8eoe Cenome Annotation Transfer Utility

File Edit

#::=====================================

#

# Aligned sequences: 2

# l: SPPV_02

# 2: 02

# Matrix: /ca.virology/services/needle/matrices/EBLOSUMES

# Gap penalty: 10.0

# Extend penalty: 0.05

#

# Length: 311

# Identity: 240/311 (77.2%)

# Similarity: 240/311 (77.2%)

# Gaps: T1/311 (2Z.8%)

# Score: 1283.0

#

#

#::=====================================

SPPV_02 1l MITSSTRNLFFFVHNINSLDRRERSFSFLSYVEILERKERFVFRFLVHNER a0

02 1 0

SPPV_02 51 RKSSVWSEWRFVSTIRHERQFTHNMSSLTFFIFCLOLFIFTSTVSGISIKRCT 100

SRRRRRRRNN R nnnnnnN Ny

02 1 ME5LITFFIFCLOLFIFTSTVSEISIKRCT 29

SPPV_02 101 EEENNTWEIEVGLCIOTENFRAIRTGCYRIDGPGELLTEGHNGFRIFAHDD 150
RN NN nn RN nnnnnny

02 30 EEENNTWEIEVCGLCIQTENFRAIRTGCYRIDGPGCGLLTEGHNGFRIFAHDD 79

SPPV_02 1531 CSEERTONMFILDSVHEAVYALCGRYVYMEISTSNITTLHNSLEOCARRISL 200
VUL EEEEEEEE e e e e

02 80 CSRERTONNFILDSVHNEAVYALGRYVYMEISTSNITTLHNSLEOCARRISL 129

SPPV_02 201 SISCDOVITEMRESYVESVSFRDYDLEFVITTDISCVREHVSSSVIVENECE 230
VDL LEEEEECEEE e e

02 130 SISCDOVTTEMRESYVESVSFRDYDLEFVITTDISCVEHVSSSVIVENECE 179

SPPV_02 251 RRYISTGRRIFGFNNREIDCSAVEFSEHVHNYLKETCSVGRFDERERYYEHQHN 300
LELLLLEEEEEEEE e e e e

02 180 FRYISTGRRIFGFNNREIDCSAVEFSEHVHNY LETCSVGRFDERRY YEHQHN 229

SPPV_02 301 ¥YIEKKIFHHMEL 311
LTI

02 230 YIKRKIFHHMEL 240



