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Multiple_Sequence_Alignment of GRMZM2G013761 and GRMZM2G013761B

GRMZM2G013761 TCTTCCTCAAGCTCTAGCCGAACTCCCTCACGCCATCCTC 40
GRMZM2G013761B —===—== === === —mmmmmm e m 40
GRMZM2G013761 TTTCCTGGTGTTCATCCCTGCGGCAACCACCACTTGGGCG 80
GRMZM2GO013761B —==———m === == m e e e 80

GRMZM2G013761 CTCCTCTCCCTGCCCCTCCCATGGCGGCTCCCCCTGGATC 120
GRMZM2G013761B —====== === === —mmmmmm e 120

GRMZM2G013761 CCTCCCTGCGCGGCCCCTCTCCCGTGGATGGTGCCGCCCC 160
GRMZM2G013761B ----—-—- t—-——@—————m—mmm e 160

GRMZM2G013761 TTCCTGCAGCACGTCGTGCTCCCTCCCCTGGCGCCCTCGT 200
GRMZM2G013761B —====== === === —mmmmmm e 200

GRMZM2G013761 CCCCAACGCCGGAAATGCCGCTGCTGCTCCACCAGCCGCT 240
GRMZM2G013761B === mm o e e e 240

GRMZM2G013761 ACTGCTCCTGAACGCCAGTGCCGACCACCATCTCCCATGG 280
GRMZM2G013761B === == ——mmmmmmmm e L———— 279

GRMZM2G013761 CGCAGGAGCTCCCCAATCTCCTCTTGCCAGGGCGCCGTCG 320
GRMZM2G013761B —====== === === mmmmmmm e e 319

GRMZM2G013761 CTGAGCTCGCCCTGCCCCAGCCATGGACGCCGTCGGGCCA 360
GRMZM2GO13761B ===———m === == e e 359
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gatgaatggacctgccaggccaaactttgaggcagcattt

........... AGCTTACAGTGAAGGAGACATTCAGGTTT
gggctgaggag-------------------o——————— -

GAATGATAAGCATCTCCTTTTCTCCTGTACTGTTCTATTG
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GRMZM2G013761B
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GRMZM2G013761B

