[bookmark: _GoBack]Supplementary Data 1
Streptococcal proteins are highly conserved 

Pairwise sequence alignment Chain A, Structure Of Laminin Binding Protein (lmb) Of Streptococcus Agalactiae A Bifunctional Protein With Adhesin And Metal Transporting Activity


gi|270047651|pdb|3HJT|B      CDKSANPKQPTQGMSVVTSFYPMYAMTKEVSGDLNDVRMIQSGAGIHSFEPSVNDVAAIY	60
gi|270047650|pdb|3HJT|A      CDKSANPKQPTQGMSVVTSFYPMYAMTKEVSGDLNDVRMIQSGAGIHSFEPSVNDVAAIY	60
                             ************************************************************

gi|270047651|pdb|3HJT|B      DADLFVYHSHTLEAWARDLDPNLKKSKVNVFEASKPLTLDRVKGLEDMEVTQGIDPATLY	120
gi|270047650|pdb|3HJT|A      DADLFVYHSHTLEAWARDLDPNLKKSKVNVFEASKPLTLDRVKGLEDMEVTQGIDPATLY	120
                             ************************************************************

gi|270047651|pdb|3HJT|B      DPHTWTDPVLAGEEAVNIAKELGHLDPKHKDSYTKKAKAFKKEAEQLTEEYTQKFKKVRS	180
gi|270047650|pdb|3HJT|A      DPHTWTDPVLAGEEAVNIAKELGHLDPKHKDSYTKKAKAFKKEAEQLTEEYTQKFKKVRS	180
                             ************************************************************

gi|270047651|pdb|3HJT|B      KTFVTQHTAFSYLAKRFGLKQLGISGISPEQEPSPRQLKEIQDFVKEYNVKTIFAEDNVN	240
gi|270047650|pdb|3HJT|A      KTFVTQHTAFSYLAKRFGLKQLGISGISPEQEPSPRQLKEIQDFVKEYNVKTIFAEDNVN	240
                             ************************************************************

gi|270047651|pdb|3HJT|B      PKIAHAIAKSTGAKVKTLSPLEAAPSGNKTYLENLRANLEVLYQQLK	287
gi|270047650|pdb|3HJT|A      PKIAHAIAKSTGAKVKTLSPLEAAPSGNKTYLENLRANLEVLYQQLK	287
                             ***********************************************

CLUSTAL O (1.2.1) multiple sequence alignment Hyaluronan Streptococcus Agalactiae


gi|24987657|pdb|1LXM|A      SEHPQPVTTQIEKSVNTALNKNYVFNKADYQYTLTNPSLGKIVGGILYPNATGSTTVKIS	60
gi|18655832|pdb|1I8Q|A      SEHPQPVTTQIEKSVNTALNKNYVFNKADYQYTLTNPSLGKIVGGILYPNATGSTTVKIS	60
gi|18655817|pdb|1F1S|A      SEHPQPVTTQIEKSVNTALNKNYVFNKADYQYTLTNPSLGKIVGGILYPNATGSTTVKIS	60
                            ************************************************************

gi|24987657|pdb|1LXM|A      DKSGKIIKEVPLSVTASTEDNFTKLLDKWNDVTIGNYVYDTNDSNMQKLNQKLDETNAKN	120
gi|18655832|pdb|1I8Q|A      DKSGKIIKEVPLSVTASTEDNFTKLLDKWNDVTIGNYVYDTNDSNMQKLNQKLDETNAKN	120
gi|18655817|pdb|1F1S|A      DKSGKIIKEVPLSVTASTEDNFTKLLDKWNDVTIGNYVYDTNDSNMQKLNQKLDETNAKN	120
                            ************************************************************

gi|24987657|pdb|1LXM|A      IEAIKLDSNRTFLWKDLDNLNNSAQLTATYRRLEDLAKQITNPHSTIYKNEKAIRTVKES	180
gi|18655832|pdb|1I8Q|A      IEAIKLDSNRTFLWKDLDNLNNSAQLTATYRRLEDLAKQITNPHSTIYKNEKAIRTVKES	180
gi|18655817|pdb|1F1S|A      IEAIKLDSNRTFLWKDLDNLNNSAQLTATYRRLEDLAKQITNPHSTIYKNEKAIRTVKES	180
                            ************************************************************

