
Newman        40  SENSVTQSDSASNESKSNDSSSVSAAPKTDDTNVSDTKTSSNTNNGETSVAQNPAQQETT 99

NRS384        40  SENSVTQSDSASNESKSNDSSSVSAAPKTDDTNVSDTKTSSNTNNGETSVAQNPAQQETT 99

N315          40  SENSVTQSDSASNESKSNDSSSVSAAPKTDDTNVSDTKTSSNTNNGETSVAQNPAQQETT 99

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

Newman       100  QSSSTNATTEETPVTGEATTTTTNQANTPATTQSSNTNAEELVNQTSNETTFNDTNTVSS 159

NRS384       100  QSSSTNATTEETPVTGEATTTTTNQANTPATTQSSNTNAEELVNQTSNETTSNDTNTVSS 159

N315         100  QSSSTNATTEETPVTGEATTTTTNQANTPATTQSSNTNAEELVNQTSNETTSNDTNTVSS 159

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

Newman       160  VNSPQNSTNAENVSTTQDTSTEATPSNNESAPQSTDASNKDVVNQAVNTSAPRMRAFSLA 219

NRS384       160  VNSPQNSTNAENVSTTQDTSTEATPSNNESAPQSTDASNKDVVNQAVNTSAPRMRAFSLA 219

N315         160  VNSPQNSTNAENVSTTQDTSTEATPSNNESAPQNTDASNKDVVSQAVNPSTPRMRAFSLA 219

*********************************.*********.****.*:*********

Newman       220  AVAADAPAAGTDITNQLTNVTVGIDSGTTVYPHQAGYVKLNYGFSVPNSAVKGDTFKITV 279

NRS384       220  AVAADAPAAGTDITNQLTNVTVGIDSGTTVYPHQAGYVKLNYGFSVPNSAVKGDTFKITV 279

N315         220  AVAADAPAAGTDITNQLTDVKVTIDSGTTVYPHQAGYVKLNYGFSVPNSAVKGDTFKITV 279

******************:*.* *************************************

Newman       280 PKELNLNGVTSTAKVPPIMAGDQVLANGVIDSDGNVIYTFTDYVNTKDDVKATLTMPAYI 339

NRS384       280 PKELNLNGVTSTAKVPPIMAGDQVLANGVIDSDGNVIYTFTDYVNTKDDVKATLTMPAYI 339

N315         280 PKELNLNGVTSTAKVPPIMAGDQVLANGVIDSDGNVIYTFTDYVDNKENVTANITMPAYI 339

********************************************:.*::*.*.:******

Newman       340 DPENVKKTGNVTLATGIGSTTANKTVLVDYEKYGKFYNLSIKGTIDQIDKTNNTYRQTIY 399

NRS384       340 DPENVKKTGNVTLATGIGSTTANKTVLVDYEKYGKFYNLSIKGTIDQIDKTNNTYRQTIY 399

N315         340 DPENVTKTGNVTLTTGIGTNTASKTVLIDYEKYGQFHNLSIKGTIDQIDKTNNTYRQTIY 399

*****.*******:****:.**.****:******:*:***********************

Newman       400 VNPSGDNVIAPVLTGNLKPNTDSNALIDQQNTSIKVYKVDNAADLSESYFVNPENFEDVT 459

NRS384       400 VNPSGDNVIAPVLTGNLKPNTDSNALIDQQNTSIKVYKVDNAADLSESYFVNPENFEDVT 459

N315         400 VNPSGDNVVLPALTGNLIPNTKSNALIDAKNTDIKVYRVDNANDLSESYYVNPSDFEDVT 459

********: *.***** ***.****** :**.****:**** ******:***.:*****

Newman       460 NSVNITFPNPNQYKVEFNTPDDQITTPYIVVVNGHIDPNSKGDLALRSTLYGYNSNIIWR 519

NRS384       460 NSVNITFPNPNQYKVEFNTPDDQITTPYIVVVNGHIDPNSKGDLALRSTLYGYNSNIIWR 519

N315         460 NQVRISFPNANQYKVEFPTDDDQITTPYIVVVNGHIDPASTGDLALRSTFYGYDSNFIWR 519

*.*.*:***.******* * ****************** *.********:***:**:***

Newman       520 SMSWDNEVAFNN 531

NRS384       520 SMSWDNEVAFNN 531

N315         520 SMSWDNEVAFNN 531

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

Figure S1. Amino acid alignment of ClfA40-531 . Shown are amino acid sequences for the 

fibrinogen binding region of ClfA for strains Newman, NRS384, and N315. Newman is 

used as a surrogate for NRS384 in analyzing the location of amino acid differences with 

N315 ClfA on the crystal structure of the protein.
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