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CRITERIOS DE BUSQUEDA / UNIDAD DE INVENCION (Pantallazos)

# Percent Identity Matrix - created by Clustal2.1l

1: SEQ ID NO_3 100.00 99.44  77.86
2: SEQ ID NO 4  99.44 100.00  77.93
3: SEQ ID NO 5 77.86  77.93 100.00
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TCTAGAAGGAGATATACCATG---CATGCTGCACTGTCCCCCCTCTCCCAGCGCTTTGAG
———————————————— CCATG---GCTGCTGCACTGTCCCCCCTCTCCCAGCGCTTTGAG
———————————————— CCATGGCTCATGCTGCCCTCAGCCCTCTCTCCCAACGCTTTGAG

* Kk Kk Kk Kk Kk kK k Kk Kk R R R R R

CGCATCGCGGTCCAGCCGCTGACCGGCGTCCTGGGCGCCGAGATCACCGGCGTCGACCTG
CGCATCGCGGTCCAGCCGCTGACCGGCGTCCTGGGCGCCGAGATCACCGGCGTCGACCTG
AGAATAGCTGTCCAGCCACTCACTGGTGTCCTTGGTGCTGAGATCACTGGAGTGGACTTG

*  kk kk kkkkhkhkhkk kk kk kk kkkkk kk kk kkkkkkkk kk kk kkk Kkk

CGCGAGCCGCTCGACGACAGCACCTGGAACGAAATCCTCGACGCGTTCCACACTTACCAG
CGCGAGCCGCTCGACGACAGCACCTGGAACGAAATCCTCGACGCGTTCCACACTTACCAG
AGGGAACCACTTGATGACAGCACCTGGAATGAGATATTGGATGCCTTCCACACTTACCAA

K kK Ak Ak Ak AKX KAAKAAAKAKAKAKAKAK Ak kK KX kK Ak AKX KAAAKAKAAKAKAKAKA KK

GTCATCTATTTTCCCGGCCAGGCGATCACCAACGAACAGCACATCGCCTTCAGCCGGCGC
GTCATCTATTTTCCCGGCCAGGCGATCACCAACGAACAGCACATCGCCTTCAGCCGGCGC
GTCATCTACTTTCCTGGCCAAGCAATCACCAATGAGCAGCACATTGCATTCTCAAGAAGG

KXKXKKAKAKAKX AAXKAAKX AAAAKX KKk AAAKAAAAKX KAk AAAAAAA*x Kk KAk * *

TTCGGCCCCGTCGATCCCGTGCCCCTGCTCAAGAGCATCGAAGGGTATCCAGAGGTGCAG
TTCGGCCCCGTCGATCCCGTGCCCCTGCTCAAGAGCATCGAAGGGTATCCAGAGGTGCAG
TTTGGACCAGTTGATCCAGTGCCTCTTCTCAAGAGCATTGAAGGCTATCCAGAGGTTCAG

KK KK KK AKXk AKKAKAK AKKAKAKX AKX AAXXAAXAKAAAKAAKX KAAXAAKX XAAXAXAAAXAXAKAAKX *Kh*%

ATGATCCGCCGCGAAGCCAACGAAAGCGGGCGTGTGATCGGTGAYGACTGGCACACCGAC
ATGATCCGCCGCGAAGCCAACGAAAGCGGGCGTGTGATCGGTGATGACTGGCACACCGAC
ATGATCCGCAGAGAAGCCAATGAGTCTGGAAGGGTGATTGGTGATGACTGGCACACAGAC

Ak hkhkhkhkhkkx * khkhkhkkhkkkx Kk o * % * kkhkhkk Ak hkhkk Ak k kA kkhkkkkx *kk

AGCACCTTCCTGGACGCACCGCCGGCCGCCGTGGTGATGCGCGCGATCGACGTGCCCGAG
AGCACCTTCCTGGACGCACCGCCGGCCGCCGTGGTGATGCGCGCGATCGACGTGCCCGAG
TCCACTTTCCTTGATGCACCTCCAGCTGCTGTTGTGATGAGGGCCATAGATGTTCCTGAG

*khkk kkkkk kk kkkkk kk kk kk kk kkkkkk Kk kk kk Kkk Kkk K*k Kkkkx

CATGGCGGCGACACCGGTTTTCTGAGCATGTACACCGCGTGGGAGACGCTGTCGCCCACC
CATGGCGGCGACACCGGTTTTCTGAGCATGTACACCGCGTGGGAGACGCTGTCGCCCACC
CATGGCGGAGACACTGGGTTCCTTTCAATGTACACAGCTTGGGAGACCTTGTCTCCAACC