GRMZM2G013761
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GTGTTATTCCTATCTTCAGGCAGCAAGCAGAGCAGTTGCT

AAGCTCTTCCAGTCTGTCTGCAGCTGACTTGCTTGTCAAA
e c————

GCACTTGCGAAGGCAGTTGTAAGTTGCTTTCACGTTCAGC
______________________ t_________________

TTTTCCAGGTTTTTGCTCTGTTCTAGATATTGGCAGTTGG

AGAAAAGATCATTGTTATCTTTCTTGGAGGATTACAGTAC
_____________________ Cmmm e

ACTACATCTTCAAACTGGCAGACCGATGTGGTCACCTGGG

TAAGTGACTGATAATTTGTGCTTCTGGTTCATGAGTGTTC
__________ gmmmm o

TGATTAAATGGAAATCCTTCTCTGCCTGTAGGTTTGCTAT

AACATTCCGGTGATCGTGTTTCTTCATCGTCGGGGTCATA
_______ t_______________________a________

TTTGTTCCCATTGGTGTTTTCTTCAGTTTGACGTCGGCAA
__________________ Qe m

CGTGGTCATGGTGACCGGCGGGAGGAACACCGGGTGTGTA
__________________________________ Cm———

GGAGTGATCAAGAACTGGGAGAAGCACAAGGGCATCTTCG

AGGTCATCGACGTGCTACTTGGAGTTTTTGCATGCTATGT
________________ gmmmmmm e

CTAGTTTTCTCCTATTTGTTGTACAGGAAAACATAGAATG

Predicted coding sequence and protein sequence of GRMZM2G013761B base on

GRMZM2G013761

>GRMZM2G013761B_coding_sequence
ATGGCGGCTCCCCCTGGATCCCTCCCTGTGCGGACCCTCTCCCGTGGATGGTGCCGCCCCTTCCTGCAGCACGTC



GTGCTCCCTCCCCTGGCGCCCTCGTCCCCAACGCCGGAAATGCCGCTGCTGCTCCACCAGCCGCTACTGCTCCTG
AACGCCAGTGCCGACCACCATCTCCATGGCGCAGGAGCTCCCCAATCTCCTCTTGCCAGGGCGCCGTCGCTGAG
CTCGCCCTGCCCCAGCCATGGACGCCGTCGGGCCACCCGTCTCCTATCTCCCCTCGCCCTCATCCTCTGGCTGCTG
CCCCTTCCTATTCCTGGTGGCTGAGTCTTCTTCCATGGATGCTGGCTGTGCTGCCCTCCCTGGTGCTCACCTCTGC
CCCCTGCGTTGGATGGCCGGTTGCTCCTGCCCTAGGTTTGTCAAGCCCTAACTCTACTCCATCTATCCCTGCTCGA
ATCTTGCTGATTGGCCCTGCGCAGATTATCCTCATGCCCGGCCGCGGTACAACAGCAACAGCCATGAAACCCCAT
CGTGTCGCGCCCTCGACGTGTTCGACAGAATATCGCAGCACGTGCCAACCCGATCTGCAGCCCTGGTTGCGAGG
ACGTCGAACCCCGCTACCGTCGACGTTGTGCCTCGCGCTTCACCAATGCGATGAAATGTCTGAGCGAATAGACGA
CATGCGACCCGAGTTTGATTCTGCCAGGTTGTTTGATGTGTATTTTACTCATTGTGATTTAGTTGATGATGTGTTTG
TATGTAATACTGGTGTTGCTGTCATGCTTTATGAGCCCAGATATAAGCACAGTGTCAGCAGACTAGAAAGGGAGC
CTGGGGTTAAATTTAAGCATATCTCTGCGCCACAACCCACTGATGTAGCACAATCTGCTGGCAGTGAAGCTGCAG
ATGCCATTGCGAGTGTGTCAGACAGTGTTATTCCTATCTTCAGGCAGCAAGCAGAGCAGTTGCTAAGCTCTTCCA
GTCTGTCTGCAGCTGACTTGCTTGCCAAAGCACTTGCGAAGGCAGTTTTGGAACTAACAGAAATATGTGTCTTAG
GGTTACACGGACATAAAGAAAAGATCATTGTTATCTTCCTTGGAGGATTACAGTACACTACATCTTCAAACTGGCA
GACCGATGTGGTCACCTGGGTTTGCTATAACATTCTGGTGATCGTGTTTCTTCATCGTCAGGGTCATATTTGTTCCC
ATTGGTGTTATCTTCAGTTTGACGTCGGCAACGTGGTCATGGTGACCGGCGGGAGGAACACCGGGCGTGTAGG
AGTGATCAAGAACTGGGAGAAGCACAAGGGCATCTTCGAGGAAAACATAAAATGGAATTCAAATTTGGTGGTC
CTAAAAGTGTGGAGA

>GRMZM2G013761B_Predicted_protein
MAAPPGSLPVRTLSRGWCRPFLQHVVLPPLAPSSPTPEMPLLLHQPLLLLNASADHHLHGAGAPQSPLARAPSLSSPCP
SHGRRRATRLLSPLALILWLLPLPIPGG*VFFHGCWLCCPPWCSPLPPALDGRLLLP*VCQALTLLHLSLLESC*LALR
RLSSCPAAVQQOQQP*NPTVSRPRRVRONTAARANPICSPGCEDVEPRYRRRCASRFTNAMKCLSE*TTCDPSLILPGCL
MCILLIVI*LMMCLYVILVLLSCFMSPDISTVSAD*KGSLGLNLSISLRENPLM*HNLLAVKLOMPLRVCQTVLFLSSG
SKQSSC*ALPVCLQLTCLPKHLRRQFWN*QKYVS*GYTDIKKRSLLSSLEDYSTLHLOTGRPMWS PGFATTFW*SCFFT
VRVIFVPIGVIFSLTSATWSW* PAGGTPGV*E*SRTGRSTRASSRKT *NGIQIWWS *KCGX

