------------------------------------------------- 1 +
-----------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCCUUGGCUAUC---------------------------------------------------- 2 +
------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAGUCUCCUUGGCUAUC---------------------------------------------------- 1 +
--------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGUCUCCUUGGCUAUCCU-------------------------------------------------- 1 +

>kwn_55_MIR169l
ATGAAGAAGAGAGGTCTAATATGGCGAAAAGAGTCATGTTTAATAGCCAAGGATGACTTGCCTGATCTTTTTCACCTCCATGATTCAATTTTAAGTTCGTGGATTTTGGATTATTATGCGTTTAAAAGGTATAATAATTTGAGATCATGTTGAATCTTGCGGGTTAGGTTTCAGGCAGTCTCTTTGGCTATCTTGACATGCTTTCTTCATC

Sequences:

AGTAA---------TGAGAGGAAGAGAGGTCTTACATGAAG--ATAAGAG-TCTTGTCTGATAGCCAAGGATGACTTGCCTGCCCTATCCCAAGTGGGTCAATTTC--------------------------------------------------ATTTGATATATCA---TGAATCCGG--------TTGTTTGGGTTC-----CAGGCAGTCACCTTGGCTAATTTTACAGGCTCTTCTCTCTCATGGTAGG   vitVin1
AATAA-----TTTTAGAGAGGAAGGGACGCCTAACATGAAATTAAATGAG-TCTTGCAGAGTAGCCAAGGATGACTTGCCTAATCTCTTGC------------------------------------------TAGTGGCTTCAAAATGTCGATTAGTT----AAATTCAATT--ATCTCATTAAGACCCTGGATGGGTGT-----TAGGCAGTTATCTTGGCCAACTTGACAGACTCTTTTCTCTCATGCTAGG   cirCle1
-------------------------GAGGCCTCGCATGGCG--ATGAGAGCTCGCATCTGGTAGCCAAGGATGACTTGCCTGTGTCTCT-------------------------GCTCATGTGCAGTAGAAGAAGATGCATTTCTA---------------------------GCTGCTTT--------CTGCATATGTGATCTCACAGGCAGTCTCCTTGGCTAGCCTGAGCGGCTCTCATCCTTCATGCCTGG   osaJap1
GTTAAGAAATGTATGATGAAGATGAGAGGTCTAACATGGCG--AAAAGAG-TCATGTTTAATAGCCAAGGATGACTTGCCTGATCTTTTTCACCTCCATGA--TTCAATTTGAATTTCATGGGTTTTGGATTATTATGCATCTAAAAGGTGTAATAATTCGA-AAATCAAGTTGAATCTTG--------CGGGTTAGGTTT-----CAGGCAGTCTCCTTGGCTATCTTGACATACTCTTTTCATCCATGTTATA   araLyr1
GTTAA-----ATATAATGAAGAAGAGAGGTCTAATATGGCG--AAAAGAG-TCATGTTTAATAGCCAAGGATGACTTGCCTGATCTTTTTCACCTCCATGA--TTCAATTTTAAGTTCGTGGATTTTGGATTATTATGCGTTTAAAAGGTATAATAATTTG--AGATCATGTTGAATCTTG--------CGGGTTAGGTTT-----CAGGCAGTCTCTTTGGCTATCTTGACATGCTTTCTTCATCCATGTTATA   araTHA8

Structures:

....(---------((((((((((((..(((((.....)))--)).....-.(((((..(((((((((((.(((((.(((((........((((((((.....)))--------------------------------------------------)))))........---.((((((((--------....))))))))-----)))))))))))))))))).)))..))))))))))).)))))))......(-68.69)   vitVin1

