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Results colour-coded for amino acid conservation

The current colourscheme of the alignment is for amino acid conservation.

The conservation scoring is performed by PRALINE. The scoring scheme works from 0 for the least conserved alignment position, up to 10 for the most conserved alignment position.
The colour assignments are:

Unconserved 0 1 2 3 4 5 6 7 8 9 10 Conserved

. . . . . . . . . 10 . . . . . . . . . 20 . . . . . . . . . 30 . . . . . . . . . 40 . . . . . . . . . 50
71 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAENVVLEPQ DKTVIKTDVA
NM3 MTNTLQVRLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
85 MTNTLQVKLL SKNARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
3A MTNILQVKLL SKDARMPERN HKTDAGYDIF SAKTVVLEPQ EKAVIKTDVA
80alpha MTNTLQVKLL SKNARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
ETA2 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAESVVLEPQ EKAVIKTDVA
ROSA MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
PVL-CN125VTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
PVL108 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
Consistency 9**8***9** *78******* ********** **97****** 9*8*******

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . . . . . 80 . . . . . . . . . 90 . . . . . . . . . 100
71 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAIASN
NM3 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDEERDG
85 VSIPEGYVGL LTSRSGVSSK TYLVIETGKI DAGYHGNLGI NIKNDEERDG
3A VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDNETLE
80alpha VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDHEDDK
ETA2 VSIPEGYVGL LTSRSGVSSK TYLVIETGKI DAGYHGNLGI NIKNDIETLE
ROSA VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDMEHDG
PVL-CN125VSILEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAIASN
PVL108 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAQVYL
Consistency ***8****** ********** *8******** ********** *****36333

. . . . . . . . . 110 . . . . . . . . . 120 . . . . . . . . . 130 . . . . . . . . . 140 . . . . . . . . . 150
71 GYITPGVFDI KGEIDL---- -------SDA IRQYGTYQIN EGDKLAQLVI
NM3 IPFLYDDIDA ELEDGLISIL DIKGNYVQDG RGIRRIYQIN KGDKLAQLVI
85 IPFLYDDIDA ELEDGLISIL DIKGNYVQDG RGIRRVYQIN KGDKLAQLVI
3A SEDMSNFGR- --SPSGIDGK YTLLPVTDKF LCMNGSYVIN KGDKLAQLVI
80alpha MQTIFL---R NIDNEKI--- ----FEKERH LYKLGSYRIE KGERIAQLVI
ETA2 IWDDGN---F SRNVAGIDGK YAPPHPSDKI LFMNGSYVIN KGDKLAQLVI
ROSA ITSLYE---D LDDKLV-NTL DIKGNYINEG EGARKVYKIN KGDKLAQLVI
PVL-CN125GYITPG---V FDIKGE---- ----IDLSDA IRQYGTYQIN EGDKLAQLVI
PVL108 TTNEQC---F DIQGE--MEN SFVNNAKKKP FTINDYYEIY KGDKLAQLVI
Consistency 4334330012 2242322111 1211223553 424444*5*7 8*999*****

. . . . . . . . . 160 . . . . . . . . . 170 . . . . . . . . . 180
71 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
NM3 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
85 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
3A VPIWTPELKQ VEEFESVSER GAKGFGSSGV
80alpha VPIWTPELKQ VEEFESVSER GEKGFGSSGV
ETA2 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
ROSA VPIWTPELKQ VEEFESVSER GAKGFGSSGV
PVL-CN125VPIWTPELKQ VEEFECVSER GAKGFGSSGV
PVL108 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
Consistency ********** *****8**** *8********

05/15/2014 06:43:29 PM
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Results colour-coded for amino acid conservation

The current colourscheme of the alignment is for amino acid conservation.

The conservation scoring is performed by PRALINE. The scoring scheme works from 0 for the least conserved alignment position, up to 10 for the most conserved alignment position.
The colour assignments are:

Unconserved 0 1 2 3 4 5 6 7 8 9 10 Conserved

. . . . . . . . . 10 . . . . . . . . . 20 . . . . . . . . . 30 . . . . . . . . . 40 . . . . . . . . . 50
71 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAENVVLEPQ DKTVIKTDVA
NM3 MTNTLQVRLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
85 MTNTLQVKLL SKNARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
3A MTNILQVKLL SKDARMPERN HKTDAGYDIF SAKTVVLEPQ EKAVIKTDVA
80alpha MTNTLQVKLL SKNARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
ETA2 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAESVVLEPQ EKAVIKTDVA
ROSA MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
PVL-CN125VTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
PVL108 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
Consistency 9**8***9** *78******* ********** **97****** 9*8*******