gi|24987657|pdb|1LXM|A      LAWLHQNFYNVNKDIEGSANWWDFEIGVPRSITGTLSLMNNYFTDAEIKTYTDPIEHFVP	240
gi|18655832|pdb|1I8Q|A      LAWLHQNFYNVNKDIEGSANWWDFEIGVPRSITGTLSLMNNYFTDAEIKTYTDPIEHFVP	240
gi|18655817|pdb|1F1S|A      LAWLHQNFYNVNKDIEGSANWWDFEIGVPRSITGTLSLMNNYFTDAEIKTYTDPIEHFVP	240
                            ************************************************************

gi|24987657|pdb|1LXM|A      DAEYFRKTLVNPFKALGGNLVDMGRVKIIEGLLRKDNTIIEKTSHSLKNLFTTATKAEGF	300
gi|18655832|pdb|1I8Q|A      DAEYFRKTLVNPFKALGGNLVDMGRVKIIEGLLRKDNTIIEKTSHSLKNLFTTATKAEGF	300
gi|18655817|pdb|1F1S|A      DAEYFRKTLVNPFKALGGNLVDMGRVKIIEGLLRKDNTIIEKTSHSLKNLFTTATKAEGF	300
                            ************************************************************

gi|24987657|pdb|1LXM|A      YADGSYIDHTNVAYTGAYGNVLIDGLTQLLPIIQETDYKISNQELDMVYKWINQSFLPLI	360
gi|18655832|pdb|1I8Q|A      YADGSYIDHTNVAYTGAYGNVLIDGLTQLLPIIQETDYKISNQELDMVYKWINQSFLPLI	360
gi|18655817|pdb|1F1S|A      YADGSYIDHTNVAYTGAYGNVLIDGLTQLLPIIQETDYKISNQELDMVYKWINQSFLPLI	360
                            ************************************************************

gi|24987657|pdb|1LXM|A      VKGELMDMSRGRSISREAASSHAAAVEVLRGFLRLANMSNEERNLDLKSTIKTIITSNKF	420
gi|18655832|pdb|1I8Q|A      VKGELMDMSRGRSISREAASSHAAAVEVLRGFLRLANMSNEERNLDLKSTIKTIITSNKF	420
gi|18655817|pdb|1F1S|A      VKGELMDMSRGRSISREAASSHAAAVEVLRGFLRLANMSNEERNLDLKSTIKTIITSNKF	420
                            ************************************************************

gi|24987657|pdb|1LXM|A      YNVFNNLKSYSDIANMNKLLNDSTVATKPLKSNLSTFNSMDRLAYYNAKKDFGFALSLHS	480
gi|18655832|pdb|1I8Q|A      YNVFNNLKSYSDIANMNKLLNDSTVATKPLKSNLSTFNSMDRLAYYNAKKDFGFALSLHS	480
gi|18655817|pdb|1F1S|A      YNVFNNLKSYSDIANMNKLLNDSTVATKPLKSNLSTFNSMDRLAYYNAKKDFGFALSLHS	480
                            ************************************************************

gi|24987657|pdb|1LXM|A      KRTLNYEGMNDENTRGWYTGDGMFYIYNSDQSHYSNHFWPTVNPYKMAGTTEKDAKREDT	540
gi|18655832|pdb|1I8Q|A      KRTLNYEGMNDENTRGWYTGDGMFYIYNSDQSHYSNHFWPTVNPYKMAGTTEKDAKREDT	540
gi|18655817|pdb|1F1S|A      KRTLNYEGMNDENTRGWYTGDGMFYIYNSDQSHYSNHFWPTVNPYKMAGTTEKDAKREDT	540
                            ************************************************************

