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BUSQUEDA DE SECUENCIAS

Numero de depdsito / patente y N° de secuencia

% de identidad

( d?;:fslotl)igiltg d) NCBI The Lens EMBL-EBI DDJB Genome Quest

1 W02010071807 SEQ ID 1707
96,6% identidad

13 Gl: 223509

86% de identidad

1 W02010071807 SEQ ID 1724
100% identidad

15 W02010071807 SEQ ID 1707
93,1% identidad

16 W02010071807 SEQ ID 1724
93,1% identidad

17 W02010096142 SEQ ID 50
93,3% identidad




CRITERIOS DE BUSQUEDA / UNIDAD DE INVENCION

Percent Identity Matrix - created by Clustal2.1

1: WO_2812_ 177443 12 1@0.928 96.77 93.55 93.55 9@.32 77.42
20 WO_2812_177443_17 96.77 lea.ae 92,32 9@.32 a87.18 74.19
3 WO_2812 177443 15 93.55 98,32 1l@a.8e 96.77 87.18@ 74.19
4: WO_2812_ 177443 16 93.55 9@.32 96.77 106.80 98.32 77.42
5: WO_2812_177443 14 98.32 87.1e 87.1@ 9@.32 1lee.oo 88.65%
6: WO_2812_177443_13 77.42 74.19 74.19 77.42 8@.65 1leo.oa
SEQID 12
Patent Application WO 2010/071807 A1 VIEW DOCUMENT
SEQUENGE LISTING INFORMATION Alignments
SEQ ID NO 1707
Referenced in claims ALIGNMENT 1 IDENTITIES 28 /20 (96.6%)
SEQUENCE TYPE AA SCORE 58.15 bits (139) POSITIVES 28/29 (96.6%)

Query 1 HXQGTFTSDK SKYLDXRAAQ DFVQWLMDT 29
SEQUENCE LENGTH 29 aa HXQGTFTSDK SKYLD RAAQ DFVQWLMDT

Hit 1 HXQGTFTSDK SKYLDERAAQ DFVQWLMDT 29
ORGANISM Artificial

Alignment 1

EVALUE 8.06E-11 LENGTH 20aa
Query IS S EEE 956%
Hit I C B 93 5%

SEQID 13

BlDownload ~ GenPept Graphics
glucagon 37
Sequence ID: prf[[0810207A Length: 37 Number of Matches: 1

Range 1: 1 to 30 GenPept Graphics
Score Expect Identities Positives Gaps

73.3 bits(165) le-14 23/30(77%) 26/30(86%) 0/30(0%)

Query 1  HXQGTFTSDYSKYLDERRAXEFVCWLLDTE 3@
H QGTFTSDYSKYLD RRA +FW WL++TK
Sbjct 1 HSQGTFTSDYSKYLDSRRAQDFVOWLMNTE 3@

SEQID No 14
Patent Application WO 2010/071807 A1 VIEW DOCUMENT
SEQUENCE LISTING INFORMATION Alignments
SEQ ID NO 1724
SEQUENCE TYPE AA ALIGNMENT 1 IDENTITIES 20/28 (100%)
SCORE 62 bits (149) POSITIVES 29729 (100%)
SEQUENCE LENGTH 30 aa
Query 1 HSQGTFTSDK SKYLDERAAQ DFVQWLLDT 28
- HSQGTFTSDK SKYLDERAAQ DFVQWLLDT
R Adtificial Hit 1HSQGTFTSDK SKYLDERAAQ DFVQWLLDT 28
Alignment 1

EVALUE 294E-12 LENGTH 28aa
Query I S BN 100%
Hit I C BN 0725%

SEQID 15



Patent Application WO 2010/071807 A1

VIEW DOCUMENT

SEQUENCE LISTING INFORMATION

SEQ ID NO 1707

Referenced in claims

SEQUENCE TYPE Al

SEQUENCE LENGTH 29 aa

ORGANISM Artificial
Alignment 1

EWVALUE 8.09E-10

Query IS S EEE 93 1%
Hit I C . oG 5%

LENGTH 29 aa

SEQID 16

Alignments

ALIGNMENT 1 IDENTITIES 27 /29 (93.1%)

SCORE 55.45 bits (132) POSITIVES 27 /208 (93.1%)

Query 1 HXQGTFTSDK. SKYLDXRAAQ DFVQWLXDT 28
HXQGTFTSDK SKYLD RAAQ DFVOWL DT
Hit 1 HXQGTFTSDK SKYLDERAAQ DFVQWLMDT 23

Patent Application WO 2010/071807 A1

VIEW DOCUMENT

SEQUENCE LISTING INFORMATION

SEQ ID NO 1724

SEQUENCE TYPE Al

SEQUENCE LENGTH 30 aa

ORGAMISM Artificial
Alignment 1

EVALUE 1.16E-10

CQuery NS S BN 53 1%
Hit I C B G 5%

LENGTH 2% aa

SEQID 17

Alignments

ALIGNMENT 1 IDENTITIES 27 /29 (93.1%)

SCORE &7.77 bits (138) POSITIVES 27 /20 (93.1%)

Query 1 HXQGTFTSDK SKYLDXRAAQ DFVQWLLDT 28
H QGTFTSDK SKYLD RAAQ DFVOWLLDT
Hit 1 HSQGTFTSDK SKYLDERAAQ DFVQWLLDT 28

Patent Application WO 2010/071807 A1

WIEW DOCUMENT

SEQUENCE LISTING INFORMATION

SEQ ID NO 1724

SEQUENCE TYPE AA

SEQUENCE LENGTH 30 aa

ORGANISM Artificial
Alignment 1

EVALUE 1.16E-10

Query IS S EEEE 93 1%
Hit I C B G 5%

LENGTH 29aa

Alignments

ALIGNMENT 1 IDENTITIES 27 /29 (93.1%)

SCORE 57.77 bits (138) POSITIVES 27 /29 (93.1%)

Query 1 HXQGTFTSDK SKYLDXRAAQ DFVOWLLDT 29
H QGTFTSDK S5KYLD RAAQ DFVOQWLLDT
Hit 1 HSQGTFTSDK SKYLDERAAQ DFVOWLLDT 29