KAXKXKKAKAAKX KA XAkK* XKk **k (% KAXKXKKAKAKAKX KKk KAAAXAKAKKK KKK K KKk KKK

ATGCAGGCCACCATCGAAGGGTTGAACGTAGTGCACAGCGCCACGCGTGTGTTCGGCTCG
ATGCAGGCCACCATCGAAGGGTTGAACGTAGTGCACAGCGCCACGCGTGTGTTCGGCTCG
ATGCAAGCCACCATCGAAGGGCTCAACGTTGTGCACTCTGCCACACGTGTGTTCGGTTCC

KAXKKAK KAAAXKXKXAAKAKAKAKAAKAAKX KX AAKAKAK e AAKAKAKAK o KAKKAKN KAAAAKAAAKAKAKK* * %

CTCTACCAGGCCCAGAACCGGCGCTTCAGCAACACCAGCGTCAAGGTGATGGACGTCGAC
CTCTACCAGGCCCAGAACCGGCGCTTCAGCAACACCAGCGTCAAGGTGATGGACGTCGAC
CTCTACCAAGCACAGAACCGTCGCTTCAGCAACACCTCAGTCAAGGTGATGGATGTTGAT

KAXKXKKKAKAKX KKk AAAAAAAKN AAAAAAAAAAAA KKK o KAAKAA AKX A A XA AKX XKk k%

GCGGGCGACCGTGAAACCGTGCACCCCCTGGTGGTGACCCATCCGGGCAGCGGCCGCAAG
GCGGGCGACCGTGAAACCGTGCACCCCCTGGTGGTGACCCATCCGGGCAGCGGCTGCAAG
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GCTGGTGACAGAGAGACAGTCCATCCCTTGGTTGTGACTCATCCTGGCTCTGGAAGGAAA

Kk kK kKK Kekk Ak Ak Ak KAk AAkAkKk AAkAkAkKk AAkAkAkKk KAk * % * k%

GGCCTGTACGTGAACCAGGTCTATTGCCAGCGCATCGAGGGCATGACCGATGCCGAAAGC
GGCCTGTACGTGAACCAGGTCTATTGCCAGCGCATCGAGGGCATGACCGATGCCGAAAGC
GGCCTTTATGTGAATCAAGTCTACTGTCAGAGAATTGAGGGCATGACAGATGCAGAATCA

KAKKK Ak KKK AKk Ak AAKAAkKx KAk KAk *k Ak KAAAAAAAAAAX *AAAhA*x KAk

AAACCGCTGCTGCAGTTCCTGTACGAGCATGCGACACGGTTCGATTTCACCTGCCGCGTG
AAACCGCTGCTGCAGTTCCTGTACGAGCATGCGACACGGTTCGATTTCACCTGCCGCGTG
AAGCCATTGCTTCAGTTCCTCTATGAGCATGCCACCAGATTTGACTTCACTTGCCGTGTG

KKk kK KAKAK KAAXAKAKAKAXAKX Kk *AAXAAXA** *% K kK Ak AKX KAKAK KAk KXKAK KKk Kk

CGCTGGAAGAAGGACCAGGTCCTGGTCTGGGACAACCTGTGCACGATGCACCGGGCCGTA
CGCTGGAAGAAGGACCAGGTCCTGGTCTGGGACAACCTGTGCACGATGCACCGGGCCGTA
AGGTGGAAGAAAGACCAAGTCCTTGTCTGGGACAACTTGTGCACCATGCACCGTGCTGTT

K KKK KKAKAAKX AXAKAAKX AXAKAAKX AXXAXAAAAAKAAAKN AAAAAA*x AAAAkAkAAk*x KKk KKk

CCCGACTACGCGGGCAAGTTCCGCTACCTGACGCGCACCACGGTCGGTGGCGTGCGCCCG
CCCGACTACGCGGGCAAGTTCCGCTACCTGACGCGCACCACGGTCGGTGGCGTGCGCCCG
CCTGACTATGCTGGCAAGTTCAGATACTTGACTCGCACCACAGTTGGTGGAGTTAGGCCT

Kk kKK hkk kk Ak kkkkhkhkk k kkk khkkk khkkkkkkk kk kkkkk Kkk * k%

GCGCGC----TAGT-AACTCGAG----------—-~- 915
GCGCGC----TAGTGAGCTC--====-=--=---~- 897
GCCCGCTGAGTAGTTAGCTTAATCACCTAGAGCTC 919