gi|24987657|pdb|1LXM|A      TKEFMSKHSKDAKEKTGQVTGTSDFVGSVKLNDHFALAAMDFTNWDRTLTAQKGWVILND	600
gi|18655832|pdb|1I8Q|A      TKEFMSKHSKDAKEKTGQVTGTSDFVGSVKLNDHFALAAMDFTNWDRTLTAQKGWVILND	600
gi|18655817|pdb|1F1S|A      TKEFMSKHSKDAKEKTGQVTGTSDFVGSVKLNDHFALAAMDFTNWDRTLTAQKGWVILND	600
                            ************************************************************

gi|24987657|pdb|1LXM|A      KIVFLGSNIKNTNGIGNVSTTIDQRKDDSKTPYTTYVNGKTIDLKQASSQQFTDTKSVFL	660
gi|18655832|pdb|1I8Q|A      KIVFLGSNIKNTNGIGNVSTTIDQRKDDSKTPYTTYVNGKTIDLKQASSQQFTDTKSVFL	660
gi|18655817|pdb|1F1S|A      KIVFLGSNIKNTNGIGNVSTTIDQRKDDSKTPYTTYVNGKTIDLKQASSQQFTDTKSVFL	660
                            ************************************************************


gi|24987657|pdb|1LXM|A      ESKEPGRNIGYIFFKNSTIDIERKEQTGTWNSINRTSKNTSIVSNPFITISQKHDNKGDS	720
gi|18655832|pdb|1I8Q|A      ESKEPGRNIGYIFFKNSTIDIERKEQTGTWNSINRTSKNTSIVSNPFITISQKHDNKGDS	720
gi|18655817|pdb|1F1S|A      ESKEPGRNIGYIFFKNSTIDIERKEQTGTWNSINRTSKNTSIVSNPFITISQKHDNKGDS	720
                            ************************************************************

gi|24987657|pdb|1LXM|A      YGYMMVPNIDRTSFDKLANSKEVELLENSSKQQVIYDKNSQTWAVIKHDNQESLINNQFK	780
gi|18655832|pdb|1I8Q|A      YGYMMVPNIDRTSFDKLANSKEVELLENSSKQQVIYDKNSQTWAVIKHDNQESLINNQFK	780
gi|18655817|pdb|1F1S|A      YGYMMVPNIDRTSFDKLANSKEVELLENSSKQQVIYDKNSQTWAVIKHDNQESLINNQFK	780
                            ************************************************************

gi|24987657|pdb|1LXM|A      MNKAGLYLVQKVGNDYQNVYYQPQTMTKTDQLAI	814
gi|18655832|pdb|1I8Q|A      MNKAGLYLVQKVGNDYQNVYYQPQTMTKTDQLAI	814
gi|18655817|pdb|1F1S|A      MNKAGLYLVQKVGNDYQNVYYQPQTMTKTDQLAI	814
                            **********************************
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gi|270047651|pdb|3HJT|B      DADLFVYHSHTLEAWARDLDPNLKKSKVNVFEASKPLTLDRVKGLEDMEVTQGIDPATLY
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gi|270047650|pdb|3HJT|A      DADLFVYHSHTLEAWARDLDPNLKKSKVNVFEASKPLTLDRVKGLEDMEVTQGIDPATLY


 


120


 


                             


******************


******************************************
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SEHPQPVTTQIEKSVNTALNKNYVFNKADYQYTLTNPSLGKIVGGILYPNATGSTTVKIS
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SEHPQPVTTQIEKSVNTALNKNYVFNKADYQYTLTNPSLGKIVGGILYPNATGSTTVKIS
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DKSGKIIKEVPLSVTASTEDNFTKLLDKWNDVTIGNYVYDTNDSNMQKLNQKLDETNAKN
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************************************************************


 


 


gi|24987657|pdb|1LXM|A      


IEAIKLDSNRTFLWKDLDNLNNSAQLTATYRRL


EDLAKQITNPHSTIYKNEKAIRTVKES
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180


 


gi|18655817|pdb|1F1S|A      
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gi|18655832|pdb|1I8Q|A      
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