.....-----.....((((((((((....)))...............(((-(((.(..((((.((((((.((((((.((((((((((...(------------------------------------------(((.(((((...((((..(((.((((----......))))--))).))))))).))))))..))).))-----)))))))))))))))))..))))..)))))))..)))))))........(-60)   cirCle1
-------------------------....((..((((((.(--((((((((.(((.((.((((((((((((.((((.(((((((.....-------------------------.(.(((((((((.((.((.(((......))).---------------------------.)).))..--------))))))))).)....)))))))))))))))))))).))).))))))))))))))..))))))..))(-87.59)   osaJap1
...............................((((((((.(--(((((((-(.(((((..(((((((((((.((((.((((((.(((....((((.((.((--((((((((((..........((((((((((((((((.........))))))))))))))-)).)))))))))))).))--------.)))).)))..)-----))))))))))))))))))))...))))))))))))))..))))))))..(-92.69)   araLyr1
....(-----((((.(((((((.(((..(((.((((((((.--......)-)))))))..(((((((((((.((((.((((((.(((....((((.((.((--((((((............(((((..(((((((((((.(.....).)))))))))))..--)))))..)))))))).))--------.)))).)))..)-----))))))))))))))))))))...)))...))))))))))..)))))...(-83.33)   araTHA8

Reads:

-------------------------------------------------------------UAGCCAAGGAUGACUUGCC------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 8 +
-------------------------------------------------------------UAGCCAAGGAUGACUUGCCUG----------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 38 +
-------------------------------------------------------------UAGCCAAGGAUGACUUGCCU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 6 +
-------------------------------------------------------------UAGCCAAGGAUGACUUGCCUGA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 22 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCUUUGGCUAUC---------------------------- 11 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCUUUGGCUAU----------------------------- 1 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAGUCUCUUUGGCUAUC---------------------------- 1 +

>kwn_56_MIR169m
TAGAAGGAGAAGTCAAAGATGAATAGAAGAATCATATTTGGTAGCCAAGGATGACTTGCCTGTTTCTTTGAGTAAAATGGGTTAGTGTCATGTTTGACAAGTGACTATAAGTTATATCAAGCAATGACCATTTTACTCATCAAAAGACATCAGGCAGTCTCCTTGGCTATCCTTATATGTTCTTCTCTCTCATCTCAGACGTTTACCTTCAT

Sequences:

-----------AGGAAGAGAGGTCTTACATGAAGA---TAAGAG-TCTTG--TCTGATAGCCAAGGATGACTTGCCTG--------------------------------------------------------------------------------------------------GGTCCTCAGGCAGTCACCTTGGCTAACTTGACAGGCACTTCTCTTTCATGCTAGGC-CTTCTCTT-------------------------   vitVin1
-----TAATCAAGATGGGAGGGTCTTACATGCAGA---TAACAG-TATTG--TTTGGTAGCCAAGGATGACTTGCCTGCGGCT-TGCGATATT-AT---TCAGTGTT-TAGTTAACAAACACACATGCATGACAATATTCA----------AATAAGAGAAATTGCATACACGAGAGTACTTAACACTTTCTTCATAATT------------------------------------------------------------------   cirCle1
ATA--TTACTT----CAAAAAGAATTGAAGAAAGAATC--ATAG-AAGTGGAAGTGGT----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   phyPat1
---------------------------------------GAGAGCTCGCA--TCTGGTAGCCAAGGATGACTTGCCTGTGTCTCTGC-----------------------------------------------------------------------------------------------CAGGCAGTCTCCTTGGCTAGCCTGAGCGGCTCTCATCCTTCATGCCTGGCTCATCTCT-----TCATCTCTTC-----------   osaJap1
----------------------------------------------------TCTGGTAGCCAAGGATGACTTGCCTGTGGCC-TCCACT---------------CCACCTGCGGCAGGAGGCTCTTCTTC----------TgcgcgcgcgtgtgtgtgtgGTTGT----------CGATCGCAGGCAGTCTCCTTGGCTAGCCTCAGCGGCTCTCATCCTTCATGCCAGGC-CGTCTCT-----TCGTCT--TC-----------   sorBio1
ACTCATTATTTAGAAGGAAATGTCAAAGATGAATA---GGAGAA-TCATA--TTTGGTAGCCAAGGATGACTTGCCTGTTTCT-TTGAGTAAA-ATGG-TTATTGTCATGTTTGACAAGTGACTATAAGTTATA----TCA----------AGTAACGACCATTTTACTCATCAAAAGACATGAGGCAGTCTTCTTGGCTATCCTTATATGTTCTTCTGTCTCATCTCAGAC-GTTAAC--CT----------TCATCTAAAATAA   araLyr1
ATACATTATTTAGAAGGAGAAGTCAAAGATGAATA---GAAGAA-TCATA--TTTGGTAGCCAAGGATGACTTGCCTGTTTCT-TTGAGTAAA-ATGGGTTAGTGTCATGTTTGACAAGTGACTATAAGTTATA----TCA----------AGCAATGACCATTTTACTCATCAAAAGACATCAGGCAGTCTCCTTGGCTATCCTTATATGTTCTTCTCTCTCATCTCAGAC-GTTTAC--CTGTTTACCT--TCATTCAAAATAA   araTHA8