Multiple_Sequence_Alignment of GRMZM2G356718 and GRMZM2G356718B

GRMZM2G356718 ATGAACTTCAACCCTCGCACTACTTCGTCAAGGAGGTGGT 40
GRMZM2G356718B —===——m === === m e mmmm e 40
GRMZM2G356718 CAAAGGCATCAACGAGAGCGACCTCCAAGGCTCCACTAGA 80
GRMZM2G356718B —=—==——==== == === ————mmm a--------- 80

GRMZM2G356718 CGTGGATCAAAGTCTTCGCCACGCACAACGCCCACGAGCG 120
GRMZM2G356718B —==———m === == m e e e 120

GRMZM2G356718 CATCACCAAGCTCGAGAACATGTGCTGGCGGATCTGGCAC 160
GRMZM2G356718B —======= === === ——mmmm e 160

GRMZM2G356718 CTCACTCACAAGAAGCAGGTCAGGATTTCGCACGTCTCTT 200
GRMZM2G356718B -—----- g-——— e m—m o 200

GRMZM2G356718 TCGTGGTTATGATCTCTCGCTGCTTGTTCTATTTTGTTAAR 240
GRMZM2G356718B ===———m === = m e e e 240

GRMZM2G356718 TAATCTTGCTCGCCTCTCGATTCATGTTTTGTATCAGTTT 280
GRMZM2G356718B == === = mmmmmm oo e 280

GRMZM2G356718 GATCTCTATTTTAATTTGATCTCTGTTTTAGTTTGATCTT 320
GRMZM2G356718B ====== === === —mmmmmmmm e a-- 320
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AGA....CTCCCTGTTTATGACAGTTCTGGGTTTTGCCTG
gactacc——————————-- - oo oo oo oo

ATAGCATTTGCTCTGTATCTGATTTCATAGCAAAAAATCA
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GRMZM2G356718B
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GTTCTGTAACATGACTGATCACTGTGTGGTTGCATTAGTT

4907
4856

4947
4896

4987
4936

5027
4976

5067
5016

5107
5056

5147
5096

5187
5136

5227
5176
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GRMZM2G356718 GTGTAGGAAAGGAATAGCAGTGGATATGTCAAAGGATCAT 5667
GRMZM2G356718B ======= === == mmm e 5616

GRMZM2G356718 AGGCCGACATATGATGCAGAGCATCAAAGGGTCATTGAGT 5707
GRMZM2G356718B === === == mm = mmmmm e e 5656

GRMZM2G356718 GTGGTGGATACATCGAAGATGGCTACCTCAATGGCGTACT 5747

GRMZM2G356718B === === mmmmmmm o e e e 5696
GRMZM2G356718 GTCTATGACCCGGGCTTTAGGGGACTAG 5775
GRMZM2G356718B —========= === ———————— 5724