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . . . . . 80 . . . . . . . . . 90 . . . . . . . . . 100
71 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAIASN
NM3 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDEERDG
85 VSIPEGYVGL LTSRSGVSSK TYLVIETGKI DAGYHGNLGI NIKNDEERDG
3A VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDNETLE
80alpha VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDHEDDK
ETA2 VSIPEGYVGL LTSRSGVSSK TYLVIETGKI DAGYHGNLGI NIKNDIETLE
ROSA VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDMEHDG
PVL-CN125VSILEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAIASN
PVL108 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAQVYL
Consistency ***8****** ********** *8******** ********** *****36333

. . . . . . . . . 110 . . . . . . . . . 120 . . . . . . . . . 130 . . . . . . . . . 140 . . . . . . . . . 150
71 GYITPGVFDI KGEIDL---- -------SDA IRQYGTYQIN EGDKLAQLVI
NM3 IPFLYDDIDA ELEDGLISIL DIKGNYVQDG RGIRRIYQIN KGDKLAQLVI
85 IPFLYDDIDA ELEDGLISIL DIKGNYVQDG RGIRRVYQIN KGDKLAQLVI
3A SEDMSNFGR- --SPSGIDGK YTLLPVTDKF LCMNGSYVIN KGDKLAQLVI
80alpha MQTIFL---R NIDNEKI--- ----FEKERH LYKLGSYRIE KGERIAQLVI
ETA2 IWDDGN---F SRNVAGIDGK YAPPHPSDKI LFMNGSYVIN KGDKLAQLVI
ROSA ITSLYE---D LDDKLV-NTL DIKGNYINEG EGARKVYKIN KGDKLAQLVI
PVL-CN125GYITPG---V FDIKGE---- ----IDLSDA IRQYGTYQIN EGDKLAQLVI
PVL108 TTNEQC---F DIQGE--MEN SFVNNAKKKP FTINDYYEIY KGDKLAQLVI
Consistency 4334330012 2242322111 1211223553 424444*5*7 8*999*****

. . . . . . . . . 160 . . . . . . . . . 170 . . . . . . . . . 180
71 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
NM3 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
85 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
3A VPIWTPELKQ VEEFESVSER GAKGFGSSGV
80alpha VPIWTPELKQ VEEFESVSER GEKGFGSSGV
ETA2 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
ROSA VPIWTPELKQ VEEFESVSER GAKGFGSSGV
PVL-CN125VPIWTPELKQ VEEFECVSER GAKGFGSSGV
PVL108 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
Consistency ********** *****8**** *8********

05/15/2014 06:43:29 PM
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Extra motif VI 

Results colour-coded for amino acid conservation

The current colourscheme of the alignment is for amino acid conservation.

The conservation scoring is performed by PRALINE. The scoring scheme works from 0 for the least conserved alignment position, up to 10 for the most conserved alignment position.
The colour assignments are:

Unconserved 0 1 2 3 4 5 6 7 8 9 10 Conserved

. . . . . . . . . 10 . . . . . . . . . 20 . . . . . . . . . 30 . . . . . . . . . 40 . . . . . . . . . 50
71 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAENVVLEPQ DKTVIKTDVA
NM3 MTNTLQVRLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
85 MTNTLQVKLL SKNARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
3A MTNILQVKLL SKDARMPERN HKTDAGYDIF SAKTVVLEPQ EKAVIKTDVA
80alpha MTNTLQVKLL SKNARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
ETA2 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAESVVLEPQ EKAVIKTDVA
ROSA MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
PVL-CN125VTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
PVL108 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
Consistency 9**8***9** *78******* ********** **97****** 9*8*******

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . . . . . 80 . . . . . . . . . 90 . . . . . . . . . 100
71 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAIASN
NM3 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDEERDG
85 VSIPEGYVGL LTSRSGVSSK TYLVIETGKI DAGYHGNLGI NIKNDEERDG
3A VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDNETLE
80alpha VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDHEDDK
ETA2 VSIPEGYVGL LTSRSGVSSK TYLVIETGKI DAGYHGNLGI NIKNDIETLE
ROSA VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDMEHDG
PVL-CN125VSILEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAIASN
PVL108 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAQVYL
Consistency ***8****** ********** *8******** ********** *****36333

