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DMEL _bs_isoA [ 11
DEML_bs_isoB M [I 1 TN I TEETTHT D | 1 [T e O (1 1 [ E T L | g e ]
ANOGAM_bs_isoA | ¥ |1 [II"mTm 1 1 HNEEEE BN I T S A T
ANOGAM_bs_isoB | ¥ |1 [T Ea 1l I H Bl T 1. 1T m
APIMEL bs_isoA | ¢ |1 w] 1. 1 | L nim
APIMEL_bs_isoB | ¢ 1 )0 N W 11 - Eais I IEIERE - ¢ B
EURAFF bs_isoA | ¢ |1 mEEEE 1 1 11 I = I
EURAFF_bs1_isoA | |1 o m 111 1 | I L] 1 Im
DAPPUL bs_isoA | ¥ |1 L E T i 1 - H - [ | SNl E mi e il |
DAPPUL_bs_isoB | %1 | i N 1 N THEEE HENefes: N o
STRMAR_bs_isoA | %1 [T ] ] 1 ol ] 1 I A T s ST T
STRMAR _bs_isoC | ¥ 1 [T7] B 1 ol ] 1 I A T s e 1T
STRMAR _bs_isoB__| ¥ |1 m 1 o] T [ m
TETURT_bs_isoA | ¥ 1 EEII B BN [ | I 0N LT T T e
TETURT bs_isoB | ¢ |1 N BN | L InEm T [ |
TETURT bs_isoC__ | ¥ |1 L [ I | T H I T
TETURT bs_isoD | |1 EIEIl E B 11 11 Iarm
CRAGIG bs isoA | |1 T 1 1 10w [ N N [T T e
CRAGIG bs_isoB__| ¥ /1 11 1 11l [ TN |
CRAGIG bs_isoC__| ¥/ T 1 | T 1 BN N[ ST e T
CRAGIG_bs_isoD | ¥ |1 T 1 1 Irmmn [ . R e T 11
CRAGIG bs isoE | |1 T 1 [ ] 1w [ W) (TR T .
GALGAL bs_isoA | ¥ |1 m 1 1 1 1 T i [ I mrnrTm BITIT (i
GALGAL bs_isoB__| ¥ |1 m 1 1 1 Tnmum 1 Nl EENNTINEN e
HOMSAP_ENSTO0...| ¥ |1 T 1 1 1 1w 1 N1 T [T (]
HOMSAP_ENSTO0.. | ¥ 1 1 s B D BT
NEMVEC_bs_isoA | 1 N 1 i 1 I I NN T T

PROTEIN: 1 - 449 (449r shown) - master DMEL_bs_isoA