Predicted coding sequence and protein sequence of GRMZM2G356718B base on

GRMZM2G356718

>GRMZM2G356718B_Coding_sequence
ATGAACTTCAACCCTCGCACTACTTCGTCAAGGAGGTGGTCAAAGGCATCAACGAGAGCGACCTCCAAGGATCC
ACTAGACGTGGATCAAAGTCTTCGCCACGCACAACGCCCACGAGCGCATCACCAAGCTCGAGAACATGTGCTGG
CGGATCTGGCACCTCACTCGCAAGAAGCAGCAAAAAATCAGACTCGACAATGGGCTGCGTGGACACACCAAGA
GGAGATTTTTTTCAATGCGCTGCGGCAAGTAGGAAAAAACTTTGACAAGATTACACACCGTGTTCAGAGTAAAA
ACAAGGATCAGGTCAGCCATTACTATTATCGTCTTGTTCGACGCATGAAGAAGCTACTGGGTCCTAGGTTCTCACT
TGATGCAAAAAACTCCAAGGACACCATTGCTGCTATGCTTCGCTGTTATTGGGTGTACATGTGTACACCCATGTCC
TACACTGGGTCCGCCCCTGAGCCTTCTGATCTTAACAGGAAACCTGCAAAAAATCAGACTCGACAATGGGCTGC
GTGGACACACCAAGAGGAGGAGATTTTTTTCAATGCGCTGCGGCAAGTAGGAAAAAACTTTGACAAGATTACA
CACCATGTTCAGAGTAAAAACAAGGAGCCTGTCAGCCATTACTATTATCGTCTTGTTCGGCGCATGAAGAAGCTA
CTGGGTCCTAGGTTCTCACTTGATGCAAAAAACTCCAAGGACACCATTGCTGCTATGCTTCGCTGCTTGGAGTATT
GGGCATTTGAGATGGTGGTTCCTAGCGGGATTTCTTTCAGATCCAATACTAGAAAATTCAGTTTTGTCAGTCAGAT
TGTCAGTGATGAAATGAGGTTGTTCCTCGAAGATGCTAATTCCCCTCAAGCATCACATGAAAATGAAATATTTGCT
AAATATGTTGAGGATTCAGTTCGCAAAGCTTTCTTGCACAGTAACCTTGCTCTTGCTGATGTTTCAGTCATCAACC
ATTCTTCTGGTACAACAGTACTGTCATTCTTCTGGTACCACAACACTGATAGTATTGATCTATGGGAGGTAAGGCA
ATTGTTAGTAGCAAATGCTGAGGATTATCGTATAGTCCTGTGTAGGAAAGGAATAGCAGTGGATATGTCAAAGGA
TCATAGGCCGACATATGATGCAGAGCATCAAAGGGTCATTGAGTGTGGTGGATACATCGAAGATGGCTACCTCAA
TGGCGTACTGTCTATGACCCGGGCTTTAGGGGACTAG

>GRMZM2G356718B_Protein_sequence
MNFNPRTTSSRRWSKASTRATSKDPLDVDQSLRHAQRPRAHHQAREHVLADLAPHSQEAAKNQTRQWAAWTH
QEEIFFNALRQVGKNFDKITHRVQSKNKDQVSHYYYRLVRRMKKLLGPRFSLDAKNSKDTIAAMLRCYWVYMCTP
MSYTGSAPEPSDLNRKPAKNQTRQWAAWTHQEEEIFFNALRQVGKNFDKITHHVQSKNKEPVSHYYYRLVRRMKK
LLGPRFSLDAKNSKDTIAAMLRCLEYWAFEMVVPSGISFRSNTRKFSFVSQIVSDEMRLFLEDANSPQASHENEIFAK
YVEDSVRKAFLHSNLALADVSVINHSSGTTVLSFFWYHNTDSIDLWEVRQLLVANAEDYRIVLCRKGIAVDMSKDHR
PTYDAEHQRVIECGGYIEDGYLNGVLSMTRALGD

Multiple_Sequence_Alignment of AF466202.2_FG007 and AF466202.2_FG007B

AF466202.2 FGO07 ....AGCATATGACTGGGTGAGGGCCGACTCCTTCGACTT 36
AF466202.2 FGO07B atgc-—--—-g-——————————-—-—-—-——-—————-—————-— 40
AF466202.2 FGO07 CGGGACGACTGTCTCGCCCCCCAGGTATCCATCCAGCTCC 76

AF466202.2 FGOOTB —=====———mmmmmmmm e 80
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AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