. . . . . . . . . 110 . . . . . . . . . 120 . . . . . . . . . 130 . . . . . . . . . 140 . . . . . . . . . 150
71 GYITPGVFDI KGEIDL---- -------SDA IRQYGTYQIN EGDKLAQLVI
NM3 IPFLYDDIDA ELEDGLISIL DIKGNYVQDG RGIRRIYQIN KGDKLAQLVI
85 IPFLYDDIDA ELEDGLISIL DIKGNYVQDG RGIRRVYQIN KGDKLAQLVI
3A SEDMSNFGR- --SPSGIDGK YTLLPVTDKF LCMNGSYVIN KGDKLAQLVI
80alpha MQTIFL---R NIDNEKI--- ----FEKERH LYKLGSYRIE KGERIAQLVI
ETA2 IWDDGN---F SRNVAGIDGK YAPPHPSDKI LFMNGSYVIN KGDKLAQLVI
ROSA ITSLYE---D LDDKLV-NTL DIKGNYINEG EGARKVYKIN KGDKLAQLVI
PVL-CN125GYITPG---V FDIKGE---- ----IDLSDA IRQYGTYQIN EGDKLAQLVI
PVL108 TTNEQC---F DIQGE--MEN SFVNNAKKKP FTINDYYEIY KGDKLAQLVI
Consistency 4334330012 2242322111 1211223553 424444*5*7 8*999*****

. . . . . . . . . 160 . . . . . . . . . 170 . . . . . . . . . 180
71 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
NM3 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
85 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
3A VPIWTPELKQ VEEFESVSER GAKGFGSSGV
80alpha VPIWTPELKQ VEEFESVSER GEKGFGSSGV
ETA2 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
ROSA VPIWTPELKQ VEEFESVSER GAKGFGSSGV
PVL-CN125VPIWTPELKQ VEEFECVSER GAKGFGSSGV
PVL108 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
Consistency ********** *****8**** *8********

05/15/2014 06:43:29 PM
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C   D   

Results colour-coded for amino acid conservation

The current colourscheme of the alignment is for amino acid conservation.

The conservation scoring is performed by PRALINE. The scoring scheme works from 0 for the least conserved alignment position, up to 10 for the most conserved alignment position.
The colour assignments are:

Unconserved 0 1 2 3 4 5 6 7 8 9 10 Conserved

. . . . . . . . . 10 . . . . . . . . . 20 . . . . . . . . . 30 . . . . . . . . . 40 . . . . . . . . . 50
85 MVTKEFLKTK LECSDMYAQK LIDEAQGDEN RLYDLFIQKL AERHTRPAIV
80alpha MVTKEFLKIK LECSDMYAQK LIDEAQGDEN KLYDLFIQKL AERHTRPAIV
A6300 MITKEFLKTK LECSDMYAQK LIDEAQGDEN RLYDLFIQKL AERHTRPAIV
Mu50 MITKEFLKTK LECSDMYAQK LIDETQGNEN KLYDLFIRKL AERHTRPAIV
21252 MVTKEFLREK LQCSELYAQK LIDSAQGDEN KLYDLFIRKL AERHRRPAIV
M79256 VITKQNIKEI LHCRDVYAQK MIDFANRDQE KLKKLIDDKL KEKEERPAIV
Consistency89**869847 *7*787**** 9**5887888 8*77*876** 7*876*****

. .
85 EY
80alpha EY
A6300 EY
Mu50 EY
21252 EY
M79256 EY
Consistency**

06/18/2014 03:22:02 PM

Results colour-coded for amino acid conservation 1



SaPIbov2 inducer 

E   F   

Results colour-coded for amino acid conservation

The current colourscheme of the alignment is for amino acid conservation.

The conservation scoring is performed by PRALINE. The scoring scheme works from 0 for the least conserved alignment position, up to 10 for the most conserved alignment position.
The colour assignments are:

Unconserved 0 1 2 3 4 5 6 7 8 9 10 Conserved

. . . . . . . . . 10 . . . . . . . . . 20 . . . . . . . . . 30 . . . . . . . . . 40 . . . . . . . . . 50
DAR3907 MKQTVTYLIK HKDENLYITN RPTEVNNTVK YSTDRRDARE FDGLDKTVID
80alpha MKQTVTYLIK HKDENLFITN RPTEVNDTVK YSTDMRDARE FDGLDKTVID
ROSA MKQTVTYIIR HRDMPIYITN KPTDNNSDIS YSTNRNRARE FNGMEEASIN
PLAC6004 MKQTVTYIIR HRDMPIYITN KPTDNNSDVS YSTNRNRARE FNGVEEASIN
85 MNQTVTYIIR HRDMPIYITN KPTDNNSDVS YSTNRNRARE FNGMEEASIN
Consistency*7*****8*8 *8*5588*** 8**74*6596 ***7765*** *7*77765*7

. . . . . . . . . 60 . . . . . . . . . 70 . . .
DAR3907 MSKHKAIKKT VTETIEYEEV EHD
80alpha MSKHKAIKKT VTETIEYEEV EHD
ROSA MDYHKAIKKT VTETIEYEEV EHD
PLAC6004 MDYHKAIKKT VTETIEYEEV EHD
85 MDYHKAIKKT VTETIEYEEV EHD
Consistency*65******* ********** ***

05/15/2014 05:50:12 PM

Results colour-coded for amino acid conservation 1
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