 92    QSKCRLERAQALEQAK-KPQEAVFVPECGEDGSFTQVQCHTYTG--YCWCVTPD-GKPISGSSVQNKTPVC   158 Q9H4F8 hSMOC1_Tg1-1

 91    QSKCRLERAQALEQAK-KPQEAVFVPECGEDGSFTQVQCHTYTG--YCWCVTPD-GKPISGSSVQNKTPVC   157 Q8BLY1 mSmoc1_Tg1-1

224    VYSCDQERQSALEEAQQNPREGIVIPECAPGGLYKPVQCHQSTG--YCWCVLVDTGRPLPGTSTRYVMPSC   292 Q9H4F8 hSMOC1_Tg1-2

234    VHSCDQERQSALEEARQNPREGIVIPECAPGGLYKPVQCHQSTG--YCWCVLVDTGRPLPGTSTRYVMPSC   302 Q8BLY1 mSmoc1_Tg1-2

234    --SCDQERQSALEEAKLNPREGIVIPECAPGGLYKPVQCHQSTG--YCWCVLVDTGRPLPGTSTRYETPVC   302 B8PXJ7 xtSmoc1_Tg1-2

303    ---CWMDQSVTLEEQGHGGKSVLFVPQCLPDGRYQRIQCYSSTSTSYCWCVNEDTGKSIPGTSVKNKRPQC   370 Q86MK1 dmPent_Tg1-2
          *  ::  :**:     :. :.:*:*  .* :  :**:  *.  *****  * *:.:.*:*.:   * *

                                                               C    N                 OAS missense mutations

                                                              278  283                Position in hSMOC1