AF466202
AF466202

.2_FG007
.2_FG007B

.2_FG007
.2_FGO07B

.2_FG007
.2_FG007B

.2_FG007
.2_FGO07B

.2_FG007
.2_FGO07B

.2_FG007
.2_FG007B

.2_FG007
.2_FG007B

.2_FG007
.2_FG007B

.2_FG007
.2_FG007B

.2 _FGO07
.2_FGOO7B

.2_FG007
.2 _FGOO7B

.2_FG007
.2_FG007B

.2_FG007
.2_FGO07B

.2_FG007
.2_FG007B

.2 _FGO07
.2 _FGOO7B

.2 _FGO07
.2 _FGOO7B

.2 _FGO07
.2 _FGOO7B

.2_FG007
.2_FGO07B

.2 _FGO07
.2 _FGOO7B

GCCATTGTACTGCAATTTGTGCCATTGTACTACAATTTGG



AF466202.2 FGO07 GAGAAGACAAAGTCAGCGCTGGCAGCTGCTGAACAGAGTG 4676
AF466202.2 FGO0TB =—=======————mmmmm e 4679

AF466202.2 FGO07 TCTTGACCGTTGGATCTGCTATCATGAAGAACATGTATGT 4716
AF466202.2 FGOOTB —======—— = mmmm e 4719

AF466202.2 FGO07 TCTCACCGGAGCAGCATGGGTAACCGGTGCTTTCAGCAAG 4756
AF466202.2 FGOOTB =—=======——=—mmmmm e 4759

AF466202.2 FGO07 GTCACCAGTGCTGCCAACGATGTTGGTGCAAAGGCTAAGG 4796
AF466202.2 FGOOTB —======—— = mmmm e 4799

AF466202.2 FG007 AGAAAATAGCAGTCGAGCAGGAGGACAAGAATGCCGAGGG 4836
AF466202.2 FGOOTB —=====m—mmm oo oo oo oo 4839

AF466202.2 FGO07 TGGGCCTGGACAAGCAAACATCTCAGAGATCCCTGCAGCA 4876
AF466202.2 FGOOTB —=====———m—mmmmmm e 4879

AF466202.2 FGO07 CACAGGGAGTTGGACTGCGAATTCGCAAACATACATGTCT 4916
AF466202.2 FGOOTB =—=========—mmmm— e 4919

AF466202.2 FGO07 CTGAAACCTCTGAAGATGTTCCCATGTCTTCCGTGACTGT — 4956
AF466202.2 FGOOTB —=====———mmmmmmmm e 4959

AF466202.2 FGO07 CCCGCTGTTACAGATGAGGAGCCCAGCATGGCCACTCCAC — 4996
AF466202.2 FGOOTB =========— = mmmm e 4999

AF466202.2 FGO07 CAGCTGAAGTTTCTAAAAAACCAGAAGCTGCACAGGGATT 5036

AF466202.2 FGOOTB =========—=— == m == —— e .e.. 5035
AF466202.2 FGO07 AA 5038
AF466202.2 FGOOTB .. 5035

Predicted coding sequence sequence of AF466202.2_FG007B base on

AF466202.2_FG007

>AF466202.2_FG007B_coding_sequence
CAAGTCCAAGGTGGTCCGTCTTCGGCGGATTCACCGACAAGCGCTTCCTCGCTGATGTTTCCGTCTACGACGTAG
AGAATAAGCTATGGTACACACCTGAGTGCACTGGTAATGGGTCGAATGGGCAGGCCGGCCCAAGCCCAAGGGC
TTTTCACATAGCTGTTGTCATTGACTGCAACATGTTCATCTTTGGTGGCCGATCTGGGGCAAGCGGTGAGGGGAG
ATCATTGGCACATGAGGCAAGGAATCAAACTGCAGAATTTCGTTTCAATTGGGGATATGAAATGCCTCCTGATGT
TTTGGCACAATGGCCAAAAAATCTTCGAAAGATCCTAGGTGGTGGAATGAGGCAGGTTGGAGTTCTGTGTGCTG
GTGCTCATACACTATGGGAAAGCTTGCTGGGAGCCACAATAGTTGATATGGCTGTAATCGTCACACCAGCCAATG
ATTATGAGCTACCAGCTTCTGTTTTAGCTGCTCTTGAGCCTAAAGACACAAAACCTTATGCCCTTCAAAAGGCCGA
GGACATTGTTGGGACCATGCTGGCAAAGGGATTTATCCTTGGTAGAGATGCACTGGACAAAGCAAAAGCTTTGG
ATGAAAAGCACCAGCTCACGTCAACTGCCACAGCTAGAGTGTCCTCCTTTGACAAGAGAATAGGCCTAAGTGAG
AAGATCAGTGTTGGCACTTCAGTTGTAAATGATAAAGTGAAGGAAATGGATCAGAAATACCAAGTCTCTGAGAA
GACAAAGTCAGCGCTGGCAGCTGCTGAACAGAGTGTCTTGACCGTTGGATCTGCTATCATGAAGAACATGTATGT
TCTCACCGGAGCAGCATGGGTAACCGGTGCTTTCAGCAAGGTCACCAGTGCTGCCAACGATGTTGGTGCAAAG
GCTAAGGAGAAAATAGCAGTCGAGCAGGAGGACAAGAATGCCGAGGGTGGGCCTGGACAAGCAAACATCTCA
GAGATCCCTGCAGCACACAGGGAGTTGGACTGCGAATTCGCAAACATACATGTCTCTGAAACCTCTGAAGATGT



