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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
SLT MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
187 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
Consistency********** ********** ********** ********** **********

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . . . . . 80 . . . . . . . . . 90 . . . . . . . . . 100
SLT VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAQVYL
187 VSISEGYVGL LTSRSGVSSK THLVIETGKI DAGYQGNLGI NIKNENETLE
Consistency***3****** ********** ********** ****3***** ****626431

. . . . . . . . . 110 . . . . . . . . . 120 . . . . . . . . . 130 . . . . . . . . . 140 . . . . . . . . . 150
SLT TTNEQCF--D IQGEMENSFV NNAKKKPFTI NDYYEIYKGD KLAQLVIVPI
187 NWVTYNFSRN VAGIDGKYAP PPVTDKILFM NGSYVINKGD KLAQLVIVPI
Consistency411330*005 83*1124222 11533*1425 *32*2*1*** **********

. . . . . . . . . 160 . . . . . . . . . 170 . . . . . . .
SLT WTPELKQVEE FESVSERGAK GFGSSGV
187 WTPELKQVEE FESVSERGAK GFGSSGV
Consistency********** ********** *******

05/12/2014 10:04:29 PM

Results colour-coded for amino acid conservation 1

Dut  

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
29 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
ROSA MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
Consistency********** ********** ********** ********** **********

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . . . . . 80 . . . . . . . . . 90 . . . . . . . . . 100
29 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAIASN
ROSA VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDMEHDG
Consistency********** ********** ********** ********** *****31244

. . . . . . . . . 110 . . . . . . . . . 120 . . . . . . . . . 130 . . . . . . . . . 140 . . . . . . . . . 150
29 GYITPGVFDI KGE------- IDLSDAIRQY GTYQINEGDK LAQLVIVPIW
ROSA ITSLYEDLDD KLVNTLDIKG NYINEGEGAR KVYKINKGDK LAQLVIVPIW
Consistency02230214*1 *020000000 1075641232 24*5**5*** **********

. . . . . . . . . 160 . . . . . . . . . 170 . . . . . .
29 TPELKQVEEF ECVSERGAKG FGSSGV
ROSA TPELKQVEEF ESVSERGAKG FGSSGV
Consistency********** *2******** ******

05/12/2014 09:57:32 PM

Results colour-coded for amino acid conservation 1

B  

Sri  

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
52A MVITKQNIKE ILHCRDVYAQ KMIDFANGDQ EKLKKLIDDK LKEKEERPAI
55 -MITKEFLKT KLECSDVYAQ KLIDEAQGDE NKLYNLFIQK LAERHTRPAI
Consistency05***617*3 1*3*3***** *7**1*4**6 4**24*414* *3*633****

. . .
52A VEY
55 VEY
Consistency***

05/13/2014 05:44:49 PM

Results colour-coded for amino acid conservation 1

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
tp310-3 VITKQNIKEI LHCRDVYAQK MIDFANGDQE KLKKLIDDKL KEKEERPAIV
PVL-CN125MVTKEFLKTK LECSDMYAQK LIDEAQGDEN KLYDLFIQKL AERHTRPAVV
Consistency 58**617*31 *3*3*5**** 7**1*4**64 **23*414** 3*633***8*

. .
tp310-3 EY
PVL-CN125EY
Consistency **

05/12/2014 10:14:28 PM

Results colour-coded for amino acid conservation 1

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
tp310-3 VITKQNIKEI LHCRDVYAQK MIDFANGDQE KLKKLIDDKL KEKEERPAIV
PVL-CN125MVTKEFLKTK LECSDMYAQK LIDEAQGDEN KLYDLFIQKL AERHTRPAVV
Consistency 58**617*31 *3*3*5**** 7**1*4**64 **23*414** 3*633***8*

. .
tp310-3 EY
PVL-CN125EY
Consistency **

05/12/2014 10:14:28 PM

Results colour-coded for amino acid conservation 1

SaPIbov2  

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
EW -MKTIVTYFY KHKDL--DLY ITNRPTDANP TIKYSTDKRD ARKFDGTEDV
PH15 -MKETVTYLI KLKDAPFDLY ITNKPNNEED -TSYSRDRRR AREFAGLEDM
37 MPKQTVTYLI KITDT--NLY VTNRPTEQNT TIKYSTSRSD AREFNGMEDA
Consistency04*45***65 *35*3006** 9**7*65463 356**56754 **7*3*4**4

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . .
EW LIDTSAHEIY KHTHTETDEI ERVEL-
PH15 SIDMTKHRAI KKKVTETTEY EEVEYD
37 AVDMTFHTAI KKTVTETTEY EEVAYD
Consistency49*572*355 *554***5*5 *6*553

05/13/2014 04:39:30 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
EW -MKTIVTYFY KHKDL--DLY ITNRPTDANP TIKYSTDKRD ARKFDGTEDV
PH15 -MKETVTYLI KLKDAPFDLY ITNKPNNEED -TSYSRDRRR AREFAGLEDM
37 MPKQTVTYLI KITDT--NLY VTNRPTEQNT TIKYSTSRSD AREFNGMEDA
Consistency04*45***65 *35*3006** 9**7*65463 356**56754 **7*3*4**4

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . .
EW LIDTSAHEIY KHTHTETDEI ERVEL-
PH15 SIDMTKHRAI KKKVTETTEY EEVEYD
37 AVDMTFHTAI KKTVTETTEY EEVAYD
Consistency49*572*355 *554***5*5 *6*553