* Kk Kk k Kk Xk kKk Kk kK

Pantallazos Busqueda

SEQ_ID_NO_9

RID S3GDPIWEOLR (Expires on 06-19 02:51 am)

Query ID Ic|Query_59075
Description SEQ _ID_NO_9
Molecule type amino acid

Query Length 295

Database Name pat
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Description Protein sequences derived from the Patent division of GenBank

Program BLASTP 2.2.31+ & Citation

Other reports: p Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment]

B Graphic Summary

(=)Show Conserved Domains

[ DELTA-BLAST, a more sensitive protein-protein search (o)

Putative conserved domains have been detected, click on the image below for detailed results.
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SEQ_ID_NO_9

RID S3GHEPDR015 (Expires on 06-19 02:53 am)
Query ID Icl|Query_58835 Database Name nr
Description SEQ_ID_NO_9 Description All nen-redundant GenBank CDS translations+PDB+S
Molecule type amine acid samples from WGS projects
Query Length 295 Program BLASTP 2.2.31+ b Citation

Other reports: b Search Summary [Taxonemy reports] [Distance tree of results] [Related Structures] [Multiple alignment’
[ DELTA-BLAST, a more sensifive protein-protein search  6a)

©Graphic Summary
(=)Show Conserved Domains
Putative conserved domains have been detected, click on the image below for detailed results.
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Distribution of 100 Blast Hits on the Query Sequence &

[Mouse-over to show defline and scores. click to show alignments ]

Color key for alignment scores
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Query | —
I 1 | | I |
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BLAST Results (AA) (search details)
Location in Document
Grants, in claims (9) Grants (24) Applicafions, in claims (19) Applications (48)
1da adaa 60aa 8daa +1oaa 11saa 772a al7aa 2d6aa ofsaa 2950a
1aa 295aa
®
) Document # Seq ID E-Value Similarity Coverage
P 2011200240 A 27 0ED 993 100
P 2007535327 A 27 0EO0 993 100
S 8748700 B2 2 0E0 993 100
SEQ_ID_NO_3
RID S3GWSGUGOIR (Expires on 06-19 02:58 am)
Query ID Icl|Query_62689 Database Name pat

SEQ_ID_NO_3 Description Nucleotide sequences derived from the Patent division of GenBank

Description
Program BLASTN 2.2.31+ b Citation

Molecule type nudleic acid
Query Length 915

Other reports: tSearch Summary [Taxonomy reports] [Distance tree of results]

©Graphic Summary

Distribution of 12 Blast Hits on the Query Sequence &

[Mouse over to see the defline. click ta show alignments ]

Color key for alignment scores
<40 40-50 50-80 80-200 >=200
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SEQ_ID_NO_4

RID S3HTCCK2015 (Expires on 06-19 03:14 am)

Query ID Icl|Query_52357 Database Name nr
Description SEQ ID_NO_4 Description Nucleotide collection (nt)
Molecule type nucleic acid Program BLASTN 2.2.31+ b Citation

Query Length 897

Other reports: pSearch Summary [Taxonomy reports] [Distance tree of results

©Graphic Summary

Distribution of 100 Blast Hits on the Query Sequence &

[Mouse-over to show defline and scores, click to show alignments |

Color key for alignment scores
<40 40-50 50-80 80-200 >=200
Query |
I | I | I |
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SEQ_ID_NO_5
RID S3JOUKOHO15 (Expires on 06-19 03:18 am)
Query ID lcl|Query_59719 Database Name nr
Description SEQ ID _NO 5 Description Nucleotide collection (nt)
Molecule type nucleic acid Program BLASTN 2.2.31+ p Citation
Query Length 919
@ No significant similarity found. For reasons why,click here
Other reports: » Search Summary
PatBase
Menu -~ Search ~ History ~ Session ~ Folder - Order Help ~ Logoff
Search 2: (1) AND PD=(2003 OR 2004 OR 1997 OR 1998 OR 1999 OR 2000 OR 2001 OR 2002) Explare se
Results 329
# Search query Results Options
2 (1) AND PD=(2003 OR 2004 OR 1997 OR 1998 OR 1999 OR 2000 OR 2001 OR 2002) 329 View | Browse | Hits | Optimise | more...

1 TAC=(Plant and resistant and herbicide) and PD>2004 and IC=(A01H5/00) 2364 View | Browse | Hits | Optimise | more. -