TCCCATGTCTTCCGTGACTGTCCCGCTGTTACAGATGAGGAGCCCAGCATGGCCACTCCACCAGCTGAAGTTTCT
AAAAAACCAGAAGCTGCACAGGGATTAA

Multiple_Sequence_Alignment GRMZM2G356653 and Grmzm2g356653B

GRMZM2G356653 GTTTTCCCTGGTAAAAGTGCATTTCCTGTGGTTTGAGTTG 40
Grmzm2g356653B ——-—-—-—-—----—— 40
GRMZM2G356653 AACTTATTCCTGATAATTGCTICTTITTCTTATTAATGATT 80
Grmzm2g356653B ——-—-—-—-—------ - 80

GRMZM2G356653 TTTTTCTTGTCAGGAACATCTCTGGTTATCTGGAGTTGGC 120
Grmzm2g356653B ——-—-—-—-—------ - 120

GRMZM2G356653 GGTGGCCTTTTCATTCATGGTTGCCTGCACTCATCCGGGT 160
Grmzm2g356653B ——————————--——— - 160

GRMZM2G356653 TGTAGCAATATCGGTCTCCAGGTGTGTGGGGGAGGAAATG 200
Grmzm2g356653B ——-—-—---------- g--- 200

GRMZM2G356653 GATGTTACTATTAGGGAAGTGGTGTTTAGCAAGCATGTTA 240
Grmzm2g356653B ——————————---—— - — 240

GRMZM2G356653 ATTTCAGGTATATTTTCAACAGTGACATGTTATACAATGT 280
Grmzm2g356653B ——-—-—-—-—---- - 280

GRMZM2G356653 ATAAGTTCTAGCAACTACCACTGCAAATGAAGATTTTTTT 320
Grmzm2g356653B ——-—-—-—-—---- - 320

GRMZM2G356653 AATTCCAGTTTGGTATGCACCATTATAGATGTGCTCACTC 360
Grmzm2g356653B ——————————————————————————— a-———————————— 360

GRMZM2G356653 TAGGGGTAGTTGCAATTCTCAAATAGTTTGCTTAAAATGT 400
Grmzm2g356653B ——-—-—-—---- - 400

GRMZM2G356653 GTGGCCAGGGCTAGGTCACTCTCAAATAGTATTTTACATT 440
Grmzm2g356653B ——————————-- - - - 440

GRMZM2G356653 AACTCTAGCTGCAAGAATGGTACTTTATACATCCATTAGT 480
Grmzm2g356653B ——————————-- - - - 480

GRMZM2G356653 TCGCCTAAAATGTGTGGGAATTATGTAGAGATGTGCCAAT 520
Grmzm2g356653B ——-—-—-—---- - 520

GRMZM2G356653 ATATAAAATAAACTTTTAAGCTCAAACAACCCCTTTGATT 560
Grmzm2g356653B ——————————--——— - 560

GRMZM2G356653 GATGTGCCACTGCTGATGCAGTAGCGTTATTGTGCCAAAT 600
Grmzm2g356653B ——————————-- - 600

GRMZM2G356653 GGATACATGAGGATTAGGATGCTAATCCAAAGTAGGTGCA 640
Grmzm2g356653B ———--—--—--—--— - 640

GRMZM2G356653 CCCCATGATTAAGCTCCTATGTCCAGATATGTATATTACC 680
Grmzm2g356653B ——————————--——— - 680
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Predicted coding sequence and protein sequence of GRMZM2G356653B base on