05/13/2014 04:39:30 PM

Results colour-coded for amino acid conservation 1

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
29 MKQTVTYLIK HKDENLFITN RPTEVNDTVK YSTDMRDARE FDGLDKTVID
ROSA MKQTVTYIIR HRDMPIYITN KPTDNNSDIS YSTNRNRARE FNGMEEASIN
Consistency*******7*6 *6*2176*** 6**61*4384 ***5342*** *5*76542*5

. . . . . . . . . 60 . . . . . . . . . 70 . . .
29 MSKHKAIKKT VTETIEYEEV EHD
ROSA MDYHKAIKKT VTETIEYEEV EHD
Consistency*42******* ********** ***

05/13/2014 04:36:14 PM

Results colour-coded for amino acid conservation 1

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
29 MKQTVTYLIK HKDENLFITN RPTEVNDTVK YSTDMRDARE FDGLDKTVID
ROSA MKQTVTYIIR HRDMPIYITN KPTDNNSDIS YSTNRNRARE FNGMEEASIN
Consistency*******7*6 *6*2176*** 6**61*4384 ***5342*** *5*76542*5

. . . . . . . . . 60 . . . . . . . . . 70 . . .
29 MSKHKAIKKT VTETIEYEEV EHD
ROSA MDYHKAIKKT VTETIEYEEV EHD
Consistency*42******* ********** ***

05/13/2014 04:36:14 PM

Results colour-coded for amino acid conservation 1

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
MR25 MKQTVTYIIR HRDMPIYITN KPTDNNSDVS YSTNRNRARE FNGMEEASIN
ETA2_ MKQTVTYLIK HKDENLFITN RPTEVNDTVK YSTDMRDARE FDGLDKTVID
Consistency*******7*6 *6*2176*** 6**61*43*4 ***5342*** *5*76542*5

. . . . . . . . . 60 . . . . . . . . . 70 . . .
MR25 MDYHKAIKKT VTETIEYEEV EHD
ETA2_ MSKHKAIKKT VTETIEYEEV EHD
Consistency*42******* ********** ***

05/13/2014 04:44:35 PM

Results colour-coded for amino acid conservation 1

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
MR25 MKQTVTYIIR HRDMPIYITN KPTDNNSDVS YSTNRNRARE FNGMEEASIN
ETA2_ MKQTVTYLIK HKDENLFITN RPTEVNDTVK YSTDMRDARE FDGLDKTVID
Consistency*******7*6 *6*2176*** 6**61*43*4 ***5342*** *5*76542*5

. . . . . . . . . 60 . . . . . . . . . 70 . . .
MR25 MDYHKAIKKT VTETIEYEEV EHD
ETA2_ MSKHKAIKKT VTETIEYEEV EHD
Consistency*42******* ********** ***

05/13/2014 04:44:35 PM

Results colour-coded for amino acid conservation 1

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
PVL-CN125VTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
tp310-3 MTNTLQVKLL SENARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
Consistency 5********* ********** ********** ********** **********

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . . . . . 80 . . . . . . . . . 90 . . . . . . . . . 100
PVL-CN125VSILEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAIASN
tp310-3 VSIPEGYVGL LTSRSGVSSK THLVIETGKI DAGYHGNLGI NIKNDAQVYL
Consistency ***1****** ********** ********** ********** ******1521

. . . . . . . . . 110 . . . . . . . . . 120 . . . . . . . . . 130 . . . . . . . . . 140 . . . . . . . . . 150
PVL-CN125GYITPGVFDI KGEIDLSD-- ----AIRQYG TYQINEGDKL AQLVIVPIWT
tp310-3 TTNEQCFDIQ GEMENSFVNN AKKKPFTIND YYEIYKGDKL AQLVIVPIWT
Consistency 2213303111 2221522100 0000343113 2*6*15**** **********

. . . . . . . . . 160 . . . . . . . . . 170 . . . . .
PVL-CN125PELKQVEEFE CVSERGAKGF GSSGV
tp310-3 PELKQVEEFE SVSERGAKGF GSSGV
Consistency ********** 2********* *****

05/19/2014 05:35:25 PM

Results colour-coded for amino acid conservation 1

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
2638A MINTLQIKLL SDNATMPKRE HDTDAGFDIY AAETVVLEPQ EKALIATDIA
12 MTNTLQVKLL SKNARMPERN HKTDAGYDIF SAETVVLEPQ EKAVIKTDVA
Consistency*3****8*** *3**3**5*4 *3****6**6 6********* ***6*3**8*

. . . . . . . . . 60 . . . . . . . . . 70 . . . . . . . . . 80 . . . . . . . . . 90 . . . . . . . . . 100
2638A VNIPKGYVGL LTSRSGVSSK THLVIETGKI DAGYQGHMQI NIKNDYINLK
12 VSIPEGYVGL LTSRSGVSSK TYLVIETGKI DAGYHGNLGI NIKNDEERDG
Consistency*5**5***** ********** *5******** ****3*472* *****21402

. . . . . . . . . 110 . . . . . . . . . 120 . . . . . . . . . 130 . . . . . . . . . 140 . . . . . . . . . 150
2638A EYDEAKIDTN YGDVM-YPIY NVDGQAYYDK IYDNPVYKIN KGDRLAQLVI
12 IPFLYDDIDA ELEDGLISIL DIKGNYVQDG RGIRRVYQIN KGDKLAQLVI
Consistency1011231132 20611033*3 583*4233*2 10142**5** ***6******

. . . . . . . . . 160 . . . . . . . . . 170 . . . . . . . . . 180
2638A VPIWTPELEQ VEEFDSESAR GEKGFGSSGF
12 VPIWTPELKQ VEEFESVSER GAKGFGSSGV
Consistency********5* ****6*2*3* *3*******3

05/19/2014 05:33:00 PM

Results colour-coded for amino acid conservation 1