Structures:

-----------...(((((((((((..((((((((---.(((.(-(((.(--((.(.(((((((((.(((((.(((((--------------------------------------------------------------------------------------------------(....)))))))))))))))))))).)..))))))).))).)).))))))..))))-).))))))-------------------------(-65.3)   vitVin1
-----........((((((((((....((((((..---....((-(((((--(.(.((((.((((.....)))).)))).)..-.))))))))-..---...(((((-(.(....)))))))...)))))).((((.(((.----------.......))))))).....((....)).......)))))).))))....------------------------------------------------------------------(-36.4)   cirCle1
..(--((((((----(.........(((........))--)...-.....))))))))----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------(-6.92)   phyPat1
---------------------------------------((((((.(((.--((.((((((((((((.((((.(((((.((....))-----------------------------------------------------------------------------------------------)))))))))))))))))).))).)))))))))))........................-----..........-----------(-52.9)   osaJap1
----------------------------------------------------...((((((((((((.((((.(((((((..(-.((((.---------------(((((((((((((((((....)))))----------))).)))).).))).).))))....----------.)..)))))))))))))))))))).)))...((((((..(((.....)))...)))-)))....-----......--..-----------(-73.3)   sorBio1
............(((((.((((((..(((((((((---((((((-.((((--(..((((((((((((.((((.((((((.(((-(((((((((-((((-((..(((((....))))).(((((.....))))).----...----------......))))))))))))))....)))).)).)))))))))))))))))).))..)))))))))))))).))))))..)))-)))..)--))----------))...........(-92.9)   araLyr1
............((((((((.(((..((((((..(---((((((-.((((--(..((((((((((((.((((.(((((..(((-(((((((((-((((.......((((((((((...(((((.....))))).----)))----------))).))))))))))))))))....))))...))))))))))))))))))).))..))))))))))))...))))))..)))-......--...))).)))--))...........(-90.8)   araTHA8

Reads:

-------------------------------------------------------GGUAGCCAAGGAUGACUUGCC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 1 +
-------------------------------------------------------GGUAGCCAAGGAUGACUUGCCU--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 3 +
---------------------------------------------------------UAGCCAAGGAUGACUUGCC---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 8 +
---------------------------------------------------------UAGCCAAGGAUGACUUGCCUG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 38 +
---------------------------------------------------------UAGCCAAGGAUGACUUGCCUGUU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ 1 +
---------------------------------------------------------UAGCCAAGGAUGACUUGCCU--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 6 +
---------------------------------------------------------UAGCCAAGGAUGACUUGCCUGU------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------- 19 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCCUUGGCUAUCC-------------------------------------------------------------- 1 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCCUUGGCUAUC--------------------------------------------------------------- 2 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAGUCUCCUUGGCUAUC--------------------------------------------------------------- 1 +
------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------CAGUCUCCUUGGCUAUCCU------------------------------------------------------------- 1 +

>kwn_57_MIR169n
GATGAAGAAGAGAGGTCTAACATGGCGGAAAGCGTCATGTTTAGTAGCCAAGGATGACTTGCCTGATCTTTTTCGCCTCCACGATTCAATTTCAAATTCATGCATTTTGGATTATTATACCTTTTAAAGTATAATAGGTCAAATATCATGTTGAATCTTGCGGGTTAGGTTTCAGGCAGTCTCTTTGGCTATCTTGACATGCTTTTTCCATCCAT

Sequences:

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCCATATAGGTTGCATCC   mimGut1
-------------GAGGAAGAGAGGTATAACATGAAGATAAGCGC-CTTGTGTGGTAGCCAAGGATGACTTGCCTGCTCCT---------CCCGAGT--------------------------------------------------------------------------------TG----GTCCTCAGGCAGTCACCTTGGCTAACTTGACAGGCACTTCTCTTTCATGCTAGGCCT   vitVin1
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATATGCTTTCTACATCAAAGTTGTAGTT   osaInd1



-----------------------------ACATGAAGAAAAGAGTGCTAGTTTGGTAGCCAAGGATGACTTGCCTCATCTGT----CCTCAATGGTC---TTTCAAA-------------AAATGTTGAACATTTATAAAGC-------------------------CCTTGTGTGGTA--G------CAGGCAATCTCATTGACTAATTTGACAGACTCTTTTCTTTCATGCTAGCCTT   cirCle1
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TCTCATCATTCCATTTAGTCGT   selMoe1
TGAAGTGTATAACGAGGAAAAGAGGTCTAACATGGCGAAAAGAGT-CATGTTTAGTAGCCAAAGATGACTTGCCTGATCTTTTTCACCTCCATGATTCAATTTGAATTCCATGGGTTTTGGATTATTATGCATTTTAAAAGCATAATAGTTCGAAAATCATGTTGAATCTTGCGGGTTA--GG--TTTCAGGCAGTCTCTTTGGCTATCTTGACATGCTTTTTTCATTCATGTTATACCT   araLyr1
TGAATGCATT-AAGAAGAA---------AACATGAAAGAAAG------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   glyMax1
TGAAGTGTATGATGAAGAAGAGAGGTCTAACATGGCGGAAAGCGT-CATGTTTAGTAGCCAAGGATGACTTGCCTGATCTTTTTCGCCTCCACGATTCAATTTCAAATTCATGCATTTTGGATTATTATACCTTTTAAA-GTATAATAGGTCAAATATCATGTTGAATCTTGCGGGTTATAGG--TTTCAGGCAGTCTCTTTGGCTATCTTGACATGCTTTTTCCATCCATGTTATACCT   araTHA8

Structures:

------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------..................(0)   mimGut1
-------------.........((((.((.((((((((.(((.((-((.((..(((((((((((.(((((.(((((..((.---------.......--------------------------------------------------------------------------------.)----)....)))))))))))))))))).)))..)))))).))).)).)))))).)).))))(-56.29)   vitVin1
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------.........(((((.......)))))..(-3.59)   osaInd1
-----------------------------.(((((((((((((((.((.(((...(((.(((.((.((.((((((...(((.----((.((..((.(---(((....-------------(((((.....)))))..)))).-------------------------))...)).))))--)------.)))))))))).))).)))....)))))))))))))).))))))........(-45.59)   cirCle1
--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------......................(0)   selMoe1
......................((((.((((((((.((((((((.-((((((.((((((((((((.((((.((((((.(((....((((.((.(((((((.........((((..((((((((((((((((.........))))))))))))))))..))))))))))).)).)))).)--))--..)))))))))))))))))))).)).))))))))))))))..)))))))).))))(-95.09)   araLyr1
..........-........---------..............------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------(0)   glyMax1
......................((((.((((((((.((((((.(.-((((((.((((((((((((.((((.((((((.(((....((((.((.(((((((.........((((...((((..(((((((((........-)))))))))..))))...))))))))))).)).))))...)))--..)))))))))))))))))))).)).))))))).))))))..)))))))).))))(-87.69)   araTHA8

Reads:

-------------------------------------------------------UAGCCAAGGAUGACUUGCC---------------------------------------------------------------------------------------------------------------------------------------------------------------------- 8 +
-------------------------------------------------------UAGCCAAGGAUGACUUGCCUG-------------------------------------------------------------------------------------------------------------------------------------------------------------------- 38 +
-------------------------------------------------------UAGCCAAGGAUGACUUGCCU--------------------------------------------------------------------------------------------------------------------------------------------------------------------- 6 +
-------------------------------------------------------UAGCCAAGGAUGACUUGCCUGA------------------------------------------------------------------------------------------------------------------------------------------------------------------- 22 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCUUUGGCUAUC------------------------------- 11 +
---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AGGCAGUCUCUUUGGCUAU-------------------------------- 1 +
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGCAGUCUCUUUGGCUAUC------------------------------- 1 +