GRMZM2G356653

>GRMZM2G356653B_coding_sequence
ATGATTTTTTTCTTGTCAGGAACATCTCTGGTTATCTGGAGTTGGCGGTGGCCTTTTCATTCATGGTTGCCTGCAC
TCATCCGGGTTGTAGCAATATCGGTCTCCAGTATTTTGTCATTAAATTTACTCTACTTCAAAAAACCTGACCTGGAA
AAAACTACAGAGACTGAACAAGGGGTGGCGCAGGCTATTCTTCGTGGAAATATCGATTTTAAGCGCGAACCCGC
CGCCGCCAGCCCGCCCACCACGCTCTTCGCTAGCTCGCCCACCGCGCCGCCGCCAGCCAGCCCATCGCGCTACA
GACGCGCTGCCGGTACCCTCTCCCTCTCTGCCCGGAAGTTCTTGGGTAACCATCTCACTACAGCACCAGGTATAA
GTGTGTCTCCGTCGGAGGAGAACATGCGAATTATTAATAGATATATTTATAGAAGGAAAAAGCAAAGGTCAGGGC
ACTGGTACTATTTCAGAAGCTATTGGTTTGTGTGGCGAAAGAAGATAGAGCGTGATGTATCTCAGGGACAGAAG
GCTGAAATAGAAAAGGTTAAGAAAAGAAGAGAAGAAAGAGCTATTGAAAAGACACAGCATGAAGAGGAAATG
ACATTGCTAGCTAGAGAAAGAGCATGTGCCGAGTTTCAAGACTGGGAGAAGAAAGAGGAAGAGTTTCATTTTG
ACCAAAGCAAGGTCAGGTCTGAGATCAGGTTGCGGGAGGGGCGTACAAAGCCTATTGATGTTCTCCAAAAGAA
TCTTAATTTCTCAGATGAATTTGACATTGAGTTAAATGAACCCTATCTGGTGTTCAAGGTGAGCATCATTTGCTCAT
CCTTATCTAAGTATGATAAACGATATTCATCTGAGCCTATACCTCAACAGACAGATAACCAATTTGAAGAGGAAGAT
GGATCCTTTTCTCCACAGCTAATGCATGGCAACGAAGATGAAGATGCAATTGATCCTGAAGAAGACAAAGATGA
GCTGGTAGAGTTCTATGTTAGGGCAAAAAGTTCTACTGAGATTTTCTTTCATTTAGACAAACTTTCAAGCTTGTGC
AGGCCTCCCTGTGTGTCTTACCCTAAGAGAGGACATTGA

> GRMZM2G356653B_protein_sequence
MIFFLSGTSLVIWSWRWPFHSWLPALIRVVAISVSSILSLNLLYFKKPDLEKTTETEQGVAQAILRGNIDFKREPAAASP
PTTLFASSPTAPPPASPSRYRRAAGTLSLSARKFLGNHLTTAPGISVSPSEENMRIINRYIYRRKKQRSGHWYYFRSYWF
VWRKKIERDVSQGQKAEIEKVKKRREERAIEKTQHEEEMTLLARERACAEFQDWEKKEEEFHFDQSKVRSEIRLREG
RTKPIDVLQKNLNFSDEFDIELNEPYLVFKVSIICSSLSKYDKRYSSEPIPQQTDNQFEEEDGSFSPQLMHGNEDEDAID
PEEDKDELVEFYVRAKSSTEIFFHLDKLSSLCRPPCVSYPKRGH*



